SOX9

Homo sapiens:

>NP_000337.1 transcription factor SOX-9 [Homo sapiens]

MNLLDPFMKMTDEQEKGLSGAPSPTMSEDSAGSPCPSGSGSDTENTRPQENTFPKGEPDLKKESEEDKFPVCIREAVSQVLKGY DWTLVPMPVRVNGS SKNKPHVKRPMNAFMVWAQAARRKLADQY PHLHNAELSKTLGKLWRLLNESEKRPFV
EEAERLRVQHKKDHPDYKYQPRRRKSVKNGQAEAEEATEQTHISPNAIFKALQADSPHSSSGMSEVHS PGEHSGQSQGPPTPPTTPKTDVQPGKADLKREG_QPP IDFRDVDIGELSSDVISNIETFDVNEFDQYLPPNGHPGVPATH
GQVTYTGSYGISSTAATPASAGHVWMSKQQAPPPPPQOPPQAPPAPQAPPOPQAAPPQOPAAPPOQPOAHTLTTLSSEPGOSQRTHIKTEQLSPSHYSEQQQHSPQOIAYSPFNLPHYSPSYPPITRSQYDY TDHONSSSYYSHAAGQGTGLYST
FTYMNPAQRPMYTPIADTSGVPSIPQTHSPOHWEQPVYTQLTRP

Pongo abelii:

>XP_009250264.1 transcription factor SOX-9 [Pongo abelii]
MNLLDPFMKMTDEQEKGLSGAPSPTMSEDSAGSPCPSGSGSDTENTRPQENTFPKGEPDLKKESEEDKFPVCIREAVSQVLKGY DWTLVPMPVRVNGS SKNKPHVKRPMNAFMVWAQAARRKLADQY PHLHNAELSKTLGKLWRLLNESEKRPFV
EEAERLRVQHKKDHPDYKYQPRRRKSVKNGQAEAEEATEQTHISPNAIFKALQADSPHSSSGMSEVHSPGEHSGQSQGPPTPPTTPKTDVQPGKADLKREG_QPPIDFRDVDIGELSSDVISNIETFDVNEFDQYLPPNGHPGVPATH
GQVTYTGSYGISSTAATPAGAGHVWMSKQQAPPPPPQQPPQAPPAPQAPPQPQAAPPQOPAAPPQQOPQAHTLTTLSSEPGQSQRTHIKTEQLSPSHYSEQQQHSPQQIAYSPFNLPHYSPSYPPITRSQYDYTDHQONSSSYYSHAAGQGTGLYST
FTYMNPAQRPMYTPIADTSGVPSIPQTHSPOHWEQPVYTQLTRP

Mus musculus:

>NP_035578.3 transcription factor SOX-9 [Mus musculus]
MNLLDPFMKMTDEQEKGLSGAPSPTMSEDSAGSPCPSGSGSDTENTRPQENTFPKGEPDLKKESEEDKFPVCIREAVSQVLKGY DWTLVPMPVRVNGS SKNKPHVKRPMNAFMVIWAQAARRKLADQY PHLHNAELSKTLGKLWRLLNESEKRPEFV
EEAERLRVQHKKDHPDYKYQPRRRKSVKNGQAEAEEATEQTHISPNAIFKALQADSPHSSSGMSEVHSPGEHSGQSQGPPTPPTTPKTDVQAGKVDLKREG_QPPIDFRDVDIGELSSDVISNIETFDVNEFDQYLPPNGHPGVPATH
GQVTYTGSYGISSTAPTPATAGHVWMSKQQAPPPPPQOPPQAPQAPQAPPQQOQOAPPQOPOAPQQOQAHTLTTLSSEPGQSQRTHIKTEQLSPSHYSEQQQHSPQQISYSPFNLPHYSPSYPPITRSQYDYADHONSGSYYSHAAGQGSGLYSTET
YMNPAQRPMYTPIADTSGVPSIPQTHSPOHWEQPVYTQLTRP

Gallus gallus:

>NP_989612.1 transcription factor SOX-9 [Gallus gallus]

MNLLDPFMKMTEEQDKCISDAPSPTMSDDSAGSPCPSGSGSDTENTRPQENTFPKGDPDLKKESDEDKFPVCIREAVSQVLKGY DWTLVPMPVRVNGS SKNKPHVKRPMNAFMVWAQAARRKLADQY PHLHNAELSKTLGKLWRLLNESEKRPFV
EEAERLRVQHKKDHPDYKYQPRRRKSVKNGQSEQEEGSEQTHISPNAIFKALQADSPQSSSSISEVHSPGEHSGQSQGPPTPPTT PKTDAQQPGKQDLKREG_QPPH IDFRDVDIGELSSDVISNIETFDVNEFDQYLPPNGHPGVPA
THGQVTTYSGTYGISSSASSPAGAGHAWMAKQQPQPPOPPAQPPAQHTLPALSGEQGPAQQRPHIKTEQLSPSHYSEQQOHSPQOQOQQOQOLGYGSFNLOHYGSSYPPITRSQYDYTEHONSGSYYSHAAGOSGGLY STETYMNPTQRPMYTPT
ADTSGVPSIPQTHSPQHWEQPVYTQLTRP

Xenopus laevis:

>NP_001087942.1 transcription factor Sox-9-B [Xenopus laevis]
MNLLDPFMKMSEEQDKCLSGAPSPTMSEDSAGSPCPSGSGSDTENTRPOENTFPKGDQEMKKETEDEKFPVCIREAVSQVLKGY DWTLVPMPVRVNGS SKNKPHVKRPMNAFMVWAQAARRKLADQY PHLHNAELSKTLGKLWRLLNEGEKRPFV
EEAERLRVQHKKDHPDYKYQPRRRKSVKNGQSEQDDSAEQTHISPNAIFKALQADSPHSTSSMSEVHSPGEHSGQSQGPPTPPTTPKTDVQPGKPDLKREGRPLOESGROPPHIDFRDVDIGELSSEVISTIETFDVNEFDQYLPPNGHPGVGSA
QAPYTGSYGISSTPSATTGAGSAWMSKQQQQPQOHSLSTINSEQSQSQQRTHIKTEQLSPSHYSDQQQOHSPOOLNYSSFNLQHYSSSYPTITRAQYDYTEHQGSNSYYTHASGONSGLY SNETYMNPSQRPMYTPIADTTGVPSIPQTHSPQHW
EQPVYTQLTRP

Salmo salar:

>XP_014034661.1 transcription factor Sox-9-A-like [Salmo salar]
MNLLDPFLKMTDEQDKCLSDAPSPSMSEDSAGSPCPSGSGSDTENTRPSENGLLMGPDGPLVEFKKDDDDKFPVCIRDAVSQVLKGYDWTLVPMPVRVNGS SKNKPHVKRPMNAFMVWAQAARRKLADQY PHLHNAELSKTLGKLWRLLNEGEKR
PFVEEAERLRVQHKKDHPDYKYQPRRRKSMKNGQSESEDGSEQTHISPGAIFKALQQADSPASSIGEVHSPGEHSGQSQGPPTPPTTPKTDIQAGKVDLKREGRPLOEGTGRQLNIDFRDVDIGELSSDVISHIDTFDVNEFDQYLPPNGHPGAP
GTAAGQVSYNGTYGISSSAVSQAAGGTAGHSWMTKSQSQQQHSLTTLGSGGEQGONQRTPTHIKTEQLSPSHYNDQONSSPPQHVTYGSFNLQHYSSSSYPSITRAQYDFSDHQGGTNSYYSHAAGGQGSGLYSFSSYMSPSQRPMYTPIADTTG
VPSVPQTHSPQQHWDQQPVYTQLSRP

Petromyzon marinus:

>XP_032830402.1 transcription factor Sox-9-A [Petromyzon marinus]
MMSDEQHDKHMSDVPSPDMSENCSVGSPADSLAGSDSDSQSCGSKRCSDREDGAGASGLLLAGGPGGVLDGGVVEFGLGRDAGSGKKMDEDDKFPACIREAVSQVLKGYDWTLVPMPVRVNGS SKSKPHVKRPMNAFMVWAQAARRKLADQYPHLH
NAELSKTLGKLWRLLSENEKRPEVEEAERLRVQHKKDHPDYKYQPRRRKSGKNGQSESDSSGEQTHITTNAIYKALQADS PSADVHSPGEHSGQSQGPPTPPTTPKTDVQSNKLDIKREGRPLOEGGRQQIDFSNVDIRELSREVISNMESFDVN
EFDQYLPPNGHPGHGQSVAASYGGTGYSINGHAWLSKQQQQQQQQQQQHTLSSPPPPPPAISSPEQRAHVKTEQLSPSHYSDQQQQQQQPQQOQQQHSPQOQOQQQQQQQPO QAQQOVQQQQQOLGGYSPFSIQHYGAAVVPAISRSQYSYADHH
HHHHHHQSSAAAAAYYSGHSAGQTAGLYSGFSYMGPSQRPSYTPIADATGVPSIPQPHSPPSWEQPVYTQLTRP

Branchiostoma belcheri:

>XP_019645392.1 PREDICTED: transcription factor Sox-10-like [Branchiostoma belcheri]
MSETETPVEVKEEPAELESLKREREDTDDEESSSGSEDGSGPSDRKRHKFPSQIREAVSNVLKGYDWTLVPMPVRVNGS SKSKPHVKRPMNAFMVWAQAARRKLADQYPHLHNAELSKTLGKLWRMLNEDEKRPFIEEAERLRVQHKKDHPDYKY
QPRRRKNSKANQGSGDEAGSEASPISANTLFKALQAESPTGSEPHSPEDLKGPSPHDGSVGVTPSSQAPPTPPTTPKODQGMTALKADGMKRDPTSNTLTATIHRDGPHHHHHHPQGHGHPNIDFSNVDIGPLDVMSSMESFDVEEFDQYLPPNGH
PASASGHHPSHPPYTSYSQMSSSATTTVTSSSSWMAKQNTSPRDNSQEQRLPVKMEQEHLPPPPPQYTPHPPASSYNYQPQYSSYQHSPPRPQYTDYPPPAHSPQQFYSPHPTSSSIPPPYNYMAPPQRSLYPTVAGAPSTWEPSYTQLARP

Drosophila melanogaster:

>CAB63903.1 Sox100B protein [Drosophila melanogaster]
MSDSSSSNCTKDRAKPVEALVLANYALKAEQKEAQGQGGRKEDERITTAVMKVLEGYDWNLVQASAKAPSDRKKEHIKRPMNAFMVWAQAARRVMSKQYPHLONSELSKSLGKLWKNLKDSDKKPFMEFAEKLRMTHKQEHPDYKYQPRRKKARV
LPSQHSGDGGSPGPEMTLSATMGS SGKPRSSNSNGQRRAGKGN. DLGSCAATISHANVGSSSSDVFSNEAFMKSLNSACAASLMEQSLIETGLDSPCSTASSMSSLTPPATPYNVAPSNAKASAANNPSLLLRQLSEPVANAGDGYGVLLEAG
REYVAIGEVNYQGQSAGVQSGAEGGGAGQEMDFLENINGYGGYTGSRVSYPAYSYPANGGHFATEEQOQQQALQASEALNYKPAAADIDPKEIDQYFMDOMLPMTQHHHPHHTHPLHHPLHHSPPLNSSASLSSACSSASSQQPVAEYYEHLGYS
PAASSASQNPNFGPQQPYANGAASMTPTLGDPAPQOELQSQQQEQQHONPSQHHLWGTYTYVNP

Hydra wvulgaris:

>XP_002161752.2 PREDICTED: transcription factor SOX-18-like [Hydra vulgaris]
MMAASETNSNFATHVIQNNNITHAVSQEQRKGEGYGSTTISLSEAAQCLKNLGEEGILCDDALLRLTMSSTSEHGETEFLDTKNSRVKRPMNSFMVWAQTARKKLAEKY PHLHNAHLSKMLGKLWKMLSPDEKQPYVLEASRLDKLHKDEHPEYK
YRPRRRPKGLKRGYSTPTMIVSPTTTSKPYTIPSNWARIVHAPENENLISPRAEAAQIVYATDGMQYYAVQKGSGFTPTMAHHHGNSVIVSPTNQPITLVQSTSAPTSNY PAYVTVPMPATSTATFHPTAIPVQGVHTPAFVLRSSYPGSNILSP
SAIPIAYHNIDHRTIESHMQPNQHIKTESTNTIVKTPDGETIVIIQRPIDGHVVPFQLREVPSGATNTITVVPQSQVIQQHIVQTPNNQETKIL

Nematostella vectensis:

>XP_001630037.1 transcription factor SOX-9 [Nematostella vectensis]

MDKKVTEQQVQAVLGLDTDGSQVRNHQLSNATASAVNHVLDGYDWSLIPLPVRVNGIKTQKPHVKRPMNAFMVWAQAARRKLADQY PHLHNAELSKTLGKLWKLLNDSEKKPFIEEAERLRIKHKREHPDYKYQPRRKKQKGNGNGDAGDATISA
DDLLKVLKGDSKLVPNNGDASASCASPESVSDGEVSSSESCSVPSPETPTAVPVKNEDVKNDEALSAQPGFPSCSKKDDSNSHAIDFDVGDLT TDLMAMGDVDSTEFDQYLPTYSQALLDSTLTKAINTTQINTQSLSNSRFTTSQAVQSPPPLP
SSYREFMVQLQKLPSEGSFPPNRVAPSATMQQORNQPDSNSFFPFSESEVNVCSSLAATRQPAFLSSPSTSGTLSSSSNSGRTHTLIWK

Amphimedon queenslandica:

>NP_001266245.1 uncharacterized protein LOC100631786 [Amphimedon queenslandica]
MSAGDLQYTVILQQAPSPSCSSLSSPSSPYQSNLLDVCDVGTATHVHHNGGSRGGGNGGSAGKKEHIKRPMNAFMVWAQLERRKMT TEFPDMHNAE I SRRLGKLWRLLSDREKQPY TEESERLRIQHMKQYPDYKYRPRKKGGKKPKPVSNTSYL
GGNDSGSEEYYPTTMPTSSSNSCSCGAGIRRAPVPTCSIAVQCSMELGEHVIEREPSSPKQTAEISTIQVGNGSAHLOONRRRSFSSFAGDKRPRDLSLSCPPIKKRALIPVSSPPEVLPTSLDDIFPPSPPSSDSSPISHQHREDTLPTLHFEEF
MDPLMPYDPSAVDLALSGSSSALSSSTAASNVLSLNTFPLOSSAATSIFSPFNIDSCSTFDFPELPSDFADIFAQNASEFDTSITTLLST
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