Rabbit IFRD2
Mouse IFRD2
Human IFRD2
Xenopus IFRD2
Zebrafish IFRD2
Xenopus IFRD1
Zebrafish IFRD1
Mouse IFRD1
Human IFRD1
Rabbit IFRD1
Drosophila IFRD1
Drosophila IFRD2
C.elegans IFRD1
C.elegans IFRD2
Consensus:

Rabbit IFRD2
Mouse IFRD2
Human IFRD2
Xenopus IFRD2
Zebrafish IFRD2
Xenopus IFRD1
Zebrafish IFRDL
Mouse IFRD1
Human IFRD1
Rabbit IFRD1
Drosophila IFRD1
Drosophila IFRD2
C.elegans IFRD1
C.elegans IFRD2
Consensus:

Rabbit IFRD2
Mouse IFRD2
Human IFRD2
Xenopus IFRD2
Zebrafish IFRD2
Xenopus IFRD1
Zebrafish IFRD1L
Mouse IFRD1
Human IFRD1
Rabbit IFRD1
Drosophila IFRD1
Drosophila IFRD2
C.elegans IFRD1
C.elegans_IFRD2
Consensus:

Rabbit IFRD2
Mouse IFRD2
Human IFRD2
Xenopus IFRD2
Zebrafish IFRD2
Xenopus IFRD1
Zebrafish IFRD1
Mouse IFRD1
Human IFRD1
Rabbit IFRD1
Drosophila IFRDI1
Drosophila IFRD2
C.elegans IFRD1
C.elegans IFRD2
Consensus:
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218
218
218
215
213

202
223
225

193
193
196
196
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———————————————————— TPRKGGQRRGGGARSSAQADSGSSEDEA-ASEARSTTSECPSLLSTTAEDSLGGDTV-DEQGPQEDLEEKLKEYVDGLTDKSAKTROQGALES
77777777777777777777 ALRKGGQRRGGGARSSTQADSGSSEDEA-ASEARSTTSDCPSLLSATTEDCLGGEAV-DEQSQQENLEEKLKGYVDCLTDKSAKTRQGALES
-TLRKGGQRRGGGARSSAQADSGSSDDEA-ASEARSTASECPSLLSTTAEDSLGGDVV-DEQGQQEDLEEKLKEYVDCLTDKSAKTRQGALES
-SAKKGSGNR--GSRNGTRGDSEASEDEA-ASEVLSHCSSASETVSVAEEAA--GNEV-DYQAQQEERLDKLKEDIENVMDKSVKTRLAALGN

-RGGNSSSK----GRNGVRGETGVSDDDL-ASDVLSHYSS-ASESASVIEEG-AGEVV-DEQTAQEETEDKLKQCIDNLMDKSAKTRLAALES

77777777777777777777 RAAGGQHK----—-—-----NVQAFSDDDS-SIETMSHCSS-FSDVASFAEDG---TEV-DEFAAQEDFEYKLKGLIDLTMDKSAKTRQAALEG
————————————————————— GKGGQQG—---——--—-NVQPFSDEDA-SIETLSHCSS-LSERTSAAEEA---GET--EEMAEEDFQYKLKVYIDSTVDKSAKTRQGALDG
MPKNKKRNAPHRGGGGG--GGSGAATSAATAGGPHR-—--—-—-——---— TVQPFSDEDA-SIETMSHCSG-YSDPSSFAEDG---PEVLDEEGTQEDLEYKLKGLIDLTLDKSAKTRQAALEG
MPKNKKRNTPHRGSSAGGGGSGAAAATAATAGGQHR-————————— NVQPFSDEDA-SIETMSHCSG-YSDPSSFAEDG---PEVLDEEGTQEDLEYKLKGLIDLTLDKSAKTRQAALEG
MPKNKKRNAPHRGGSGGGGGSGAAARATAATAGGQHR-———-————-—-— NVQPFSDEDA-SIETMSHCSG-YSDPSSFAEDG---PEVLDEEGSQEDLEYKLKGLIDLTLDKSAKTRQAALEG
MPRRNKKS-——---———=————=—————— AAGRGRT--———-=——————~ NDSNSEDE-SFDNVSVYSH-MSEVAS-——--—-——-— SEA-TDELANERFEEKFEKALEQATEKSAQTRVQALQA
MPRRNKKS——---——==—————————-—— AAGRGRT-—-——=-=-——==-——- NDSNSEDE-SFDNVSVYSH-MSEVAS——---——- SEA-TDELANERFEEKFEKALEQATEKSAQTRVQALQA
MGKNRNKN--——=—=——=—————————— KDKDPYI----———--——— GPAKTGRNDSDSDDSESSAYT-YNEDIQ-—-——-———-— SIM-GDVEDMNDVYDQLVDNLDRAQDKNSTTRIDGLHR
MGKNRNKN=-==—====————————————— KDKDPYI--————————— GPAKTGRNDSDSDDSESSAYT-YNEDIQ-——---——- SIM-GDVEDMNDVYDQLVDNLDRAQDKNSTTRIDGLHR
Ms+sS+D.S. ittt it [ = sS...tcp-..t.-s.8ph.p..SP..Peeeru.n. s.h.s-..sbpchb.pL...1-.h.DKstpTRbstLp.
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LRLALASRLLPDFLLERRFTLADALEKCLKKGKGEEQALAAAVLGLLCVQLGPGPKGEELFHSLQPLLLSVLSDSTASPAARLHCASALGLGCYVAAAD-VQDLVSCLACLEGVEFSRSCG
LRLALASRLLPDFLLERSLTLADALEKCLKKGKGEEQALAAAVLGILCVQLGPGPKGEELFRSLOPLLISVLSDSTASPTARLHCASALGLGCYVAATD-VQDLVSCLACLEGVFSWSCG
LRLALASRLLPDFLLERRLTLADALEKCLKKGKGEEQALAAAVLGLLCVQLGPGPKGEELFHSLOPLLVSVLSDSTASPAARLHCASALGLGCYVAAAD-IQDLVSCLACLESVFSREYG
LRLALSSQVLADFLLERRITLTEALERCLKKGKEEEQTVAAIVLSLLSIQLGCGAEGEELFRCVKPILINIVTDSSAGLSARQSCATCLGLCCYIAAED-VEDLISTVCCLEGIFTSCYS
LRMAFSSRVLYEFLLERRYTISDCLERSLKKGGGEEQAAAATVFALLCLOLGGGVEGEEGFKMLRPVLSTILIDSCASLAARQSCARALGMCCYVSASDDAEDLLKSLGHLESVEVGAYP
LKTGLSSKILYDFISERRMTLTDSIERCLKKGKSEEQQVAAALACLLCCQLGSGIESEEVFRTVAPVLKTIVCDRSANTQARQACATYLGLCCFIATDD-VEDLYTTMECMENLFTKQYH
LKTAMATKILYDFISERRMTITDGIERCLKKGKGVEQSAAASLACLLCIQLGSGIESEEVFKSLKPVFKTILNDGTANIQARQACATSLGLCTLVAEDD-IMDVYATMECFESLFTRSYI
LKNALSSKVLYEFVLERRMTLTDSIERCLKKGKSDEQRAAAAVASVLCIQLGPGFESEEILKTLGPILKKIICDGAASIQARQTCATCFGVCCFIATDD-ITELYSTLECFENIFTKSYL
IKNALASKMLYEFILERRMTLTDSIERCLKKGKSDEQRAAAALASVLCIQLGPGIESEEILKTLGPILKKIICDGSASMQARQTCATCFGVCCFIATDD-ITELYSTLECLENIFTKSYL
IKNALASKMLCEFILERRMTLTDSIERCLKKGKSDEQRAAAALASVLCIQLGPGIESEEILKTLGPILKKIICDGTASIQARQTCATCFGVCCFIATDD-ITELYSTLECLESIFTKSY T
ICELLMHRYMPDEVEDRKMTLMDEFVEKS IRRGKGQEQVWGARLAPLLVLOMGG---DEGISKAMNQFLLNTVQDKSVGFDARAKCCTAVGLLSFLGCED-VGELVHLMQSFEAIFAGSYL
ICELLMHRYMPDEVEDRKMTLMDFVEKS IRRGKGQEQVWGARLAPLLVLOMGG—---DEGISKAMNQFLLNTVQDKSVGFDARAKCCTAVGLLSFLGCED-VGELVHLMQSFEAIFAGSYL
VNLALTAKPAPEFINRNKETIMAVCSRMANKPDSEAQFL-ARLVGLVAVQAGE--EISEMIAEPMSOMRTILMDASRCVFLRTACATSLAIVTRIACSE-DEEVTANAKACRFAWAHTKV
VNLALTAKPAPEFINRNKETIMAVCSRMANKPDSEAQFL-ARLVGLVAVQAGE--EISEMIAEPMSQMRTILMDASRCVFLRTACATSLAIVTRIACSE-DEEVTANAKACRFAWAHTKV
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-TGSSTSHV-APASLHGVCCAALQAWALLLTICPSAHISHILD------ RQLPRLPQLLSSESVNLRIAAGETIALLFELARDLEEDEVYEDMEALCSTLRTLATDSNKYRAKADRRROR
TSGSAASL--VPASLHGLLCAALQAWALLLTICPGTHISHILD-----~ RQOLPRLPQLLSSESVNLRIAAGEAIALLFELARDLEEDEVYEDMEALCGSLRTLATDSNKYRAKVDRRROR
LGGSSTSPV-VPASLHGLLSAALQAWALLLTICPSTQISHILD-—---— RQLPRLPQLLSSESVNLRIAAGETIALLFELARDLEEEFVYEDMEALCSVLRTLATDSNKYRAKADRRROR
-NCSSPS----- PALQGLLCCAIQAWALLLTICPATHVHKVLE-——---— SHLPQLSGILSSESVSLRIASGENLALLHELGHDLDDDEFFYEDTESLCVTLKALATDSNKYRAKTDRRKOR
-LGDGSLPS-VKAGTPALHSAALQAWALLCTLCPASHINTILN--—-—--— HHLPRLHACLESSEVNFRIAVGETIALLYELGRDIDQEFEYEDCDALCDSLKSLATDGNKHRAKNDRRKOR
-SEGG-----~- ADNCSALHIQALQSWTLLLTICHNSEVKKKLD----~-~ IHLRKLPRLLACCEVNMRIAAGETLALLFELAREADADEYFEDLEPLTQTLKSLATDCNKHRAKTDRRKOR
—REDGSRPS-VSPPVTQLHTNALLSWALLLTICTGSHIRAIAQ---——— KHLAKLPRLLENDDVNMRIAAGETIALLFELIRDVEPEFDLDEWEPLCEKLNALATDCNKHRAKTDKRKOR

-KEKDTNVT-CSTPNTVLHISSLLAWTLLLTICPINEVKKKLE- —-LHFHKLPSLLSCDDVNMRIAAGESLALLFELARGMESDEFFYEDMDSLTOMLRALATDGNKHRAKVDKRKOR
-KEKDTTVI-CSTPNTVLHISSLLAWTLLLTICPINEVKKKLE- -MHFHKLPSLLSCDDVNMRIAAGESLALLFELARGIESDFFYEDMESLTQMLRALATDGNKHRAKVDKRKQR
-KEKDTNVL-CSTPSTVLHISSLLAWNTLLLTICPISEVKKKLE-—--—-- MHFHKLPSLLSCDDVNMRIAAGESLALLFELARGIESDFFYEDMESLTQMLRALATDGNKHRAKVDKRKOR
-RGDDKTPVSVTAEAGTFHAEALNAWGLLLTLIPSGDFVSLMTTGONMFPSIKKFLGLLQSTHLDVRMAAGETIALILESGRAHEEDFLEDDIAELSEAVKQLATDSHKYRAKRDRKAQR
-RGDDKTPVSVTAEAGTFHAEALNAWGLLLTLIPSGDFVSLMTTGQNMFPSIKKFLGLLQSTHLDVRMAAGETIALILESGRAHEEDFLEDDIAELSEAVKQLATDSHKYRAKRDRKAQR

—-SGSANDIG----- HAKLVGTSLFSWCVMLLDADFQTINDAV-———---— ADQPKIVTLLSSNQLEVRLAAAETLAFLHEFMQDARPGFRFPNKEHVLSLLDQOMVNDS SKKKTKKDKRAQR

-SGSANDIG----- HAKLVGTSLFSWCVMLLDADFQTINDAV-—-——-—-— ADQPKIVTLLSSNQLEVRLAAAETLAFLHEFMQODARPGFRFPNKEHVLSLLDOMVNDS SKKKTKKDKRAQR
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STFRAVLHYVEG-GECEEETVRFGLEVLYVDSWARHRVYTSFKEALGSGLHHHLONNELLRDIFGLGPVLVLD-ATALKACKISRFEKHLYNAAAFKARTKARSRVRDKRADIL--—
SIFRAVLHFVEG-GECEEETVRFGLEVLYIDSWARHRIYTAFKDVLGSGIHYHLONNELLRDIFGLGPVLVLD-AAALKACKISRFEKHLYNAAAFKARTKARSRARDKRADIL-——
STFRAVLHSVEG-GECEEEIVRFGFEVLYMDSWARHRIYAAFKEVLGSGMHHHLONNELLRDIFGLGPVLLLD-ATALKACKVPRFEKHLYNAAAFKARTKARSRVRDKRADIL
SIFRDVLHYIEN-GEFQEENIKFGLEVLYVDSWARRRTYNAFKEILGSGIRHHLOYNEVLREILSLGPPLVLD-AATIKASKISRVEKHMFNSAAFKARTKARNRVRDKRADVE!
SIFREVLHYIEN-EDFTDEKIQFGIEVIYIDGWMRRRIYDAFKEVLESGVRHHLOFNPLLRDIFGLGPPLILD--ASVKASKISRTERHLENSAAFKARTKLRNKVRDKRADVM--—
SVFRDVLRAIEE-GDFQPEMIRFGRERMHIDSWVKRLTYGTFKELFGSGMQFHLLTNVFLRSIFELGPPLLLD-TATIKAMKVSREERHLNNSAAFKARTKARSKLRDKRVDVGEFF
SVFRDVLKAVED-GDFQSETIRFGTERMLIDSWVRKRTYDAFREFVGSGMNYHLQANEFIRDVEFELGPPMLID-SATLKAMKSSRLERHLYNAAAFKARTKARNKCRDKRVDVGEF -
SVFRDVLRAVEE-RDFPTETVKFGPERMY IDSWVKKHTYDTFKEVLGSGMQYHLOTNEFLRNVFELGPPVMLD-AATLKTMKISRFERHLYNSAAFKARTKARSKCRDKRADVGEFL
SVFRDVLRAVEE-RDFPTETIKFGPERMY IDCWVKKHTYDTFKEVLGSGMQYHLOSNEFLRNVFELGPPVMLD-AATLKTMKISRFERHLYNSAAFKARTKARSKCRDKRADVGEFF
SVFRDVLRAVEE-RDFPTETVKFGPERMY IDSWVKKHTYDTFKEILGSGMQYHLOSNEFLRNVFELGPPVMLD-AATLKTMKISRFERHLYNSAAFKARTKARSKCRDKRADVGEFF
ATFRDVLRYLEE-DISPEISIRFGTESLTLDSWSIHHQYSAMCTVMGPGMTSQLOQENEFIRDIFQLGPRPTNTGINGNAKVKPTKLERHLVNAAAFKARSITRGKNRDKRSAVVT-—
ATFRDVLRYLEE-DISPEISIRFGTESLTLDSWSIHHQYSAMCTVMGPGMTSQLQENEFIRDIFQLGPRPTNTGINGNAKVKPTKLERHLVNAAAFKARSITRGKNRDKRSAVVT-—
YAVRDIRAFIADEDDAPEVNVKIGOQTLSLDSCAIKIFYDTTCDLLHGGLAQQLLHNEVLRDVEDLGPIALEP-—-—-— AESANKQSRLAVHEAADKHRNQVRGKQRDKRSTVY-—-—
YAVRDIRAFIADEDDAPEVNVKIGQQTLSLDSCAIKIFYDTTCDLLHGGLAQQLLHNEVLRDVEDLGPIALEP-—-—-—— AESANKQSRLAVHEAADKHRNQVRGKQRDKRSTVY-—--—
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