Axinl

Homo sapiens:

>NP_003493.1 axin-1 isoform a [Homo sapiens
MNIQEQGFPLDLGASFTEDAPRPPVPGEEGELVSTDPRPASYSFCSGKGVGIKGETSTATPRRSDLDLGYEPEGSASPTPPYLKWAESLHSLLDDQDGISLFRTFLKQEGCADLLDFWEFACTGFRKLEPCDSNEEKRLKLARAIYRKY ILDNNGI
VSRQTKPATKSFIKGCIMKQLIDPAMFDQAQTEIQATMEENTYPSFLKSDIYLEYTRTGSESPKVCSDQSSGSGTGKGISGYLPTLNEDEEWKCDQDMDEDDGRDAAPPGRLPQKLLLETAAPRVSSSRRY SEGREFRYGSWREPVNPYYVNAGY
ALAPATSANDSEQQSLSSDADTLSLTDSSVDGIPPYRIRKQHRREMQESVQVNGRVPLPHIPRTYRVPKEVRVEPQKFAEELTIHRLEAVQRTREAEEKLEERLKRVRMEEEGEDGDPSSGPPGPCHKLPPAPAWHHFPPRCVDMGCAGLRDAHEE
NPESILDEHVQRVLRTPGRQSPGPGHRSPDSGHVAKMPVALG! HGKHVPKSGAKLD. LHHHRHVHHHVHHSTARPKEQVEAEATRRAQSSFAWGLEPHSHGARSRGYSESVGAAPNASDGLAHSGKVGVACKRNAKKAESGKSASTEVP
EDAEKNQKIMOWITIEGEKEISRHRRTGHGSSGTRKPQPHENSRPLSLEHPWAGPQLRTSVQPSHLFIQDPTMPPHPAPNPLTQLEEARRRLEEEEKRASRAPSKQRYVQEVMRRGRACVRPACAPVLHVVPAVSDMELSETETRSQRKVGGG
SAQPCDSIVVAYYFCGEPIPYRTLVRGRAVTLGQFKELLTKKGSYRYYFKKVSDEFDCGVVFEEVREDEAVLPVFEEKI IGKVEKVD

Pongo abelii:

>XP_024089076.1 axin-1 isoform X1 [Pongo abelii]
MNIQEQGFPLDLGASFTEDAPRPPVPGEEGELVSTDPRPASYSFCSGKGVGVKGETSTATPRRSDLDLGYEPEGSASPTPPYLKWAESLHSLLDDQDGISLFRTFLKQEGCADLLDFWFACTGFRKLEPCDSNEEKRLKLARAIYRKY ILDNNGT
VSRQTKPATKSFIKGCIMKQLIDPAMFDOAQTEIQATMEENTYPSFLKSDIYLEYTRTGSESPKVCSDQSSGSGTGKGISGYLPTLNEDEEWKCDQDMDEDDGRDAAPPGRLPOQKLLLETAAPRVSSSRRY SEGREFRYGSWREPVNPYYVNAGY
ALAPATSANDSEQQSLSSDADTLSLPDSSVDGIPPYRIRKQRRREMQESVQVNGRVPLPHIPRTYRVPKEVRVEPQKFAEELIHRLEAVQRTREAEEKLEERLKRVRMEEEGEDGDPSSGPPGPCHKLPPAPAWHHFPPRCVDVGCAGLRDAHEE
NPESILDEHVQRVLRTPGRQSPGPGHRSPDSGHVAKMPVALGGAASGHGKHAPKSGVKLDAAGLHHHRHVHHHVHHSTGRPKEQVEAEATRRAQSSFAWGPEPHSHGAKSRGY SESVGAAPNASDGLAHSGKAGVACKRNAKKAESGKSASTEVP
GASEDVEKNQKIMQWIIEGEKEISRHRRTGHGSSGTRKPQPHENSRPLSLERPGAVHPWAGPQLRTSVQPSHLFIQDPTMPPHPAPNPLTQLEEARRRLEEEEKRASRAPSKQRYVQEVMRRGRACVRPACAPVLRVVPAVSDMELSETETRSQR
KVSGGSAQPCDSIVVAYYFCGEPIPYRTLVRGRAVTLGQFKELLTKKGSYRYYFKKVSDEFDCGVVFEEVREDEAILPVFEEKIIGKVEKVD

Mus musculus:

>EDL22489.1 axin 1, isoform CRA_a [Mus musculus]
MQSPKMNVQEQGFPLDLGASFTEDAPRPPVPGEEGELVSTDSRPVNHSFCSGKGTSIKSETSTATPRRSDLDLGYEPEGSASPTPPYLRWAESLHSLLDDODGISLERTFLKQEGCADLLDFWFACSGFRKLEPCDSNEEKRLKLARAIYRKYIL
DSNGIVSRQTKPATKSFIKDCVMKQQIDPAMFDQAQTEIQSTMEENTYPSFLKSDIYLEYTRTGSESPKVCSDQSSGSGTGKGMSGYLPTLNEDEEWKCDQDADEDDGRDPLPPSRLTQKLLLETAAPRAPSSRRYNEGRELRYGSWREPVNPYY
VNSGYALAPATSANDSEQQSLSSDADTLSLTDSSVDGIPPYRIRKQHRREMQESIQVNGRVPLPHIPRTYRMPKEIRVEPQKFAEELTHRLEAVQRTREAEEKLEERLKRVRMVCPYSCSDSTAVS POEEEGEDGEMPSGPMASHKLPSVPAWHH
FPPRYVDMGCSGLRDAHEENPESILDEHVQRVMRTPGCQSPGPGHRSPDSGHVAKTAVLGGTASGHGKHVPKLGLKLDTAGLHHHRHVHHHVHHNSARPKEQMEAEVARRVQSSFSWGPETHGHAKPRSYSENAGTTLSAGDLAFGGKTSAPSKR
NTKKAESGKNANAEVPSTTEDAEKNQKIMOWI IEGEKEISRHRKAGHGSSGLRKQQAHESSRPLSIERPGAVHPWVSAQLRNSVQPSHLFIQDPTMPPNPAPNPLTQLEEARRRLEEEEKRANKLPSKORYVQAVMORGRTCVRPACAPVLSVVP
AVSDLELSETETKSQRKAGGGSAPPCDSIVVAYYFCGEPIPYRTLVRGRAVTLGQFKELLTKKGSYRYYFKKVSDEFDCGVVFEEVREDEAVLPVFEEKI IGKVEKVD

Gallus gallus:

>NP_990275.1 axin-1 [Gallus gallus]
MNIQGKGFPLDLGRSFTEDAPRPPVPGEEGELVSTDPRPVSHGFYSSKSDAVRNETSTATPRRSDLDLGYEPEGSASPTPPYLKWAESLHSLLDDQDGINLFRTFLKQEDCADLLDFWFACSGFRKLEPCVSNEEKRLKLAKAIYKKYILDNNGI
VSRQIKPATKSFIKDCVMKLQIDPDMFDQAQTEIQCMIEDNTYPLFLKSDIYLEYTRTGGESPKIYSDPSSGSGTGKGLPGYLPTLNEDEEWKCDQDTEPEASRDSAPSSRLTQKLLLETATQRATSTRRY SEGREFRHGSWREPVNPYYVNTGY
AMAPATSANDSEQQSMSSDADTMSLTDSSIDGIPPYRLRKQHRREMQESAKANGRVPLPHIPRTYRMPKDIHVEPEKFAAELINRLEEVQKEREAEEKLEERLKRVRAEEEGEDADI SSGPSVISHKMPSAQPFHHFAPRY SEMGCAGMOMRDAH
EENPESILDEHVQRVMKTPGCQSPGPGRHSPKPRSPESGHLGKLSGTLGTIPPGHGKHTTKSGMKLDAANLYHHKHVYHHIHHHSMMKPKEQIEAEATQRVONSFAWNVDSHNYATKSRNY SENLGMAPVPMDSLGY SGKASLLSKRNIKKTDSG
KSDGANYEMPGSPEDVERNQKILQWIIEGEKEISRHKKTNHGSSGVKKQLSHDMVRPLSIERPVAVHPWVSAQLRNVVQPSHPFIQDPTMPPNPAPNPLTQLEEARRRLEEEEKRAGKLPLKQRLKPQKRPGSGASQPCENIVVAYYFCGEPIPY
RTLVKGRVVTLGQFKELLTKKGNYRYYFKKVSDEFDCGVVFEEVREDDTILPIFEEKI IGKVEKID

Xenopus laevis:

>NP_001089251.1 axin 1 S homeolog [Xenopus laevis]
MSVKAKGFPLDLGGSFTEDAPRPPVPGEEGELITTDQRPFSHTYYSLKNDGIKNETSTATPRRPDLDLGYEPEGSASPTPPYLKWAESLHSLLDDQDGINLFRNFLQQENCVDLLDFWFACSGFRKLEPNDSKVEKRLKLAKATIYKKYVLDSNGT
VSRQIKPATKSFIKDCVLRQQIDAAMFDQAQMEIQSMMEDNTYPVFLKSDIYLEYTTIGGESPKNYSDQSSGSGTGKGPSGYLPTLNEDEEWRCDOGGEQERESVPSSLFSQKLILDSSSHCAGSNRRLSDGREFRPGTWREPVNPYYVNTGYSG
APVTSANDSEQQSMSSDADTMSLTDSSVDGIPPYRLRKHYRREMOESANANGRGPLPHIPRTYHMPKDIHVDPEKFAAELINRLEGVLRDREAEQRLEERLKRVRAEEEGDDGDVSSGPSI ISHKLPSGPPMHHYNSRYSDSGCVGMQIRDAHEE
NPESILDEHVQRVMKTPGCQSPGTGRHSPKPRSPDGHLSKTLPGSLGTMQTGHGKHSSKSGSKVDSGNLHHHKHVYHHLHHHGGVKPKEQIEAEVTQRVQTNY PWNAESHNYATKSRNYAESMGMAPNPMDSLAY SGKVSMLSKRNAKKADVGKS
ESASYEVPAVPEDAERHQKILQWIMEGEKEISRHKKSNHSSSSAKKQPPPELSRPLSIERPGAVHPWVSAQLRNVVQPSHPFIQDPTMPPNPAPNPLTOLEEARRRLEEEEKRAAKMPQKQORYVOEVIQRGRCSVRPAY IPLLNVVPAVSDMDLS
EAELKPQKKTVSSPSQPCENIVVAYYFCGEPIPYRTMVKGRVVTLGQFKELLTKKGNYRYYFKKVSDEFDCGVVFEEVREDDMILPIYEEKIIGKVEKID

Salmo salar:

>XP_014059686.1 PREDICTED: axin-1-like isoform X1 [Salmo salar
MDAVNMSVGDKVGGYLVDLGGSFTEDAPRPPVPGEEGELVSSDGRPYGHGFYSFKSEILKNEASTATPRRPDLDLGYEPEGSASPTPPYLKWAESLHSLLDDOQDGIHLFRTFLKQEECADVLDFWFACTGFRKLEANEGQGEEKKLKLAKAIYKK
YILDNNGIVSRQIKPATKSFIKDCVMRLHIDPAMFDQAQTEIQTMMEENTYPLFLKSDIYLEYTRTGGESPKLYSDQCSVSGGGKVLPGYLPTLNEDEEWRCDHELEEQQESDPTPSNRLTQKLLQETASQRVTSTKRFQDSHEYRRVLWQEPIN
PYYVNTGYAMAPATSANDSEQQSMSSASDVDTLSLTDSSVDGVPPYKYRKQHRREMHESAKANGRVPLPHIPRTNRIPKDIHVEPEKFAADLISRLEGVQREREAQEKLEERLKRVRLEEEGEDADISTSTSFSSHRLPPGGHPQHYNNPRYSDI
GYSGLALRPDAHEENPESILDDHVORVMKTPGCQSPGTGRHS PKSRSPDGFPGGKVPGPGMPPPTGPGKHPARLGPKGEAASHQYHHKHVHHIHHPAGGKPKEQVEADAAMRVNGNFHWGTEQHNYGSKSRNYADGTGPSPMDPMGY SSKGSTLS
KRSFKKAEEVRTFEVPVPTEDVERNQKILQWMMEGEAVRNKKSPYGSTTGSKKTPSSHEVSRPSSVERPGAVHPWVSAQLRNNVQPSHPFIQDPTMPPNPAPNPLTQLEEARRRLEEEKKKTGTLQTKQRYVMEVIQRGRAAARPALFPPLSVVP
AVSDTELSESEHKVTKKPACENITVAYYFCGEPIPYRTSVKGRMVMLGOFKELLTKKGSYRYFFKKVSNDFGVVFEEVREDDAILPIFEEKI IGKVEKID

Petromyzon marinus:

>XP_032816874.1 axin-1l-like [Petromyzon marinus]
MSVSEKLQRLDLSHIIENAITRRPPVPGREGKVNVWPEHCNDPGLARANGVKGGGSGDGFGVRMMQPRRM
DGDLGYEPEGSASPTPPYVRWAESLPALLEDODGTSLFRAFLEQEDCVDLLDFWFACSGFRKTDGDKRAK
LAKATIYKKFIKDNAGIVLRQIGSITRTGVKECIASKRIDSTMFDRAQEEVQTAMEENAYPAFLRSDVYLA
YARSGGESPRCFADPLPAGFMAMKGLDSPLGLQTVKEDEVLSYDSQOTHKRWPEVHCGMRPTGGSSCFSV
ASPRAVGMRPSEKGKKGYRNPLWPGNPVNPYHMNSGYGRAPASSANDSEQSLSSDAMTDDTMSMTDSSVD
GIPPYRLRSCASRDTRQSAKDSGRTEVVHIPRTSRLPKDMVVEPAKFASELISRLERLQRERDAQEALEE
RLRRVRAEEEGEEGGPVATATCQASTTQVAAGCGGGGOMAAVPVSFLSPEPDDDPESILDEHVSRVMKTP
GCQSPGHHHGGGGAGRPRSPDSRPHPGVVRPQAALAAIKGEAGTAAAGGASSASQSHHHRTVYHHHHHHT
HHAH. KAREQLEVEAAQRVY NGTAESFPYAAKSRNGAENLPPGITNTLPTSNKPGTLG
KKSSKGESGSKAEEAPLEEGPIRVLEEVPDRFRIWQWMVQGEKEAGRHAKTTTTSSGPSSKKGSEATPRA
AHAWSGVATAPQRAPAVGTQPSQPFVQDPGMPPLPAPNPLTQLEEARRRLLEEEKRSARVPPRSRQTQET
LORNRSFORQAGSQNPNSSPSIDLDADRELKAGKKSACQVEASDSVVVVYYFCGETIPYRTSVRGHVLTL
GHFKELLTKKGTYRYYFKKASEDFDCGVVYEEVQDDDAILPIYEEKINGKVERIE

Branchiostoma belcheri:

>XP_019639671.1 PREDICTED: axin-1-like isoform X1 [Branchiostoma belcheri]
MSIGVQEYLODTGGSKFTEDLPTSARPPVPGEETESNHGSQHSGSSNTKSEYSTKSDYSKSDYSHSSAGTPRRTNCDLGFEPEGSASPTPPYLRWADNLQALLSDKDGSQLFGLYLENEDSKHLLDFYFAVNGYKKLDPLDDKTQRLAKVVYAKY
IKEGKGILSHRVKPGTKQYLAKNIDCKPLDISIFDQAQLEIEKFMEENAYRLFLESDIYLQYCRNGGEVSPNQVVTELANTSGNVGNLTTGAILAPLPTLHENVELSTEDTMETRTLPLTAEHLLATSQIRLRSDSRDRERLTRGGNPYHQTYAP
APATSANDSELQSLSSEQTDDTMSLTDSSIDLDGVSNHRHRRRROQLKGMRQDAQRNGNVMCY PPFPQPRTQRLPKEMKMME PKKFAELLIAKLEKVKQDRENKERLDEQLRRMEGDCGASQASGESQGASGADPTQPRLFPLMDDTTSIDDDPES
ILDEHVSRVLQTPGCRSPGRHSPVRPNKSHISGVPHHVSFPGALAGASAMAWHNRSRPKDVSKRDSGLGDSTEAETVTHYHKYYYHHHHHHPKSRDGLEKQTEMETQRKVQRDSEMY TTQSRVHQODSMGGTAES LRHDARREVVGKRGGGRKEEG
EPFLALPVETDRFGKVWDWMEEGERERYRGGVNVREPKFKRSSKTASQATHRSSGKASSSSAKKPLAYNTSRPTSMERPAVTAEVRPMOPFMODTQMPVLPQPNPLICLEEARRRLVEKSSTKGSSRHVVDSGARKDKGKLPQSKVVPAVSDLEP
EEETRKQPVKKPASMMSVSGDNTVVGYYFCGEPIPYRTTLPGKDITLAIFKNSITKRGNYRYFFKCTSTEFGSNAVYQEVTEDEDLLPLWEGKIVGKVERIE

Drosophila melanogaster:

>AAD24886.1 D-Axin [Drosophila melanogaster]
MSGHPSGIRKHDDNECSGPRPPVPGEESRVKKMTEGVADTSKNSSPSY LNWARTLNHLLEDRDGVELFKKYVEEEAPAYNDHLNFY FACEGLKQQTDPEK TKQT IGATYRFLRKSQLS I SDDLRAQTKATKTNPE I PLSPHI FDPMORHVEVT IR
DNIYPTFLCSEMYILYIQOMSAQQERCTSSGATGSGSAGSSGSGGSSLAGACALPPTTASGKQQLPQLVPPGAFINLPVSSVSGPPAGTCSASGSVYGPSTSASSSGSISATDTLPRSSTLPTLHEDSVLSLCDDFEKVOMOEGGGSLGSGSVGA
GARAPDYPIRLTRDLLIATQKRRLEIRPPGAHGYVYNPSTTNTSYVPNSRVDSERASVSSGGRTDSDTMS ISSCSMDGRPY IQRRHSSTESKATRQSAMANKETNTFQVT PRTQRLHSNEHRPLKEEELVSLLI PKLEEVKRKQDLEERARERNP
GAALLTNERSSASDRAFAEAIREKFALDEDNDQDILDQHVSRVWKDQTPHRSPGTMSPCPPIPSRRRTATHDSGMVSDGAMSLSGHSMKHSKSMPDHSSCSRKLTNKWPSMNTDSGISMFSADTVTKYKDASSRSGSSTASKLEEAKRRLEDEPR
RSRRYAQPPMQHLSQQPLASFSSSGGSISLPHQPPPLPAKPPETIVVFSFCEEPVPYRIKIPGTQPTLRQFKDYLPRRGHFRFFFKTHCEDPDSPVIQEEIVNDSDILPLFGDKAMGLVKPSD



Hydra wvulgaris:

>XP_002155943.3 PREDICTED: uncharacterized protein LOC100206389 [Hydra vulgaris]

MS STAL_AVT INFEEKSLKSNINNKSKVANMHY IKENGSYCENFNNTSYPNFEKWKDNFQVLLEDEEGMRTFYEFLGTDQISVIFDCWYSCKTYRKRLPNKAAAKEVY SRFVRIKDSRVPISDQARNNLALRLRANDITETLLLEIEQ
EIFANLRDVCYPKFLKSDFFTFYCETNGQVAHIPSEFHRLNQGVISKMQHNLPTLTEDYADIYHTQASESGEDFHHHCNDYVPEMPTFQSRTQRMDSMKQLAPEQFAKLLTEKLERLLLDREAENFTDPQLLNQNVLSSHGLPIQRSYKPALSDV
DSQSWVMPPASVRYSVAGASSTSGSCVNIEQYPKYRNLAKDFLNAVHHGIRNHLGECQCISCQDCSRNSHHY IQESYFDSQELIKNEIFSKSNFDOSQLFNKLEYNTHNAFIQPAEPPPLVDTSKIYAWMEKNERQEKONNYVAPSPIVRHKKLQ
NVPEAPIAQDHNMPLLPQPDTGTVLTEVKRVLEEPKSTRRSLRSHQQRPSNHVGDHMSAYSDPSYDQRHRHVGNAWSSFSDTNSVVSYNPSQISSVPSCASRLWNQYGYYEPKNELLYRGRHLSEQDGMKRNENSVNHRDRHSDRDLKSTRRSDV
HSDVSHPLSETRSERTHGSGNSKRTSKNSTTITYYFDTEPIPYRITIPSSEVTLGQFKAETKRGNFRYFFKTISAEDGEIVNEELRSDDEYLPRYKNKIIGKIEKVE

Nematostella vectensis:

>XP_001636924.1 axin-1 [Nematostella vectensis]

MSEELCSTML_SSES DFASVSEAGIVKDDDLKSSVAQLTPRRFTSRDLQENRDRLCTDEDKLAPLGFEPEGRAVSSPTYCERWANSFTDLLNDSDGSNLFYKYLRREGASILLDFSRECEAYRRMVPTSTQMRTTAKTLFQKFVYPRQ
FCELLGVKDTTRTQIAHHVNDQPADPALFDGAYAEVVSYMKKCHYVGFVNSNLYKDFTQAHRDTETLTLGERTPQYPGRYHSGYLPTLPEEKVLGFGEEIEEEQFELDOQSCKDAIRYPY IRSAHDEQDARKLLHAPMKDIISQYYYPSVPLASRT
ESENQSLSSDALTDDTLSTLSMTTTEGGMTDTSDGLSIPRNSRRRRGAAHKSRNGGPLPHFPFVPRSHRMPKEAKNPLQPEEFAKILISKLEKVKLERELMEREASNLSGICESEYGQSKKSILQEATENKQRQGKIPLCTMAMSALPPMODDAS
SLSASNHGSSSSKSTNAQVTAGSTVRDSSSSGSTHRRSRHSHHSTKTPKQEQECADKDSDLASAQGKDPSRSNTKPANTARPDDCIPFLTLNHQRILQWMEMGEEELRQQKTQKVRHQSP KSRQSSSTKGSEHYSNHKPSQPIAQD
PLMPPLPQPEATTVLGEVARRLVATKEMDKKSRHHHHKHRSKTSVDDISDSVSSCQEKIGSSTCSCSATDCSSCAQSMLSYDINHPAPSYIASSTLSSIPSSASNYPSDTKSKSDSGISGTTRKKEKHNATTIIYWLWGEPIAYRTSLPGKHITL
GQFKTLIMRKGEFRYFFKTKTEDRECEVVYEEVKEDKMMLPTFEGKIVGKVEKVDS

Amphimedon queenslandica:

>NP_001266244.1 axin [Amphimedon queenslandica]

MAAIVSGNDHELALEEALQRIGGEPGTDEEDDEELSVVEYDEEEQRPPAPTASVVSGPAPETTTNGDNGAGGGGRYEVPEPY IGTPSNSVPLKEVLGEYRSFMLERRFLKDOCITRNLQFWLACEYYHTQMPLEGIKAAKAIYCRFLKSSAPLHV
SILEATKRKICTIVQLGSPPGYTLFLEAQQEVYNQMEVNELQQFLCSDSFSECSQFPTRGPTQNMYGSVSGDIGFQPSRYRNGGSLHSSDDSTSVTSFASEDVGSTHTQVLCLPHHTKSVYTPRNAHSDTEHSSSHPRRQQYAGPTTHISRNKVL
TONQFYEIVCEKLSAVORDRTAMKORARNIARIAGKSYEDIMSIDWFDTPEAIKYVCFDDEGTVAGADDGLHSPPLSLPPPHKQSVGKRTTVESSDTPPSSTSGAPSHHLISFGLKEIQEALRDLDIASQVROKRSSTLMSSSASSYISDSGVGE
SNLPSSGSGGPGPSSGHNSRLSNRVHAYLONQQRVTSQQSEREAQAQLVATMLMNNSVPSDELNPYHNNGRRSYANYPGAYSSDDSSSCFTATSHSSNSEFFVPRRPHPLYGDSNDESRQQSHHHSRY PPGMRRLAPSNRRPPSSRYLPQQTTPN
QPPQQOQLSTSNRAISPSVHPSSKSSSDTLLVAYSWEGKTYANKLQVSCLTLGEFKEKMFKRKGQYRFFFKSFCEELNDVILEEISDNSVTLPLHEGKIVGQVEGITD
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