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UBI  Nocardia_brevicatena_hypothetical_protein_Nocardia_brevicatena WP_083864931  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Actinoplanes_sp_SE50_110_methyltransferase_Actinoplanes_sp_SE50_110 WP_014693773  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Micromonosporineae 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Proteobacteria_bacterium  PCI44856  hypothetical_protein_COB41_03200_Proteobacteria_bacterium_      

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

UBI  Pseudoruegeria_lutimaris_ubiquinone_biosynthesis_protein_UbiE_Pseudoruegeria_lutimaris WP_093150435  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

UBI  Streptomyces_sp_NRRL_B24484_hypothetical_protein_Streptomyces_sp_NRRL_B24484 WP_030264926  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

UBI  Amycolatopsis_lexingtonensis_class_I_SAMdependent_methyltransferase_Amycolatopsis_lexingtonensis WP_086863502  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae_Pseudonocardiaceae 

UBI  Nitrosomonas_sp_Is79A3_type_11_methyltransferase_Nitrosomonas_sp_Is79A3 WP_013966685  Bacteria_Proteobacteria_Betaproteobacteria_Nitrosomonadales 

UBI  Roseateles_sp_YR242_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Roseateles_sp_YR242 WP_092943989  Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 CAMPEP_0197027732_Ammonia

UBI  Paenibacillus_dendritiformis_transcriptional_regulator_Paenibacillus_dendritiformis WP_006675738  Bacteria_Firmicutes_Bacilli_Bacillales_Paenibacillaceae 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

UBI  Desulfobacter_curvatus_hypothetical_protein_Desulfobacter_curvatus WP_020589660  Bacteria_Proteobacteria_delta_epsilon_subdivisions_Deltaproteobacteria_Desulfobacterales_Desulfobacteraceae 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

UBI  Pseudomonas_sp_S62_methyltransferase_domaincontaining_protein_Pseudomonas_sp_S62 WP_080048654  Bacteria_Proteobacteria_unclassified_Proteobacteria 

UBI  Aliiroseovarius_sediminilitoris_hypothetical_protein_Aliiroseovarius_sediminilitoris WP_091428395  _

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Gammaproteobacteria_bacterium_CG22_combo_CG1013_8_21_14_all_40_8  PIP80511  hypothetical_protein_COW84_04885_Gammaproteobacteria_bacterium_CG22_combo_CG1013_8_21_14_all_40_8_     _Bacteria 

 CAMPEP_0174352920_Eutreptiella

 Iodobacter_sp_BJB302  WP_099398901  class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_     _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

UBI  Halodesulfovibrio_aestuarii_phosphoethanolamine_methyltransferase_Halodesulfovibrio_aestuarii WP_027362167  _

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Methylotenera_sp_RIFCSPLOWO2_02_FULL_45_14  OGV76668  hypothetical_protein_A3I83_02910_Methylotenera_sp_RIFCSPLOWO2_02_FULL_45_14_     _Bacteria_Proteobacteria_Betaproteobacteria_Methylophilales 

 Candidatus_Contendobacter_odensis  PIE83306  methyltransferase_Candidatus_Contendobacter_odensis_      

UBI  Methylophilus_rhizosphaerae_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Methylophilus_rhizosphaerae WP_091469879  Bacteria_Proteobacteria_Betaproteobacteria_Methylophilales_Methylophilaceae

 Chromobacterium_sp_ATCC_53434  WP_101706739  hypothetical_protein_Chromobacterium_sp_ATCC_53434_     _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 CAMPEP_0201483178_Paramoeba

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Zetaproteobacteria_bacterium_CG1_02_55_237  OIO70393  hypothetical_protein_AUJ58_03200_Zetaproteobacteria_bacterium_CG1_02_55_237_     _Bacteria 

RetrievedyyyCandidatus_Contendobacter_odensis  PIE83306  methyltransferase_Candidatus_Contendobacter_odensis_      

UBI  Hydrogenibacillus_schlegelii_methyltransferase_domaincontaining_protein_Hydrogenibacillus_schlegelii WP_066202953  _

UBI  Fibrisoma_limi_class_I_SAMdependent_methyltransferase_Fibrisoma_limi WP_015057005  Bacteria_Bacteroidetes_Chlorobi_group_Bacteroidetes_Cytophagia_Cytophagales_Cytophagaceae 

UBI  Saccharomonospora_xinjiangensis_methylase_involved_in_ubiquinone_menaquinone_biosynthesis_Saccharomonospora_xinjiangensis WP_006236906  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae_Pseudonocardiaceae_

UBI  Thauera_linaloolentis_SAMdependent_methyltransferase_Thauera_linaloolentis WP_004334376  Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

UBI  Thermosynechococcus_elongatus_WP_011057443  Bacteria_Cyanobacteria_Chroococcales 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

UBI  Microcystis_aeruginosa_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Microcystis_aeruginosa WP_012266578  Bacteria_Cyanobacteria_Chroococcales 

 Blastocystis_hominis_uncharacterized_protein_855313530

UBI  Dehalogenimonas_lykanthroporepellens_hypothetical_protein_Dehalogenimonas_lykanthroporepellens WP_083774053  Bacteria_Chloroflexi_Dehalococcoidetes 

UBI  Gloeobacter_kilaueensis_class_I_SAMdependent_methyltransferase_Gloeobacter_kilaueensis WP_023171789  Bacteria_Cyanobacteria_Gloeobacteria 

 797308648_Copromyxa_protea

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

UBI  Nocardia_carnea_hypothetical_protein_Nocardia_carnea WP_081876002  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

UBI  Ruegeria_arenilitoris_hypothetical_protein_Ruegeria_arenilitoris WP_093965079  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0202430720_Fabrea

 Zetaproteobacteria_bacterium_CG2_30_46_52  OIP99065  hypothetical_protein_AUK35_08825_Zetaproteobacteria_bacterium_CG2_30_46_52_     _Bacteria 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

UBI  Caloranaerobacter_azorensis_hypothetical_protein_Caloranaerobacter_azorensis WP_073197064  Bacteria_Firmicutes_Clostridia_Clostridiales_Clostridiaceae 

 CAMPEP_0198293608_Attheya

UBI  Desulfotomaculum_putei_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Desulfotomaculum_putei WP_073237712  Bacteria_Firmicutes_Clostridia_Clostridiales_Peptococcaceae 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Blastocystis_sp_NandII_50S_ribosomal_protein_L17_1032152593

UBI  Streptomyces_humi_class_I_SAMdependent_methyltransferase_Streptomyces_humi WP_046726482  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

UBI  Nocardia_pneumoniae_hypothetical_protein_Nocardia_pneumoniae WP_083889864  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Euglena_gracilis_EST

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Gammaproteobacteria_bacterium_HGWGammaproteobacteria8  PKL95920  hypothetical_protein_CVV18_03625_Gammaproteobacteria_bacterium_HGWGammaproteobacteria8_     _Bacteria 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

UBI  Streptomyces_mirabilis_methyltransferase_Streptomyces_mirabilis WP_037735450  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae_Streptomycetaceae 

UBI  Gloeobacter_kilaueensis_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Gloeobacter_kilaueensis WP_023175284  Bacteria_Cyanobacteria_Gloeobacteria 

UBI  Mycobacterium_longobardum_SAMdependent_methyltransferase_Mycobacterium_longobardum WP_085263477  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Mycobacteriaceae 

UBI  Geminicoccus_roseus_hypothetical_protein_Geminicoccus_roseus WP_035484586  Bacteria_Proteobacteria_Alphaproteobacteria_unclassified_Alphaproteobacteria 

UBI  Nitrosomonas_europaea_ubiquinone_menaquinone_biosynthesis_Cmethyltransferase_UbiE_Nitrosomonas_europaea WP_011111737  Bacteria_Proteobacteria_Betaproteobacteria_Nitrosomonadales_Nitrosomonadaceae 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15  PIW29281  hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_     _Bacteria_Proteobacteria 

UBI  Methylobacterium_phyllosphaerae_class_I_SAMdependent_methyltransferase_Methylobacterium_phyllosphaerae WP_075379787  Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylobacteriaceae 

UBI  Hydrocarboniphaga_daqingensis_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Hydrocarboniphaga_daqingensis WP_072894501  Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales_Sinobactera

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Gammaproteobacteria_bacterium_HGWGammaproteobacteria2  PKM14796  class_I_SAMdependent_methyltransferase_Gammaproteobacteria_bacterium_HGWGammaproteobacteria2_     _Bacteria 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

UBI  Calothrix_sp_PCC_7103_methyltransferase_Calothrix_sp_PCC_7103 WP_019497139  Bacteria_Cyanobacteria_Nostocales 

UBI  Streptomyces_sp_TLI_235_methyltransferase_domaincontaining_protein_Streptomyces_sp_TLI_235 WP_095876196  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

UBI  Lechevalieria_aerocolonigenes_SAMdependent_methyltransferase_Lechevalieria_aerocolonigenes WP_030466345  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae_Pseudonocardiaceae 

UBI  Mameliella_alba_hypothetical_protein_Mameliella_alba WP_082024752  _

UBI  Ktedonobacter_racemifer_methyltransferase_domaincontaining_protein_Ktedonobacter_racemifer WP_007914829  Bacteria_Chloroflexi_Ktedonobacteria_Ktedonobacterales_Ktedonobacteraceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

UBI  Synechococcus_sp_JA33Ab_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Synechococcus_sp_JA33Ab WP_011431047  Bacteria_Cyanobacteria_Chroococcales 

 ACC_DMV

UBI  Mameliella_phaeodactyli_methyltransferase_domaincontaining_protein_Mameliella_phaeodactyli WP_088714991  _

UBI  Chthonomonas_calidirosea_class_I_SAMdependent_methyltransferase_Chthonomonas_calidirosea WP_082629320  Bacteria_Armatimonadetes_Chthonomonadetes_Chthonomonadales_Chthonomonadaceae 

UBI  Kitasatospora_mediocidica_SAMdependent_methyltransferase_Kitasatospora_mediocidica WP_035795737  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae_Streptomycetaceae 

UBI  Phaeospirillum_fulvum_class_I_SAMdependent_methyltransferase_Phaeospirillum_fulvum WP_083386734  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

UBI  Phormidesmis_priestleyi_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Phormidesmis_priestleyi WP_068814339  Bacteria_Cyanobacteria 

 Gammaproteobacteria_bacterium  PCI57494  hypothetical_protein_COB45_03575_Gammaproteobacteria_bacterium_     _Bacteria 

UBI  Chthoniobacter_flavus_methyltransferase_type_11_Chthoniobacter_flavus WP_006983164  Bacteria_Chlamydiae_Verrucomicrobia_group_Verrucomicrobia_Spartobacteria 

UBI  Microbispora_rosea_hypothetical_protein_Microbispora_rosea WP_083744261  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae_Streptosporangiaceae 

 163101368_Monosiga_ovata

UBI  Rhizobium_leguminosarum_class_I_SAMdependent_methyltransferase_Rhizobium_leguminosarum WP_012757936  Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhizobiaceae_Rhizobium_Agrobacterium_group 

UBI  Mesorhizobium_sp_SOD10_hypothetical_protein_Mesorhizobium_sp_SOD10 WP_052458665  Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

UBI  Oblitimonas_alkaliphila_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Oblitimonas_alkaliphila WP_053100275  _

UBI  Paenibacillus_alvei_transcriptional_regulator_Paenibacillus_alvei WP_021258612  Bacteria_Firmicutes_Bacilli_Bacillales_Paenibacillaceae 

UBI  Perlucidibaca_piscinae_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Perlucidibaca_piscinae WP_022954922  Bacteria_Proteobacteria_Gammaproteobacteria_Pseudomonadales_Moraxellaceae 

UBI  Ktedonobacter_racemifer_class_I_SAMdependent_methyltransferase_Ktedonobacter_racemifer WP_007920486  Bacteria_Chloroflexi_Ktedonobacteria_Ktedonobacterales_Ktedonobacteraceae 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Thauera_sp_K11  WP_096449698  methyltransferase_domain_containing_protein_Thauera_sp_K11_     _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

UBI  Actinobacteria_MULTISPECIES_hypothetical_protein_Actinobacteria WP_019050156  _

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Zetaproteobacteria_bacterium_CG_4_9_14_3_um_filter_53_7  PJA32142  hypothetical_protein_CO187_05550_partial_Zetaproteobacteria_bacterium_CG_4_9_14_3_um_filter_53_7_     _Bacteria 

UBI  Desulfatiglans_anilini_class_I_SAMdependent_methyltransferase_Desulfatiglans_anilini WP_084517233  _

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

UBI  Verrucomicrobium_sp_3C_hypothetical_protein_Verrucomicrobium_sp_3C WP_018292175  Bacteria_Chlamydiae_Verrucomicrobia_group_Verrucomicrobia_Verrucomicrobiae_Verrucomicrobiales 

 Proteobacteria_bacterium_CAG495  CCZ31329  putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_      

UBI  Microbispora_sp_ATCC_PTA5024_hypothetical_protein_Microbispora_sp_ATCC_PTA5024 WP_084370191  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae 

UBI  Fimbriimonas_ginsengisoli_class_I_SAMdependent_methyltransferase_Fimbriimonas_ginsengisoli WP_025228870  Bacteria_Armatimonadetes 

UBI  Nocardiopsis_sinuspersici_class_I_SAMdependent_methyltransferase_Nocardiopsis_sinuspersici WP_077692445  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae 

UBI  Ruegeria_marina_class_I_SAMdependent_methyltransferase_Ruegeria_marina WP_093037142  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Euglena_mutalis_assembled

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

UBI  Roseivivax_jejudonensis_ubiquinone_biosynthesis_protein_UbiE_Roseivivax_jejudonensis WP_085791936  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

UBI  Scytonema_tolypothrichoides_methyltransferase_type_11_Scytonema_tolypothrichoides WP_048872192  Bacteria_Cyanobacteria_Nostocales 

UBI  Candidatus_Phaeomarinobacter_ectocarpi_hypothetical_protein_Candidatus_Phaeomarinobacter_ectocarpi WP_043949620  _

UBI  Microvirgula_aerodenitrificans_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Microvirgula_aerodenitrificans WP_028497586  Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae

 Betaproteobacteria_bacterium_RBG_16_64_18  OFZ85935  hypothetical_protein_A2V78_02115_Betaproteobacteria_bacterium_RBG_16_64_18_     _Bacteria 

UBI  Oscillatoriales_cyanobacterium_MTP1_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Oscillatoriales_cyanobacterium_MTP1 WP_082695381  Bacteria 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_RBG_16_56_9  OGS97732  hypothetical_protein_A3K04_01545_Gallionellales_bacterium_RBG_16_56_9_     _Bacteria_Proteobacteria 

UBI  Nocardia_aobensis_hypothetical_protein_Nocardia_aobensis WP_083871506  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Steroidobacter_denitrificans_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Steroidobacter_denitrificans WP_066923558  Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales_Sinobacterace

UBI  Methylibium_sp_CF059_dimethylmenaquinone_methyltransferase_Methylibium_sp_CF059 WP_047489492  Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Xanthomonadales_bacterium_CG_4_9_14_3_um_filter_62_6  PJA41264  hypothetical_protein_CO182_06980_partial_Xanthomonadales_bacterium_CG_4_9_14_3_um_filter_62_6_     _Bacteria_Proteobacteria 

 Rhodoferax_antarcticus  WP_075586157  methyltransferase_domain_containing_protein_Rhodoferax_antarcticus_     _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

UBI  Nocardia_vaccinii_hypothetical_protein_Nocardia_vaccinii WP_067900671  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Sphingomonas_sanxanigenens_class_I_SAMdependent_methyltransferase_Sphingomonas_sanxanigenens WP_084717796  Bacteria_Proteobacteria_Alphaproteobacteria_Sphingomonadales_Sphingomonadaceae 

UBI  gamma_proteobacterium_HTCC5015_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_gamma_proteobacterium_HTCC5015 WP_008285266  _

UBI  Lactobacillus_reuteri_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Lactobacillus_reuteri WP_078010114  Bacteria_Firmicutes_Bacilli_Lactobacillales_Lactobacillaceae 

UBI  Desulfovibrionaceae_MULTISPECIES_hypothetical_protein_Desulfovibrionaceae WP_020002244  Bacteria_Proteobacteria_delta_epsilon_subdivisions_Deltaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

UBI  Solirubrobacter_sp_URHD0082_class_I_SAMdependent_methyltransferase_Solirubrobacter_sp_URHD0082 WP_051324767  Bacteria_Actinobacteria_Actinobacteria_Rubrobacteridae_Solirubrobacterales 

 Gallionellales_bacterium_GWA2_55_18  OGS75439  hypothetical_protein_A2Z94_02420_Gallionellales_bacterium_GWA2_55_18_     _Bacteria_Proteobacteria 

 Rhodoferax_sp_RIFCSPLOWO2_12_FULL_60_11  OHC79114  hypothetical_protein_A3H24_07480_Rhodoferax_sp_RIFCSPLOWO2_12_FULL_60_11_     _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

UBI  Saccharomonospora_sp_CUA673_methyltransferase_domaincontaining_protein_Saccharomonospora_sp_CUA673 WP_075849929  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Tenderia_electrophaga  ALP53758  hypothetical_protein_Tel_11785_Candidatus_Tenderia_electrophaga_      

UBI  Gordonia_desulfuricans_hypothetical_protein_Gordonia_desulfuricans WP_059037514  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Gordoniaceae 

 CAMNT_0049647487_Blepharisma_japonicum

UBI  Rhodanobacter_sp_OK091_class_I_SAMdependent_methyltransferase_Rhodanobacter_sp_OK091 WP_072761677  Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

UBI  Actinokineospora_enzanensis_hypothetical_protein_Actinokineospora_enzanensis WP_018680345  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae_Pseudonocardiaceae 

UBI  Chroococcidiopsis_thermalis_class_I_SAMdependent_methyltransferase_Chroococcidiopsis_thermalis WP_015162957  Bacteria_Cyanobacteria_Pleurocapsales 

 bacterium_A52C2_WP_092497245   

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

UBI  Marinobacter_nitratireducens_methyltransferase_domaincontaining_protein_Marinobacter_nitratireducens WP_036127861  Bacteria_Proteobacteria_Gammaproteobacteria_Alteromonadales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13  PKO80056  methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_     _Bacteria 

UBI  Variovorax_sp_WDL1_dimethylmenaquinone_methyltransferase_Variovorax_sp_WDL1 WP_068678626  Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

UBI  Ignatzschineria_larvae_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Ignatzschineria_larvae WP_026878437  Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales_Xanthomonadaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Azospirillum_sp_51_20  OLA82584  hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_     _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

UBI  Actinomadura_kijaniata_class_I_SAMdependent_methyltransferase_Actinomadura_kijaniata WP_083999482  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae_Thermomonosporaceae 

UBI  Sphingopyxis_sp_LC81_class_I_SAMdependent_methyltransferase_Sphingopyxis_sp_LC81 WP_037517177  Bacteria_Proteobacteria_Alphaproteobacteria_Sphingomonadales 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Proteromonas

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 bacterium_BMS3Bbin10  GBE44355  hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_      

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Rhodocyclaceae_bacterium  WP_102041839  methyltransferase_Rhodocyclaceae_bacterium_     _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

UBI  Rhodococcus_sp_WMMA185_methyltransferase_Rhodococcus_sp_WMMA185 WP_070379939  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Acetobacter_sp_CAG267  CDA18323  putative_uncharacterized_protein_Acetobacter_sp_CAG_267_     _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

UBI  Crenobacter_luteus_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Crenobacter_luteus WP_066613438  _

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Parcubacteria_group_bacterium_CG10_big_fil_rev_8_21_14_0_10_38_31  PIR57761  hypothetical_protein_COU71_02305_Parcubacteria_group_bacterium_CG10_big_fil_rev_8_21_14_0_10_38_31_      

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Comamonadaceae_bacterium_CG_4_10_14_0_8_um_filter_57_29  PIZ22635  hypothetical_protein_COY49_07530_Comamonadaceae_bacterium_CG_4_10_14_0_8_um_filter_57_29_     _Bacteria_Proteobacteria_Betaproteobacteria 

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

UBI  Patulibacter_medicamentivorans_hypothetical_protein_Patulibacter_medicamentivorans WP_086000369  Bacteria_Actinobacteria_Actinobacteria_Rubrobacteridae_Solirubrobacterales 

UBI  Haloplasma_contractile_class_I_SAMdependent_methyltransferase_Haloplasma_contractile WP_084415627  Bacteria_unclassified_Bacteria_Haloplasmatales_Haloplasmataceae 

UBI  Calderihabitans_maritimus_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Calderihabitans_maritimus WP_088553350  _

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

UBI  Thiobacillus_denitrificans_demethylmenaquinone_methyltransferase_Thiobacillus_denitrificans WP_011313270  Bacteria_Proteobacteria_Betaproteobacteria_Hydrogenophilales_Hydrogenophilaceae 

 Mariprofundus_aestuarium  WP_100278553  class_I_SAM_dependent_methyltransferase_Mariprofundus_aestuarium_     _Bacteria_Proteobacteria_Zetaproteobacteria_Mariprofundales 

 Mariprofundus_micogutta  WP_083530462  class_I_SAMdependent_methyltransferase_Mariprofundus_micogutta_     _Bacteria_Proteobacteria_Zetaproteobacteria_Mariprofundales 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Reticulomyxa_filosa_methyltransferase_569420904

UBI  Nocardia_cyriacigeorgica_hypothetical_protein_Nocardia_cyriacigeorgica WP_014349994  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

 Xanthomonadales_bacterium_CG_4_10_14_3_um_filter_64_11  PIX60734  hypothetical_protein_COZ47_05635_Xanthomonadales_bacterium_CG_4_10_14_3_um_filter_64_11_     _Bacteria_Proteobacteria 

 Gammaproteobacteria_bacterium  PCH95081  hypothetical_protein_COB83_09665_Gammaproteobacteria_bacterium_     _Bacteria 

UBI  Amycolatopsis_taiwanensis_hypothetical_protein_Amycolatopsis_taiwanensis WP_052371868  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae_Pseudonocardiaceae 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Rhodoferax_fermentans  WP_078365509  methyltransferase_domain_containing_protein_Rhodoferax_fermentans_     _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

UBI  Nocardia_mexicana_hypothetical_protein_Nocardia_mexicana WP_068030795  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Mycobacterium_sp_TBL_1200985_hypothetical_protein_Mycobacterium_sp_TBL_1200985 WP_085326865  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Mycobacteriaceae 

UBI  Nocardia_salmonicida_methyltransferase_Nocardia_salmonicida WP_062982266  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

UBI  Carboxydothermus_pertinax_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Carboxydothermus_pertinax WP_075859858  Bacteria_Firmicutes_Clostridia_Thermoanaerobacterales_Thermoanaerobacteraceae 

UBI  unclassified_Betaproteobacteria_miscellaneous_MULTISPECIES_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_unclassified_Betaproteobacteria_miscellaneous WP_054140540  _

UBI  Nocardia_rhamnosiphila_class_I_SAMdependent_methyltransferase_Nocardia_rhamnosiphila WP_051714939  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Sinorhizobium_fredii_methyltransferase_domaincontaining_protein_Sinorhizobium_fredii WP_080604417  Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhizobiaceae_Sinorhizobium_Ensifer_group_Sinorhizobium 

UBI  Limnochorda_pilosa_hypothetical_protein_Limnochorda_pilosa WP_082725766  _

 Mariprofundus_ferrinatatus  WP_100266340  class_I_SAM_dependent_methyltransferase_Mariprofundus_ferrinatatus_     _Bacteria_Proteobacteria_Zetaproteobacteria_Mariprofundales 

UBI  Alicyclobacillus_herbarius_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Alicyclobacillus_herbarius WP_026961989  Bacteria_Firmicutes_Bacilli_Bacillales_Alicyclobacillaceae 

UBI  Cyanothece_sp_PCC_7424_class_I_SAMdependent_methyltransferase_Cyanothece_sp_PCC_7424 WP_015957255  Bacteria_Cyanobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_64_23  OGA31640  hypothetical_protein_A3F75_01455_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_64_23_     _Bacteria 

UBI  Streptomyces_sp_CT34_hypothetical_protein_Streptomyces_sp_CT34 WP_043267615  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

UBI  Scytonema_tolypothrichoides_hypothetical_protein_Scytonema_tolypothrichoides WP_048867054  Bacteria_Cyanobacteria_Nostocales 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 CAMPEP_0202694266_Elphidium

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

UBI  Pelobacter_seleniigenes_hypothetical_protein_Pelobacter_seleniigenes WP_084167615  Bacteria_Proteobacteria_delta_epsilon_subdivisions_Deltaproteobacteria_Desulfuromonadales_Pelobacteraceae 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

UBI  Nonomuraea_MULTISPECIES_class_I_SAMdependent_methyltransferase_Nonomuraea WP_055503382  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae 

UBI  Streptosporangium_subroseum_hypothetical_protein_Streptosporangium_subroseum WP_089213848  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae_Streptosporangiaceae 

UBI  Paracoccus_pantotrophus_class_I_SAMdependent_methyltransferase_Paracoccus_pantotrophus WP_072460711  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

UBI  Malonomonas_rubra_hypothetical_protein_Malonomonas_rubra WP_072904988  Bacteria_Proteobacteria_delta_epsilon_subdivisions_Deltaproteobacteria_Desulfuromonadales_Pelobacteraceae 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

UBI  Neorhizobium_galegae_class_I_SAMdependent_methyltransferase_Neorhizobium_galegae WP_046605036  _

 Deltaproteobacteria_bacterium_GWA2_55_82  OGP16641  hypothetical_protein_A2Z79_08860_Deltaproteobacteria_bacterium_GWA2_55_82_     _Bacteria_Proteobacteria 

 CAMPEP_0201515656_Neoparamoeba

UBI  Streptomyces_sp_NRRL_F5122_SAMdependent_methyltransferase_Streptomyces_sp_NRRL_F5122 WP_059132722  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Comamonadaceae_bacterium_CG2_30_60_41  OIP22000  hypothetical_protein_AUK52_07050_Comamonadaceae_bacterium_CG2_30_60_41_     _Bacteria_Proteobacteria_Betaproteobacteria 

UBI  Phyllobacterium_MULTISPECIES_class_I_SAMdependent_methyltransferase_Phyllobacterium WP_027232051  Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

UBI  Acetobacteraceae_bacterium_AT5844_ubiquinone_menaquinone_biosynthesis_methyltransferase_Acetobacteraceae_bacterium_AT5844 WP_007436006  Bacteria_Proteobacteria_Alphaproteobacteria 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_59_20  OIP14992  hypothetical_protein_AUK51_15290_Comamonadaceae_bacterium_CG2_30_59_20_     _Bacteria_Proteobacteria_Betaproteobacteria 

 Caenispirillum_bisanense  SOD93726  Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_     _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21  PKO51002  methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_     _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18  PKO60859  hypothetical_protein_CVU24_11180_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_     _Bacteria 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Noviherbaspirillum_autotrophicum  WP_040041780  methyltransferase_domaincontaining_protein_Noviherbaspirillum_autotrophicum_      

UBI  Mycobacterium_sp_E2327_hypothetical_protein_Mycobacterium_sp_E2327 WP_082973503  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Mycobacteriaceae 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 CAMNT_0006981387_Synedropsis

UBI  Desulfatitalea_tepidiphila_phosphoethanolamine_methyltransferase_Desulfatitalea_tepidiphila WP_054034175  _

UBI  Arenimonas_composti_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Arenimonas_composti WP_081683417  Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales_Xanthomonadaceae 

UBI  Acidibacillus_ferrooxidans_class_I_SAMdependent_methyltransferase_Acidibacillus_ferrooxidans WP_067565020  _

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

UBI  Amycolatopsis_balhimycina_methyltransferase_domaincontaining_protein_Amycolatopsis_balhimycina WP_020639215  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae_Pseudonocardiaceae 

 Azospirillum_sp_CAG260  CDB39348  putative_uncharacterized_protein_Azospirillum_sp_CAG_260_     _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

UBI  Alicyclobacillus_acidocaldarius_class_I_SAMdependent_methyltransferase_Alicyclobacillus_acidocaldarius WP_008341073  Bacteria_Firmicutes_Bacilli_Bacillales_Alicyclobacillaceae 

UBI  Roseovarius_sp_TM1035_class_I_SAMdependent_methyltransferase_Roseovarius_sp_TM1035 WP_008282609  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

UBI  Edaphobacillus_lindanitolerans_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Edaphobacillus_lindanitolerans WP_076756407  _

UBI  Carboxydocella_MULTISPECIES_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Carboxydocella WP_078665950  Bacteria_Firmicutes_Clostridia_Clostridiales_Clostridiales_incertae_sedis 

UBI  Pseudomonas_helleri_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Pseudomonas_helleri WP_048366729  Bacteria_Proteobacteria_Gammaproteobacteria_Pseudomonadales 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

UBI  Actinobacteria_bacterium_OK074_methyltransferase_domaincontaining_protein_Actinobacteria_bacterium_OK074 WP_054215147  _

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Gammaproteobacteria_bacterium  PCI58797  hypothetical_protein_COB35_12995_Gammaproteobacteria_bacterium_     _Bacteria 

UBI  Caulobacter_sp_Root655_class_I_SAMdependent_methyltransferase_Caulobacter_sp_Root655 WP_056722589  Bacteria_Proteobacteria_Alphaproteobacteria_Caulobacterales 

 Noviherbaspirillum_denitrificans  WP_088709215  methyltransferase_domain_containing_protein_Noviherbaspirillum_denitrificans_      

 Pararhodospirillum_photometricum_WP_014413544   

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

UBI  Luminiphilus_syltensis_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Luminiphilus_syltensis WP_009019438  _

 Candidatus_Symbiobacter_mobilis  WP_022771999  methyltransferase_domain_containing_protein_Candidatus_Symbiobacter_mobilis_      

UBI  Nocardia_donostiensis_class_I_SAMdependent_methyltransferase_Nocardia_donostiensis WP_077116666  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae 

UBI  Nocardia_gamkensis_hypothetical_protein_Nocardia_gamkensis WP_084498799  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Acinetobacter_boissieri_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Acinetobacter_boissieri WP_092746420  Bacteria_Proteobacteria_Gammaproteobacteria_Pseudomonadales 

UBI  Imhoffiella_purpurea_methyltransferase_type_11_Imhoffiella_purpurea WP_043750201  _

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

UBI  Sphingopyxis_sp_GW24727LB_methyltransferase_domaincontaining_protein_Sphingopyxis_sp_GW24727LB WP_095388941  Bacteria_Proteobacteria_Alphaproteobacteria_Sphingomonadales 

 Burkholderiales_bacterium_RIFOXYC2_FULL_59_8  OGB39117  hypothetical_protein_A2461_07000_Burkholderiales_bacterium_RIFOXYC2_FULL_59_8_     _Bacteria_Proteobacteria 

UBI  Nocardia_jejuensis_hypothetical_protein_Nocardia_jejuensis WP_067691516  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Chloracidobacterium_thermophilum_class_I_SAMdependent_methyltransferase_Chloracidobacterium_thermophilum WP_081464968  Bacteria_Fibrobacteres_Acidobacteria_group_Acidobacteria_unclassified_Acidobacteria 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

UBI  Streptomyces_sp_NRRL_WC3744_methyltransferase_domaincontaining_protein_Streptomyces_sp_NRRL_WC3744 WP_078629809  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

 Zetaproteobacteria_bacterium_CG1_02_49_23  OIO66252  hypothetical_protein_AUJ56_12935_Zetaproteobacteria_bacterium_CG1_02_49_23_     _Bacteria 

 Ghiorsea_bivora  WP_038250754  class_I_SAMdependent_methyltransferase_Ghiorsea_bivora_      

UBI  Streptomyces_uncialis_class_I_SAMdependent_methyltransferase_Streptomyces_uncialis WP_073788145  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae_Streptomycetaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

UBI  Nocardia_soli_hypothetical_protein_Nocardia_soli WP_071931292  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Desulfotomaculum_alcoholivorax_hypothetical_protein_Desulfotomaculum_alcoholivorax WP_034630143  Bacteria_Firmicutes_Clostridia_Clostridiales_Peptococcaceae 

UBI  Bradyrhizobium_stylosanthis_SAMdependent_methyltransferase_Bradyrhizobium_stylosanthis WP_082884860  Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

UBI  Synechococcus_sp_PCC_6312_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Synechococcus_sp_PCC_6312 WP_015124626  Bacteria_Cyanobacteria_Chroococcales 

 Uliginosibacterium_sp_TH139  WP_101942782  hypothetical_protein_Uliginosibacterium_sp_TH139_     _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

UBI  Tersicoccus_phoenicis_class_I_SAMdependent_methyltransferase_Tersicoccus_phoenicis WP_076703387  _

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

UBI  Bradyrhizobium_valentinum_hypothetical_protein_Bradyrhizobium_valentinum WP_057850089  Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

UBI  Nitrosococcus_halophilus_methyltransferase_domaincontaining_protein_Nitrosococcus_halophilus WP_013032780  Bacteria_Proteobacteria_Gammaproteobacteria_Chromatiales_Chromatiaceae 

 Noviherbaspirillum_denitrificans_WP_088709583   

UBI  Thermomonospora_chromogena_class_I_SAMdependent_methyltransferase_Thermomonospora_chromogena WP_093261078  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae_Thermomonosporaceae 

UBI  Streptomyces_sp_NRRL_S1868_methyltransferase_domaincontaining_protein_Streptomyces_sp_NRRL_S1868 WP_051857233  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

UBI  Thermoactinospora_rubra_class_I_SAMdependent_methyltransferase_Thermoactinospora_rubra WP_084965729  _

 Gallionellales_bacterium_3553114  OYY43933  methyltransferase_Gallionellales_bacterium_35_53_114_     _Bacteria_Proteobacteria 

 Gammaproteobacteria_bacterium_HGWGammaproteobacteria4  PKM06744  hypothetical_protein_CVV14_11225_Gammaproteobacteria_bacterium_HGWGammaproteobacteria4_     _Bacteria 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

UBI  Marivita_geojedonensis_methyltransferase_domaincontaining_protein_Marivita_geojedonensis WP_085635303  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 CAMPEP_0113734402_Eutreptiella

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

UBI  Candidatus_Desulforudis_audaxviator_methyltransferase_domaincontaining_protein_Candidatus_Desulforudis_audaxviator WP_012302245  Bacteria_Firmicutes_Clostridia_Clostridiales 

UBI  Bacillus_MULTISPECIES_class_I_SAMdependent_methyltransferase_Bacillus WP_072367508  Bacteria_Firmicutes_Bacilli_Bacillales 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

UBI  Edaphobacter_aggregans_hypothetical_protein_Edaphobacter_aggregans WP_051979268  Bacteria_Fibrobacteres_Acidobacteria_group_Acidobacteria_Acidobacteriia_Acidobacteriales_Acidobacteriaceae 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

UBI  Nonomuraea_maritima_methyltransferase_domaincontaining_protein_Nonomuraea_maritima WP_090764002  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

UBI  Dehalogenimonas_formicexedens_hypothetical_protein_Dehalogenimonas_formicexedens WP_083635398  Bacteria_Chloroflexi 

UBI  Mycobacterium_sp_85200251152_SCH6134967_hypothetical_protein_Mycobacterium_sp_85200251152_SCH6134967 WP_082961742  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Mycobacteriaceae 

UBI  Thiomonas_sp_FBCd_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Thiomonas_sp_FBCd WP_031408637  Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

UBI  Streptomyces_rhizosphaericus_class_I_SAMdependent_methyltransferase_Streptomyces_rhizosphaericus WP_086879446  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae_Streptomycetaceae 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

UBI  Streptomyces_sp_NRRL_S813_methyltransferase_domaincontaining_protein_Streptomyces_sp_NRRL_S813 WP_030172242  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

 CAMPEP_0202500160_Staurosira

UBI  Mycobacterium_MULTISPECIES_SAMdependent_methyltransferase_Mycobacterium WP_069393225  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

UBI  Streptomyces_megasporus_methyltransferase_domaincontaining_protein_Streptomyces_megasporus WP_031507866  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae_Streptomycetaceae 

 T30439_228194_methyltransferase A_

UBI  Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018992668  Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

UBI  Thioalkalivibrio_paradoxus_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Thioalkalivibrio_paradoxus WP_006746483  Bacteria_Proteobacteria_Gammaproteobacteria_Chromatiales_Ectothiorhodospirace

UBI  Ammonifex_degensii_type_11_methyltransferase_Ammonifex_degensii WP_015739581  Bacteria_Firmicutes_Clostridia_Thermoanaerobacterales_Thermoanaerobacteraceae_Moorella_group 

 Candidatus_Azambacteria_bacterium_RBG_16_47_10  OGD24354  hypothetical_protein_A2Z10_01785_Candidatus_Azambacteria_bacterium_RBG_16_47_10_      

UBI  Micromonospora_echinospora_ubiquinone_biosynthesis_protein_UbiE_Micromonospora_echinospora WP_088984759  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Micromonosporineae_Micromonosporaceae 

UBI  Ruegeria_sp_PBVC088_methyltransferase_domaincontaining_protein_Ruegeria_sp_PBVC088 WP_069211502  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Azospirillum_sp_CAG239  CDB54263  uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_     _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

UBI  Nocardia_shimofusensis_hypothetical_protein_Nocardia_shimofusensis WP_084495336  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

UBI  Asaia_astilbis_hypothetical_protein_Asaia_astilbis WP_025824518  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

UBI  Microtetraspora_glauca_methyltransferase_Microtetraspora_glauca WP_061260639  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae_Streptosporangiaceae 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

UBI  Actinomadura_formosensis_methyltransferase_Actinomadura_formosensis WP_067804085  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae_Thermomonosporaceae 

UBI  Shimia_haliotis_class_I_SAMdependent_methyltransferase_Shimia_haliotis WP_093325770  Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

UBI  Endozoicomonas_numazuensis_hypothetical_protein_Endozoicomonas_numazuensis WP_081869893  Bacteria_Proteobacteria_Gammaproteobacteria_Oceanospirillales 

UBI  Sterolibacterium_denitrificans_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Sterolibacterium_denitrificans WP_067169184  Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclace

 Betaproteobacteria_bacterium_SG8_41  KPK20099  hypothetical_protein_AMJ67_03510_Betaproteobacteria_bacterium_SG8_41_     _Bacteria 

 Rhodoferax_ferrireducens  OQW86490  hypothetical_protein_BWK72_17330_Rhodoferax_ferrireducens_     _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

UBI  Geodermatophilus_obscurus_ubiquinone_menaquinone_biosynthesis_methyltransferase_UbiE_Geodermatophilus_obscurus WP_072919968  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Frankineae_Geodermatophilaceae 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

UBI  Archangium_sp_Cb_G35_methyltransferase_domaincontaining_protein_Archangium_sp_Cb_G35 WP_073561553  Bacteria_Proteobacteria_delta_epsilon_subdivisions_Deltaproteobacteria_Myxococcales_Cystobacterineae 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

UBI  Nocardia_testacea_methyltransferase_domaincontaining_protein_Nocardia_testacea WP_083872390  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

UBI  Pseudooceanicola_nanhaiensis_class_I_SAMdependent_methyltransferase_Pseudooceanicola_nanhaiensis WP_028285403  _

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

UBI  Aeromicrobium_choanae_methyltransferase_domaincontaining_protein_Aeromicrobium_choanae WP_078700974  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Propionibacterineae 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

UBI  Nonomuraea_maritima_class_I_SAMdependent_methyltransferase_Nonomuraea_maritima WP_090773032  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptosporangineae 

UBI  Corallococcus_coralloides_SAMdependent_methyltransferase_Corallococcus_coralloides WP_043323798  Bacteria_Proteobacteria_delta_epsilon_subdivisions_Deltaproteobacteria_Myxococcales_Cystobacterineae_Myxococcaceae 

UBI  Pseudogulbenkiania_ferrooxidans_methyltransferase_domaincontaining_protein_Pseudogulbenkiania_ferrooxidans WP_008952836  Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
 Acetobacter_sp_CAG977  CCZ22922  putative_uncharacterized_protein_Acetobacter_sp_CAG_977_     _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 T30171_181791_hypothetical_protein A_

UBI  Blautia_hydrogenotrophica_hypothetical_protein_Blautia_hydrogenotrophica WP_082415657  Bacteria_Firmicutes_Clostridia_Clostridiales_Lachnospiraceae 

UBI  Atopococcus_tabaci_class_I_SAMdependent_methyltransferase_Atopococcus_tabaci WP_084172185  Bacteria_Firmicutes_Bacilli_Lactobacillales_Carnobacteriaceae 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

UBI  Corynebacteriales_MULTISPECIES_methyltransferase_domaincontaining_protein_Corynebacteriales WP_082941140  _

UBI  Actinospica_robiniae_methyltransferase_Actinospica_robiniae WP_051450626  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Catenulisporineae_Actinospicaceae 

UBI  Staphylococcus_hyicus_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Staphylococcus_hyicus WP_039645698  Bacteria_Firmicutes_Bacilli_Bacillales_Staphylococcaceae 

UBI  Ktedonobacter_racemifer_methyltransferase_type_11_Ktedonobacter_racemifer WP_007916975  Bacteria_Chloroflexi_Ktedonobacteria_Ktedonobacterales_Ktedonobacteraceae 

UBI  Nocardia_thailandica_hypothetical_protein_Nocardia_thailandica WP_052313735  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Nocardiaceae 

 Gallionellales_bacterium_RIFCSPLOWO2_02_60_31  OGT05110  hypothetical_protein_A2Y51_03785_Gallionellales_bacterium_RIFCSPLOWO2_02_60_31_     _Bacteria_Proteobacteria 

UBI  Streptomyces_jeddahensis_hypothetical_protein_Streptomyces_jeddahensis WP_078067186  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Xanthomonadales_bacterium_CG02_land_8_20_14_3_00_62_12  PIV32403  class_I_SAMdependent_methyltransferase_Xanthomonadales_bacterium_CG02_land_8_20_14_3_00_62_12_     _Bacteria_Proteobacteria 

UBI  Amycolatopsis_methanolica_methyltransferase_domaincontaining_protein_Amycolatopsis_methanolica WP_017983309  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Pseudonocardineae_Pseudonocardiaceae 

UBI  Nocardia_grenadensis_class_I_SAMdependent_methyltransferase_Nocardia_grenadensis WP_063036797  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

UBI  Geothermobacter_sp_EPRM_hypothetical_protein_Geothermobacter_sp_EPRM WP_085010452  Bacteria_Proteobacteria_delta_epsilon_subdivisions_Deltaproteobacteria_Desulfuromonadales 

 Zetaproteobacteria_bacterium_CG23_combo_of_CG0609_8_20_14_all_59_86  PIO89946  hypothetical_protein_COX56_05420_Zetaproteobacteria_bacterium_CG23_combo_of_CG06_09_8_20_14_all_59_86_     _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18  PKO61098  methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_     _Bacteria 
 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMNT_0049646845_Blepharisma_japonicum

UBI  Phycisphaera_mikurensis_ubiquinone_menaquinone_biosynthesis_methyltransferase_UbiE_Phycisphaera_mikurensis WP_014435634  Bacteria_Planctomycetes_Phycisphaerae_Phycisphaerales_Phycisphaeraceae 

UBI  Streptomyces_sp_NRRL_S237_class_I_SAMdependent_methyltransferase_Streptomyces_sp_NRRL_S237 WP_030727828  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Streptomycineae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

UBI  Desulfosporosinus_orientis_bifunctional_demethylmenaquinone_methyltransferase_2methoxy6polyprenyl1_4benzoquinol_methylase_UbiE_Desulfosporosinus_orientis WP_014185734  Bacteria_Firmicutes_Clostridia_Clostridiales_Peptococcaceae 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19  OGA13097  hypothetical_protein_A3H32_19015_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_     _Bacteria 

UBI  Mycobacterium_triplex_SAMdependent_methyltransferase_Mycobacterium_triplex WP_036465838  Bacteria_Actinobacteria_Actinobacteria_Actinobacteridae_Actinomycetales_Corynebacterineae_Mycobacteriaceae 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

UBI  Thiobacillus_denitrificans_methyltransferase_domaincontaining_protein_Thiobacillus_denitrificans WP_059757683  Bacteria_Proteobacteria_Betaproteobacteria_Hydrogenophilales_Hydrogenophilaceae 

UBI  Marinobacter_sp_HL58_methyltransferase_type_11_Marinobacter_sp_HL58 WP_027831331  Bacteria_Proteobacteria_Gammaproteobacteria_Alteromonadales 
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Tree 1 - RQUA + UBIE + UBIE-related clades
406 sequences, 114 sites



0.6

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Euglena_gracilis_EST

 Proteromonas

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 CAMPEP_0113734402_Eutreptiella

 CAMPEP_0197027732_Ammonia

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0202430720_Fabrea

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 CAMPEP_0174352920_Eutreptiella

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 CAMPEP_0201515656_Neoparamoeba

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Euglena_mutalis_assembled

 Noviherbaspirillum_denitrificans_WP_088709583   

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 797308648_Copromyxa_protea

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 CAMNT_0049647487_Blepharisma_japonicum

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0201483178_Paramoeba

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 
 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 163101368_Monosiga_ovata

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 T30171_181791_hypothetical_protein A_

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501
 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

Brevimastigamonas motovehiculus

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 CAMPEP_0202694266_Elphidium

 CAMPEP_0202500160_Staurosira

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Pararhodospirillum_photometricum_WP_014413544   

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 
 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Reticulomyxa_filosa_methyltransferase_569420904

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 CAMPEP_0198293608_Attheya

 CAMNT_0049646845_Blepharisma_japonicum

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30439_228194_methyltransferase A_

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 CAMNT_0006981387_Synedropsis

 bacterium_A52C2_WP_092497245   

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    
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Tree 2 - RQUA Full dataset



Tree 3 - RQUA Full dataset
Topology Test - Eukaryotic monophyly

0.7

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Proteromonas

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 T30171_181791_hypothetical_protein A_

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 bacterium_A52C2_WP_092497245   

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Euglena_mutalis_assembled

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 CAMPEP_0201515656_Neoparamoeba

 797308648_Copromyxa_protea

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMNT_0049647487_Blepharisma_japonicum

 163101368_Monosiga_ovata
 Reticulomyxa_filosa_methyltransferase_569420904

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 CAMPEP_0202430720_Fabrea

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0197027732_Ammonia

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMNT_0049646845_Blepharisma_japonicum

 T30439_228194_methyltransferase A_

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Euglena_gracilis_EST

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Pararhodospirillum_photometricum_WP_014413544   

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0198293608_Attheya

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 CAMPEP_0113734402_Eutreptiella

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 CAMPEP_0202694266_Elphidium

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

Brevimastigamonas motovehiculus

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 CAMPEP_0174352920_Eutreptiella

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 CAMPEP_0202500160_Staurosira

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0201483178_Paramoeba

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Noviherbaspirillum_denitrificans_WP_088709583   

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 CAMNT_0006981387_Synedropsis

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 
 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   



Tree 4 - RQUA Full dataset
Topology Test - Group A1 eukaryotes
Blastocystis, Proteromonas, Neoparamoebids, Euglenids, Pygsuia

0.6

 CAMNT_0049646845_Blepharisma_japonicum
 CAMPEP_0202430720_Fabrea

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 
 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Noviherbaspirillum_denitrificans_WP_088709583   

 CAMPEP_0198293608_Attheya

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30439_228194_methyltransferase A_

 CAMPEP_0201483178_Paramoeba

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 CAMNT_0049647487_Blepharisma_japonicum

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Reticulomyxa_filosa_methyltransferase_569420904

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 bacterium_A52C2_WP_092497245   

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 CAMPEP_0202500160_Staurosira

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 
 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 163101368_Monosiga_ovata

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 CAMNT_0006981387_Synedropsis

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

Brevimastigamonas motovehiculus

 CAMPEP_0202694266_Elphidium

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Euglena_mutalis_assembled

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   
 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Euglena_gracilis_EST

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pararhodospirillum_photometricum_WP_014413544   

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Proteromonas

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 797308648_Copromyxa_protea

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0113734402_Eutreptiella

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30171_181791_hypothetical_protein A_

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 CAMPEP_0174352920_Eutreptiella

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 CAMPEP_0201515656_Neoparamoeba

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Blastocystis_hominis_uncharacterized_protein_855313530

 CAMPEP_0197027732_Ammonia

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   
 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 
 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 
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 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 
 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 CAMPEP_0201515656_Neoparamoeba

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 797308648_Copromyxa_protea

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Euglena_gracilis_EST

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 CAMNT_0049647487_Blepharisma_japonicum

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Pararhodospirillum_photometricum_WP_014413544   

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Blastocystis_hominis_uncharacterized_protein_855313530
 T30439_228194_methyltransferase A_

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Euglena_mutalis_assembled

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 CAMPEP_0113734402_Eutreptiella

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 CAMPEP_0202694266_Elphidium

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Noviherbaspirillum_denitrificans_WP_088709583   

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 
 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 T30171_181791_hypothetical_protein A_

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 
 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0202430720_Fabrea

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 CAMNT_0006981387_Synedropsis

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0198293608_Attheya

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 CAMNT_0049646845_Blepharisma_japonicum

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

Brevimastigamonas motovehiculus

 Reticulomyxa_filosa_methyltransferase_569420904

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 CAMPEP_0201483178_Paramoeba

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Proteromonas

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 bacterium_A52C2_WP_092497245   

 CAMPEP_0197027732_Ammonia

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 163101368_Monosiga_ovata

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0202500160_Staurosira

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 CAMPEP_0174352920_Eutreptiella

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 
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 T30439_228194_methyltransferase A_

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMNT_0049647487_Blepharisma_japonicum

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 
 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 T30171_181791_hypothetical_protein A_

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Reticulomyxa_filosa_methyltransferase_569420904

 Pararhodospirillum_photometricum_WP_014413544   

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 CAMPEP_0201483178_Paramoeba

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0202430720_Fabrea

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Euglena_mutalis_assembled

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Noviherbaspirillum_denitrificans_WP_088709583   

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 CAMPEP_0198293608_Attheya

 bacterium_A52C2_WP_092497245   

 CAMPEP_0174352920_Eutreptiella

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 CAMPEP_0197027732_Ammonia

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

Brevimastigamonas motovehiculus

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Euglena_gracilis_EST

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 CAMNT_0006981387_Synedropsis

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 
 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 CAMPEP_0113734402_Eutreptiella

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Proteromonas

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0201515656_Neoparamoeba

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 CAMPEP_0202500160_Staurosira

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMNT_0049646845_Blepharisma_japonicum

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Blastocystis_hominis_uncharacterized_protein_855313530

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 163101368_Monosiga_ovata

 797308648_Copromyxa_protea

 CAMPEP_0202694266_Elphidium

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   
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 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 163101368_Monosiga_ovata

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Pararhodospirillum_photometricum_WP_014413544   

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Proteromonas

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Euglena_gracilis_EST

 CAMPEP_0201483178_Paramoeba

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 CAMPEP_0202500160_Staurosira

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 CAMPEP_0197027732_Ammonia

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 T30171_181791_hypothetical_protein A_

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 CAMPEP_0202694266_Elphidium

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30439_228194_methyltransferase A_

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMNT_0049647487_Blepharisma_japonicum

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Euglena_mutalis_assembled

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0113734402_Eutreptiella

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

Brevimastigamonas motovehiculus

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Reticulomyxa_filosa_methyltransferase_569420904

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMPEP_0174352920_Eutreptiella

 CAMPEP_0198293608_Attheya

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Noviherbaspirillum_denitrificans_WP_088709583   

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 CAMNT_0049646845_Blepharisma_japonicum

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 797308648_Copromyxa_protea

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 CAMPEP_0202430720_Fabrea

 CAMNT_0006981387_Synedropsis

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 bacterium_A52C2_WP_092497245   

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 CAMPEP_0201515656_Neoparamoeba

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   
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 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Noviherbaspirillum_denitrificans_WP_088709583   

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Euglena_mutalis_assembled

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 CAMPEP_0174352920_Eutreptiella

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMNT_0006981387_Synedropsis

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 CAMNT_0049646845_Blepharisma_japonicum

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_
 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0202694266_Elphidium

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Euglena_gracilis_EST

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 
 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 CAMPEP_0197027732_Ammonia

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 
 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0113734402_Eutreptiella

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 CAMNT_0049647487_Blepharisma_japonicum

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
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 Blastocystis_hominis_uncharacterized_protein_855313530
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 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 CAMPEP_0198293608_Attheya

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 T30171_181791_hypothetical_protein A_

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 163101368_Monosiga_ovata

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 T30439_228194_methyltransferase A_

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 CAMPEP_0202500160_Staurosira

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Pararhodospirillum_photometricum_WP_014413544   

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0201515656_Neoparamoeba

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 
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 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 
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 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 
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 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 
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 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
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 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 
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 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 
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 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 
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 Blastocystis_hominis_uncharacterized_protein_855313530
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 Reticulomyxa_filosa_methyltransferase_569420904
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 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 
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 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 
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 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   
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 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 
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 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0198293608_Attheya
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 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Euglena_gracilis_EST

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 CAMPEP_0201483178_Paramoeba

 CAMNT_0006981387_Synedropsis

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Pararhodospirillum_photometricum_WP_014413544   

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMPEP_0202500160_Staurosira

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Proteromonas

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 
 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 163101368_Monosiga_ovata

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

Brevimastigamonas motovehiculus

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Noviherbaspirillum_denitrificans_WP_088709583   

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 CAMNT_0049647487_Blepharisma_japonicum

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 T30171_181791_hypothetical_protein A_

 CAMPEP_0197027732_Ammonia

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 
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 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 CAMPEP_0202430720_Fabrea

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 797308648_Copromyxa_protea

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

Brevimastigamonas motovehiculus

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 
 Euglena_gracilis_EST

 CAMNT_0006981387_Synedropsis

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0174352920_Eutreptiella
 Blastocystis_hominis_uncharacterized_protein_855313530

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Noviherbaspirillum_denitrificans_WP_088709583   

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 T30439_228194_methyltransferase A_

 CAMPEP_0202694266_Elphidium
 CAMPEP_0197027732_Ammonia

 CAMNT_0049647487_Blepharisma_japonicum

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Euglena_mutalis_assembled

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMPEP_0201483178_Paramoeba

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 163101368_Monosiga_ovata

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 bacterium_A52C2_WP_092497245   

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Proteromonas

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 CAMPEP_0198293608_Attheya

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Reticulomyxa_filosa_methyltransferase_569420904

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0113734402_Eutreptiella

 CAMPEP_0201515656_Neoparamoeba

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 T30171_181791_hypothetical_protein A_

 Pararhodospirillum_photometricum_WP_014413544   

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 CAMNT_0049646845_Blepharisma_japonicum

 CAMPEP_0202500160_Staurosira

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 
 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   
 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
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 T30171_181791_hypothetical_protein A_

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 CAMNT_0006981387_Synedropsis

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 T30439_228194_methyltransferase A_

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Noviherbaspirillum_denitrificans_WP_088709583   

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 bacterium_A52C2_WP_092497245   

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 CAMPEP_0201515656_Neoparamoeba

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Euglena_gracilis_EST

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 CAMPEP_0197027732_Ammonia

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Euglena_mutalis_assembled

 CAMPEP_0202694266_Elphidium

 163101368_Monosiga_ovata

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Pararhodospirillum_photometricum_WP_014413544   

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Proteromonas

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 CAMPEP_0174352920_Eutreptiella

Brevimastigamonas motovehiculus

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 797308648_Copromyxa_protea

 CAMPEP_0202430720_Fabrea

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 CAMPEP_0202500160_Staurosira

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMNT_0049646845_Blepharisma_japonicum

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 CAMPEP_0201483178_Paramoeba

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 CAMPEP_0113734402_Eutreptiella

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMNT_0049647487_Blepharisma_japonicum

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 CAMPEP_0198293608_Attheya

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Reticulomyxa_filosa_methyltransferase_569420904



Tree 12 - RQUA Full dataset
Topology Test - Stramenopiles + Alveolates

0.8

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 bacterium_A52C2_WP_092497245   

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 
 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Reticulomyxa_filosa_methyltransferase_569420904

 CAMPEP_0202430720_Fabrea

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 797308648_Copromyxa_protea

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 CAMPEP_0197027732_Ammonia

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0201515656_Neoparamoeba

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 T30171_181791_hypothetical_protein A_

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 CAMNT_0006981387_Synedropsis

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 CAMNT_0049647487_Blepharisma_japonicum

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 T30439_228194_methyltransferase A_

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Noviherbaspirillum_denitrificans_WP_088709583   

 CAMPEP_0198293608_Attheya

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 
 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Euglena_gracilis_EST

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 CAMPEP_0202500160_Staurosira

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 CAMPEP_0113734402_Eutreptiella

 Proteromonas

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMNT_0049646845_Blepharisma_japonicum

 CAMPEP_0174352920_Eutreptiella

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 163101368_Monosiga_ovata

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Pararhodospirillum_photometricum_WP_014413544   

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 CAMPEP_0202694266_Elphidium

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Euglena_mutalis_assembled

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

Brevimastigamonas motovehiculus

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 CAMPEP_0201483178_Paramoeba

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 
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 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

Brevimastigamonas motovehiculus
 Proteromonas

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 CAMNT_0006981387_Synedropsis

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 
 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Reticulomyxa_filosa_methyltransferase_569420904

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 CAMPEP_0202694266_Elphidium

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 797308648_Copromyxa_protea

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Euglena_mutalis_assembled

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 CAMPEP_0201515656_Neoparamoeba

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Noviherbaspirillum_denitrificans_WP_088709583   

 bacterium_A52C2_WP_092497245   

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 CAMPEP_0201483178_Paramoeba

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 CAMPEP_0174352920_Eutreptiella

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 CAMPEP_0198293608_Attheya

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 
 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0202430720_Fabrea

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 CAMNT_0049646845_Blepharisma_japonicum

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 163101368_Monosiga_ovata

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 T30439_228194_methyltransferase A_

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Euglena_gracilis_EST

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 CAMPEP_0202500160_Staurosira

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pararhodospirillum_photometricum_WP_014413544   

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMNT_0049647487_Blepharisma_japonicum

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0197027732_Ammonia

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 T30171_181791_hypothetical_protein A_

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0113734402_Eutreptiella

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
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 Noviherbaspirillum_denitrificans_WP_088709583   

 Blastocystis_hominis_uncharacterized_protein_855313530

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0113734402_Eutreptiella

 CAMNT_0049647487_Blepharisma_japonicum

 bacterium_A52C2_WP_092497245   

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 CAMPEP_0202500160_Staurosira

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMPEP_0201515656_Neoparamoeba

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Reticulomyxa_filosa_methyltransferase_569420904

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Pararhodospirillum_photometricum_WP_014413544   

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Euglena_mutalis_assembled

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 
 T30171_181791_hypothetical_protein A_

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0201483178_Paramoeba

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 CAMNT_0006981387_Synedropsis
 CAMPEP_0198293608_Attheya

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 CAMPEP_0174352920_Eutreptiella

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 163101368_Monosiga_ovata

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 CAMPEP_0197027732_Ammonia

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   
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 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Blastocystis_hominis_uncharacterized_protein_855313530

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Euglena_gracilis_EST

 797308648_Copromyxa_protea

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Reticulomyxa_filosa_methyltransferase_569420904

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Euglena_mutalis_assembled

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMPEP_0174352920_Eutreptiella

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0202500160_Staurosira

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 
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 CAMNT_0006981387_Synedropsis

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Noviherbaspirillum_denitrificans_WP_088709583   

 CAMPEP_0201483178_Paramoeba

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 163101368_Monosiga_ovata

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Pararhodospirillum_photometricum_WP_014413544   

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 CAMPEP_0198293608_Attheya

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 CAMPEP_0202500160_Staurosira

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 CAMNT_0049646845_Blepharisma_japonicum

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30171_181791_hypothetical_protein A_

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 bacterium_A52C2_WP_092497245   

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   
 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0174352920_Eutreptiella

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 CAMPEP_0202694266_Elphidium

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Euglena_gracilis_EST

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Proteromonas

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 CAMPEP_0201515656_Neoparamoeba

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 CAMPEP_0113734402_Eutreptiella

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 CAMNT_0049647487_Blepharisma_japonicum

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Reticulomyxa_filosa_methyltransferase_569420904

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 797308648_Copromyxa_protea

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0197027732_Ammonia

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 T30439_228194_methyltransferase A_

Brevimastigamonas motovehiculus

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0202430720_Fabrea

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Euglena_mutalis_assembled

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 
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 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Proteromonas

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 797308648_Copromyxa_protea

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 
 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Pararhodospirillum_photometricum_WP_014413544   

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 bacterium_A52C2_WP_092497245   

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 CAMPEP_0202430720_Fabrea

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Reticulomyxa_filosa_methyltransferase_569420904

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 CAMPEP_0201515656_Neoparamoeba

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 CAMNT_0049646845_Blepharisma_japonicum

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 CAMPEP_0202694266_Elphidium

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

Brevimastigamonas motovehiculus

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMNT_0006981387_Synedropsis

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 CAMNT_0049647487_Blepharisma_japonicum

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 CAMPEP_0202500160_Staurosira

 CAMPEP_0201483178_Paramoeba

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Euglena_mutalis_assembled

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0174352920_Eutreptiella

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 T30439_228194_methyltransferase A_

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 163101368_Monosiga_ovata

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Noviherbaspirillum_denitrificans_WP_088709583   

 T30171_181791_hypothetical_protein A_

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   
 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Euglena_gracilis_EST

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 CAMPEP_0197027732_Ammonia

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMPEP_0113734402_Eutreptiella

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0198293608_Attheya
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 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Reticulomyxa_filosa_methyltransferase_569420904

 Pararhodospirillum_photometricum_WP_014413544   

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 CAMPEP_0113734402_Eutreptiella

 T30439_228194_methyltransferase A_

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 797308648_Copromyxa_protea

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 CAMNT_0006981387_Synedropsis

Brevimastigamonas motovehiculus

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0201515656_Neoparamoeba

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 CAMPEP_0198293608_Attheya

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMPEP_0202430720_Fabrea

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 CAMPEP_0201483178_Paramoeba

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 CAMNT_0049647487_Blepharisma_japonicum

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 bacterium_A52C2_WP_092497245   

 CAMPEP_0202500160_Staurosira

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMPEP_0202694266_Elphidium

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 CAMPEP_0174352920_Eutreptiella

 Noviherbaspirillum_denitrificans_WP_088709583   

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 163101368_Monosiga_ovata

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30171_181791_hypothetical_protein A_

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 
 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Proteromonas

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 CAMNT_0049646845_Blepharisma_japonicum

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 
 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Euglena_mutalis_assembled

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Euglena_gracilis_EST

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 CAMPEP_0197027732_Ammonia

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 



Tree 19 - RQUA Full dataset
Topology Test - alphaproteobacteria + eukaryotes

0.9

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 CAMPEP_0202694266_Elphidium

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Pararhodospirillum_photometricum_WP_014413544   

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 T30439_228194_methyltransferase A_

 CAMPEP_0201515656_Neoparamoeba

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

Brevimastigamonas motovehiculus

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 163101368_Monosiga_ovata

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 CAMPEP_0201483178_Paramoeba

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0202430720_Fabrea

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Euglena_mutalis_assembled

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Reticulomyxa_filosa_methyltransferase_569420904

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Noviherbaspirillum_denitrificans_WP_088709583   

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 CAMNT_0006981387_Synedropsis

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 bacterium_A52C2_WP_092497245   

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 CAMPEP_0202500160_Staurosira

 CAMPEP_0113734402_Eutreptiella

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 797308648_Copromyxa_protea

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 CAMNT_0049647487_Blepharisma_japonicum

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 CAMNT_0049646845_Blepharisma_japonicum

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30171_181791_hypothetical_protein A_

 Proteromonas

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Euglena_gracilis_EST

 CAMPEP_0198293608_Attheya

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 CAMPEP_0174352920_Eutreptiella

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 

 CAMPEP_0197027732_Ammonia

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 



Tree 20 - RQUA Full dataset
Topology Test - Group A eukaryotes + Group A alphaproteobacteria

0.6

 Proteromonas

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Rhodoferax_antarcticus_class_I_SAMdependent_methyltransferase_Rhodoferax_antarcticus WP_083633809  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Chromobacterium_vaccinii_class_I_SAMdependent_methyltransferase_Chromobacterium_vaccinii WP_046167388  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ93686_

 T30837_278895_37_OMZ_0d2-1d6_scaffold248713_1_gene278895 strand _start_439_stop_1074_length_636_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 T30439_228194_methyltransferase A_

 Oxalobacter_formigenes_WP_005881605  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

 Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36_hypothetical_protein_A3I66_19390_Burkholderiales_bacterium_RIFCSPLOWO2_02_FULL_57_36 OGB20782  _Bacteria_Proteobacteria 

 Jeongeupia_sp_USM3_WP_070526861  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18_methyltransferase_partial_Candidatus_Zambryskibacteria_bacterium_RIFCSPHIGHO2_01_FULL_49_18 OHA91820   

 CAMNT_0049647487_Blepharisma_japonicum

 Caenispirillum_bisanense SOD93726 Methyltransferase_domaincontaining_protein_Caenispirillum_bisanense_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Candidatus_Accumulibacter_sp_BA94_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA94 EXI86820  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Contendobacter_odensis_Run_B_J11_conserved_hypothetical_protein_Candidatus_Contendobacter_odensis_Run_B_J11 CDH44281   

 CAMPEP_0201515656_Neoparamoeba

 Rhodocyclaceae_bacterium WP_102041839 methyltransferase_Rhodocyclaceae_bacterium_   _Bacteria_Proteobacteria_Betaproteobacteria 

 Wohlfahrtiimonas_larvae_hypothetical_protein_Wohlfahrtiimonas_larvae WP_077926774  _Bacteria_Proteobacteria_Gammaproteobacteria_Xanthomonadales 

 Chromobacterium_sp_LK1_WP_048409440  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Azoarcus_toluclasticus_class_I_SAMdependent_methyltransferase_Azoarcus_toluclasticus WP_018987724  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Dechloromonas_denitrificans_WP_066879660  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPLOWO2_02_FULL_59_19 OGG86284   

 Acetobacter_sp_CAG977 CCZ22922 putative_uncharacterized_protein_Acetobacter_sp_CAG_977_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria13 PKO80056 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria13_   _Bacteria 

 Thauera_sp_27_WP_002939865  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Thauera_sp_63_WP_004259720  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Laribacter_hongkongensis_WP_088861197  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Deefgea_rivuli_class_I_SAMdependent_methyltransferase_Deefgea_rivuli WP_035852118  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Leptothrix_cholodnii_WP_012349375  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales_Burkholderiales_Genera_incertae_sedis 

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMPEP_0197027732_Ammonia

 T30899_25464_68_SUR_0-0d2_scaffold51963_1_gene25464 strand_-_start_28_stop_435_length_408_start_codon_yes_stop_codon_yes_gene_type_complete A_

 T31019_340235_138_MES_0d2-3_C13672077_1_gene340235 strand _start_2_stop_544_length_543_start_codon_no_stop_codon_no_gene_type_incomplete A_

 Hoeflea_sp_BAL378_class_I_SAMdependent_methyltransferase_Hoeflea_sp_BAL378 WP_081963697  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Brachymonas_denitrificans_DSM_15123_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Brachymonas_denitrificans_DSM_15123 SEN35040  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Aquitalea_magnusonii_WP_045848951  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
 Aquitalea_magnusonii_class_I_SAMdependent_methyltransferase_Aquitalea_magnusonii WP_059286952  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG1_02_60_18_methyltransferase_Comamonadaceae_bacterium_CG1_02_60_18 OIN93610  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodoferax_ferrireducens_WP_011465688  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Betaproteobacteria_bacterium_SG8_40_methyltransferase_Betaproteobacteria_bacterium_SG8_40 KPK33109  _Bacteria 

 Thauera_sp_K11 WP_096449698 methyltransferase_domain_containing_protein_Thauera_sp_K11_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0174352920_Eutreptiella

 Magnetofaba_australis_class_I_SAMdependent_methyltransferase_Magnetofaba_australis WP_085442012   

 Azospirillum_sp_51_20 OLA82584 hypothetical_protein_BHW58_01120_Azospirillum_sp_51_20_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Azoarcus_WP_011767247  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Zoogloea_sp_LCSB751_class_I_SAMdependent_methyltransferase_Zoogloea_sp_LCSB751 WP_079437395  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 Rhodovulum_sp_PH10_WP_008382635  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Chitiniphilus_shinanonensis_class_I_SAMdependent_methyltransferase_Chitiniphilus_shinanonensis WP_018748074  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_63_19 OGA13126  _Bacteria 

 Candidatus_Accumulibacter_sp_SK01_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_SK01 KFB66839  _Bacteria_Proteobacteria_Betaproteobacteria 

 Paludibacterium_yongneupense_hypothetical_protein_Paludibacterium_yongneupense WP_028534733  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Comamonadaceae_bacterium_CG2_30_60_41_methyltransferase_Comamonadaceae_bacterium_CG2_30_60_41 OIP20041  _Bacteria_Proteobacteria_Betaproteobacteria 

 Bradyrhizobium_sp_STM_3843_WP_008969144  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Acetobacter_sp_CAG267 CDA18323 putative_uncharacterized_protein_Acetobacter_sp_CAG_267_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Blastocystis_hominis_uncharacterized_protein_855313530

 Euglena_gracilis_EST

 CAMPEP_0198293608_Attheya

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02013  _Bacteria 

 Burkholderiales_bacterium_RIFOXYD12_FULL_59_19_OGB50378  _Bacteria_Proteobacteria 

 Amantichitinum_ursilacus_hypothetical_protein_WG78_18975_Amantichitinum_ursilacus KPC49969   

 Noviherbaspirillum_denitrificans_WP_088709583   

 T30848_344121_39_OMZ_0d2-1d6_C8133595_1_gene344121 strand_-_start_20_stop_808_length_789_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Reticulomyxa_filosa_methyltransferase_569420904

 Chitinilyticum_aquatile_class_I_SAMdependent_methyltransferase_Chitinilyticum_aquatile WP_028451277  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16_hypothetical_protein_A2943_03070_Candidatus_Adlerbacteria_bacterium_RIFCSPLOWO2_01_FULL_51_16 OGC81256   

 Pseudoruegeria_marinistellae_class_I_SAMdependent_methyltransferase_Pseudoruegeria_marinistellae WP_078059222  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Candidatus_Propionivibrio_aalborgensis_conserved_hypothetical_protein_Candidatus_Propionivibrio_aalborgensis SBT10862   
 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 Gallionellales_bacterium_GWA2_60_18_methyltransferase_Gallionellales_bacterium_GWA2_60_18 OGS90730  _Bacteria_Proteobacteria 

Brevimastigamonas motovehiculus

 magnetoovoid_bacterium_MO1_Methyltransferase_type_11_magnetoovoid_bacterium_MO1 CRH06342   

 Candidatus_Accumulibacter_sp_BA91_Demethylmenaquinone_methyltransferase_Candidatus_Accumulibacter_sp_BA91 KFB74202  _Bacteria_Proteobacteria_Betaproteobacteria 

 Xenophilus_sp_AP218F_WP_088739562  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 Uliginosibacterium_gangwonense_class_I_SAMdependent_methyltransferase_Uliginosibacterium_gangwonense WP_018606847  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Novispirillum_itersonii_class_I_SAMdependent_methyltransferase_Novispirillum_itersonii WP_019643592  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Rhodospirillales_bacterium_RIFCSPLOWO2_02_FULL_58_16_OHC76065  _Bacteria_Proteobacteria 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 CAMPEP_0202500160_Staurosira

 Pararhodospirillum_photometricum_WP_014413544   

 Rhodoferax_fermentans_WP_078364963  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Candidatus_Thiodiazotropha_endoloripes_class_I_SAMdependent_methyltransferase_Candidatus_Thiodiazotropha_endoloripes WP_083218417   

 Tropicimonas_isoalkanivorans_WP_093358345  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Gallionellales_bacterium_3553114 OYY43933 methyltransferase_Gallionellales_bacterium_35_53_114_   _Bacteria_Proteobacteria 

 Comamonadaceae_bacterium_CG2_30_57_122_methyltransferase_Comamonadaceae_bacterium_CG2_30_57_122 OIP13158  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_64_12 OGA02012  _Bacteria 

 Propionivibrio_dicarboxylicus_hypothetical_protein_SAMN05660652_01533_Propionivibrio_dicarboxylicus SDH33482  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Rhodospirillum_rubrum_WP_011390975  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Formivibrio_citricus_hypothetical_protein_SAMN05660284_00946_Formivibrio_citricus SFN23237  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 T30171_181791_hypothetical_protein A_

 Comamonadaceae_bacterium_A_288_class_I_SAMdependent_methyltransferase_Comamonadaceae_bacterium_A_288 WP_088284080  _Bacteria_Proteobacteria_Betaproteobacteria 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria18 PKO61098 methyltransferase_Betaproteobacteria_bacterium_HGWBetaproteobacteria18_   _Bacteria 

 CAMNT_0006981387_Synedropsis

 Azospirillum_sp_CAG239 CDB54263 uncharacterized_protein_BN554_00844_Azospirillum_sp_CAG_239_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Terasakiella_pusilla_class_I_SAMdependent_methyltransferase_Terasakiella_pusilla WP_051609693  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Methylocystaceae 

 mine_drainage_metagenome_demethylmenaquinone_methyltransferase mine_drainage_metagenome OIQ70218_

 Pseudoruegeria_sabulilitoris_class_I_SAMdependent_methyltransferase_Pseudoruegeria_sabulilitoris WP_068309507  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Roseospirillum_parvum_Methyltransferase_domaincontaining_protein_Roseospirillum_parvum SDH27902  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Rhodobiaceae 

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b_methyltransferase_Candidatus_Kaiserbacteria_bacterium_RIFCSPHIGHO2_01_FULL_54_36b OGG52018   

 Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15 PIW29281 hypothetical_protein_COW30_05265_Rhodospirillales_bacterium_CG15_BIG_FIL_POST_REV_8_21_14_020_66_15_   _Bacteria_Proteobacteria 

 Microvirgula_aerodenitrificans_class_I_SAMdependent_methyltransferase_Microvirgula_aerodenitrificans WP_051528847  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Caenispirillum_salinarum_WP_009540302  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Janthinobacterium_sp_B98_WP_046352363  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales 

 T30848_10815_39_OMZ_0d2-1d6_scaffold10056_1_gene10815 strand_-_start_1_stop_465_length_465_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Chromobacterium_WP_071111084  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Chromobacterium_amazonense_WP_071109947  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Rhodoferax_ferrireducens_methyltransferase_Rhodoferax_ferrireducens OQW86081  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Comamonadaceae 

 Jannaschia_helgolandensis_Methyltransferase_domaincontaining_protein_Jannaschia_helgolandensis SEL01946  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales_Rhodobacteraceae 

 Betaproteobacteria_bacterium_SG8_41_methyltransferase_Betaproteobacteria_bacterium_SG8_41 KPK20652  _Bacteria 

 Insolitispirillum_peregrinum_WP_084194489  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Tropicimonas_sediminicola_hypothetical_protein_Tropicimonas_sediminicola WP_089234011  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Betaproteobacteria_bacterium_HGWBetaproteobacteria21 PKO51002 methyltransferase_partial_Betaproteobacteria_bacterium_HGWBetaproteobacteria21_   _Bacteria 

 Pygsuia_biforma_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308505

 CAMPEP_0202430720_Fabrea

 Condylostoma_magnum_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308503

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_65_20_OGA07543  _Bacteria 

 CAMPEP_0201483178_Paramoeba

 Thauera_butanivorans_class_I_SAMdependent_methyltransferase_Thauera_butanivorans WP_068636230  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 T30848_74125_39_OMZ_0d2-1d6_scaffold66306_1_gene74125 strand _start_621_stop_1118_length_498_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 CAMPEP_0202694266_Elphidium

 Azoarcus_sp_KH32C_WP_015437734  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 bacterium_A52C2_WP_092497245   

 Proteobacteria_bacterium_CAG495 CCZ31329 putative_uncharacterized_protein_Proteobacteria_bacterium_CAG_495_    

 Aromatoleum_aromaticum_class_I_SAMdependent_methyltransferase_Aromatoleum_aromaticum WP_083782963  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Accumulibacter_sp_BA93_ubiquinone_menaquinone_biosynthesis_methyltransferase_Candidatus_Accumulibacter_sp_BA93 EXI89591  _Bacteria_Proteobacteria_Betaproteobacteria 

 Rhodomicrobium_vannielii_WP_013417803  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Hyphomicrobiaceae 

 Blastocystis_sp_NandII_Rhodoquinone_biosynthesis_protein_RquA_1032150530

 Rhodospirillaceae_bacterium_BRH_c57_methyltransferase_Rhodospirillaceae_bacterium_BRH_c57 KJS40230  _Bacteria_Proteobacteria_Alphaproteobacteria 

 Rhodospira_trueperi_Methyltransferase_domaincontaining_protein_Rhodospira_trueperi SDD93356  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales_Rhodospirillaceae 

 Azospirillum_sp_CAG260 CDB39348 putative_uncharacterized_protein_Azospirillum_sp_CAG_260_   _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Magnetospira_sp_QH2_WP_046022361  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodospirillales 

 Comamonadaceae_bacterium_CG2_30_59_20_methyltransferase_Comamonadaceae_bacterium_CG2_30_59_20 OIP19387  _Bacteria_Proteobacteria_Betaproteobacteria 

 Methylocella_silvestris_WP_012590738  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Beijerinckiaceae 

 Candidatus_Competibacter_denitrificans_WP_082161154  _Bacteria_Proteobacteria_Gammaproteobacteria 

 Aurantimonas_sp_USBA_369_Ubiquinone_menaquinone_biosynthesis_Cmethylase_UbiE_Aurantimonas_sp_USBA_369 SJZ95707  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 T31015_515644_137_DCM_0d2-3_C14047955_1_gene515644 strand_-_start_212_stop_904_length_693_start_codon_no_stop_codon_yes_gene_type_incomplete A_

 Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_12_FULL_62_13b OGA34772  _Bacteria 

 T30848_156132_39_OMZ_0d2-1d6_scaffold133943_1_gene156132 strand _start_954_stop_1751_length_798_start_codon_yes_stop_codon_yes_gene_type_complete A_

 Rhodoblastus_acidophilus_methyltransferase_Rhodoblastus_acidophilus WP_088521682  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales_Bradyrhizobiaceae 

 Burkholderiales_bacterium_JOSHI_001_WP_009548819  _Bacteria_Proteobacteria 

 Mastigamoeba_balamuthi_putative_rhodoquinone_biosynthesis_methyltransferaselike_protein_RQUA_797308501

 Chitinilyticum_litopenaei_class_I_SAMdependent_methyltransferase_Chitinilyticum_litopenaei WP_043648151  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 CAMNT_0049646845_Blepharisma_japonicum

 163101368_Monosiga_ovata

 Uliginosibacterium_sp_TH139 WP_101942782 hypothetical_protein_Uliginosibacterium_sp_TH139_   _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales 

 CAMPEP_0113734402_Eutreptiella

 Betaproteobacteria_bacterium_GR1643_WP_076022161  _Bacteria 

 Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26_methyltransferase_Betaproteobacteria_bacterium_RIFCSPLOWO2_02_FULL_67_26 OGA21977  _Bacteria 

 797308648_Copromyxa_protea

 Hoeflea_olei_WP_066182047  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Defluviimonas_MULTISPECIES_class_I_SAMdependent_methyltransferase_Defluviimonas WP_081824947  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Euglena_mutalis_assembled

 Thauera_linaloolentis_WP_004343679  _Bacteria_Proteobacteria_Betaproteobacteria_Rhodocyclales_Rhodocyclaceae 

 Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12_methyltransferase_Candidatus_Sungbacteria_bacterium_RIFCSPHIGHO2_02_FULL_46_12 OGZ98428   

 Iodobacter_sp_BJB302 WP_099398901 class_I_SAM_dependent_methyltransferase_Iodobacter_sp_BJB302_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 

 Oxalobacter_formigenes_WP_005877878  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_Oxalobacteraceae 

RetrievedyyyCandidatus_Contendobacter_odensis PIE83306 methyltransferase_Candidatus_Contendobacter_odensis_    

 uncultured_alpha_proteobacterium_putative_methyltransferase_uncultured_alpha_proteobacterium SBW11577   

 Stentor_coeruleus_hypothetical_protein_SteCoe_34657_Stentor_coeruleus OMJ68008  _Eukaryota_Alveolata_Ciliophora_Postciliodesmatophora_Heterotrichea_Heterotrichida_Stentoridae 

 uncultured_bacterium_Methyltransferase_type_11_uncultured_bacterium CAX83768   

 T30837_511360_37_OMZ_0d2-1d6_C14411884_1_gene511360 strand _start_281_stop_919_length_639_start_codon_yes_stop_codon_no_gene_type_incomplete A_

 Paucibacter_sp_KCTC_42545_methyltransferase_Paucibacter_sp_KCTC_42545 WP_082679741  _Bacteria_Proteobacteria_Betaproteobacteria_Burkholderiales_unclassified_Burkholderiales 



Tree 21 - RQUA Full dataset
Topology Test - Group B eukaryotes + Group B alphaproteobacteria

0.6

 CAMPEP_0202500160_Staurosira

 bacterium_BMS3Bbin10 GBE44355 hypothetical_protein_BMS3Bbin10_02447_bacterium_BMS3Bbin10_    

 Proteromonas

 CAMPEP_0202694266_Elphidium

 Chitinibacter_sp_ZOR0017_hypothetical_protein_Chitinibacter_sp_ZOR0017 WP_047392021  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales 

 163101368_Monosiga_ovata

 Candidatus_Accumulibacter_phosphatis_WP_015765501  _Bacteria_Proteobacteria_Betaproteobacteria 

 Magnetococcus_marinus_WP_011713845  _Bacteria_Proteobacteria_Alphaproteobacteria_Magnetococcales_Magnetococcaceae 

 Chromobacterium_sp_ATCC_53434 WP_101706739 hypothetical_protein_Chromobacterium_sp_ATCC_53434_   _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae_Chromobacterium_group 

 Candidatus_Thiosymbion_oneisti_methyltransferase_Candidatus_Thiosymbion_oneisti WP_089727270   

 Terasakiella_sp_PR1_WP_069189079  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhizobiales 

 Rhodovulum_sp_PH10_WP_008382636  _Bacteria_Proteobacteria_Alphaproteobacteria_Rhodobacterales 

 Chromobacterium_WP_047237967  _Bacteria_Proteobacteria_Betaproteobacteria_Neisseriales_Neisseriaceae 
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