Notch?2

Homo sapiens:

>Q04721.3 NOTC2_HUMAN Neurogenic locus notch homolog protein 2 OS=Homo sapiens 0X=9606 GN=NOTCH2 PE=1 SV=3
MPALRPALLWALLALWLCCAAPAHALQCRDGYEPCVNEGMCVTYHNGTGYCKCPEGFLGEYCQHRDPCEKNRCONGGTCVAQAMLGKATCRCASGFTGEDCQYSTSHPCFVSRPCLNGGTCHMLSRDTY
ECTCQVGFTGKECQWTDACLSHPCANGSTCTTVANQFSCKCLTGFTGQKCETDVNECDIPGHCQHGGTCLNLPGSYQCQCPQGFTGQYCDSLYVPCAPSPCVNGGTCRQTGDFTFECNCLPGFEGSTCE
RNIDDCPNHRCQNGGVCVDGVNTYNCRCPPQWTGQFCTEDVDECLLOPNACONGGTCANRNGGYGCVCVNGWSGDDCSENIDDCAFASCTPGSTCIDRVASFSCMCPEGKAGLLCHLDDACISNPCHKG
ALCDTNPLNGQYICTCPQGYKGADCTEDVDECAMANSNPCEHAGKCVNTDGAFHCECLKGYAGPRCEMDINECHSDPCQONDATCLDKIGGFTCLCMPGFKGVHCELEINECQSNPCVNNGQCVDKVNRFE
QCLCPPGFTGPVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATGFTGVLCEENIDNCDPDPCHHGQCQDGIDSYTCICNPGYMGAICSDQIDECYSSPCLNDGRCIDLVNGYQCNCQPGTSGVNCEIN
FDDCASNPCIHGICMDGINRYSCVCSPGFTGQRCNIDIDECASNPCRKGATCINGVNGFRCICPEGPHHPSCYSQVNECLSNPCIHGNCTGGLSGYKCLCDAGWVGINCEVDKNECLSNPCONGGTCDN
LVNGYRCTCKKGFKGYNCQVNIDECASNPCLNQGTCFDDISGYTCHCVLPYTGKNCQTVLAPCSPNPCENAAVCKESPNFESYTCLCAPGWQGQRCTIDIDECISKPCMNHGLCHNTQGSYMCECPPGE
SGMDCEEDIDDCLANPCONGGSCMDGVNTFSCLCLPGFTGDKCQTDMNECLSEPCKNGGTCSDYVNSYTCKCQAGFDGVHCENNINECTESSCEFNGGTCVDGINSFSCLCPVGFTGSFCLHEINECSSH
PCLNEGTCVDGLGTYRCSCPLGYTGKNCQTLVNLCSRSPCKNKGTCVQKKAESQCLCPSGWAGAYCDVPNVSCDIAASRRGVLVEHLCQHSGVCINAGNTHYCQCPLGYTGSYCEEQLDECASNPCQHG
ATCSDFIGGYRCECVPGYQGVNCEYEVDECQNQPCQONGGTCIDLVNHFKCSCPPGTRGLLCEENIDDCARGPHCLNGGQCMDRIGGYSCRCLPGFAGERCEGDINECLSNPCSSEGSLDCIQLTNDYLC
VCRSAFTGRHCETFVDVCPQMPCLNGGTCAVASNMPDGFICRCPPGFSGARCQSSCGQVKCRKGEQCVHTASGPRCFCPSPRDCESGCASSPCQHGGSCHPQRQPPYYSCQCAPPFSGSRCELYTAPPS
TPPATCLSQYCADKARDGVCDEACNSHACQWDGGDCSLTMENPWANCSSPLPCWDY INNQCDELCNTVECLFDNFECQGNSKTCKYDKYCADHFKDNHCDQGCNSEECGWDGLDCAADQPENLAEGTLV
IVVLMPPEQLLQDARSFLRALGTLLHTNLRIKRDSQGELMVYPYYGEKSAAMKKQRMTRRSLPGEQEQEVAGSKVFLEIDNRQCVQDSDHCFKNTDAAAALLASHAIQGTLSYPLVSVVSESLTPERTQ
LLYLLAVAVVIILFIILLGVIMAKRKRKHGSLWLPEGFET LRRDZ—\SNHK_AVGLKNLSVQVSEANL IGTGTSEHWVDDEGPQPKKVKAEDEALLSEEDDPIDRRPWTQQHLEAADIRRTPSLA
LTPPQAEQEVDVLDVNVRGPDGCTPLMLASLRGGSSDLSDEDEDAEDSSANIITDLVYQGASLQAQTDRTGEMALHLAARY SRADAAKRLLDAGADANAQDNMGRCPLHAAVAADAQGVFQILIRNRVT
DLDARMNDGTTPLILAARLAVEGMVAELINCQADVNAVDDHGKSALHWAAAVNNVEATLLLLKNGANRDMODNKEETPLFLAAREGSYEAAKILLDHFANRDI TDHMDRLPRDVARDRMHHDIVRLLDE
YNVTPSPPGTVLTSALSPVICGPNRSFLSLKHTPMGKKSRRPSAKSTMPTSLPNLAKEAKDAKGSRRKKSLSEKVQLSESSVTLSPVDSLESPHTYVSDTTSSPMITSPGILQASPNPMLATAAPPAPV
HAQHALSFSNLHEMQPLAHGASTVLPSVSQLLSHHHIVSPGSGSAGSLSRLHPVPVPADWMNRMEVNETQYNEMFGMVLAPAEGTHPGIAPQSRPPEGKHITTPREPLPPIVTFQLIPKGSIAQPAGAP
QPQSTCPPAVAGPLPTMYQIPEMARLPSVAFPTAMMPQQODGQVAQTILPAYHPFPASVGKYPTPPSQHSYASSNAAERTPSHSGHLQGEHPYLTPSPESPDQWSSSSPHSASDWSDVTTSPTPGGAGGG
QRGPGTHMSEPPHNNMQVYA

Pongo abelii:

>XP_009243797.2 neurogenic locus notch homolog protein 2 isoform X1 [Pongo abelii]
MPALRPALPWALLALWLCCAAPARALQCRDGYEPCVNEGMCVTYHNGTGYCKCPEGFLGEYCQHRDPCEKNRCONGGTCVAQAMLGKATCRCASGFTGEDCQYSTSHPCFVSRPCLNGGTCHMLSRDTY
ECTCQVGFTGKECQWTDACLSHPCANGSTCTTVANQFSCKCLPGFTGQKCETDVNECDIPGHCQHGGTCLNLPGSYQCQCPQGFTGQYCDSLYVPCAPSPCVNGGTCRQTGDFTFECSCLPGFEGSTCE
RNIDDCPNHRCQNGGVCVDGVNTYNCRCPPQWTGQFCTEDVDECLLOPNACONGGTCANRNGGYGCVCVNGWSGDDCSENIDDCAFASCTPGSTCIDRVASFSCMCPEGKAGLLCHLDDACISNPCHKG
ALCDTNPLNGQYICTCPQGYKGADCTEDVDECAMANSNPCEHAGKCVNTDGAFHCECLKGYAGPRCEMDINECHSDPCQONDATCLDKIGGFTCLCMPGFKGVHCELEINECQSNPCVNNGQCVDKVNRFE
QCLCPPGFTGPVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATGFTGVLCEENIDNCDPDPCHHGQCQDGIDSYTCICNPGYMGAICSDQIDECYSSPCLNDGRCIDLVNGYQCNCQPGTSGVNCEIN
FDDCASNPCIHGICMDGINRYSCVCSPGFTGQRCNIDIDECASNPCRKGATCINGVNGFRCICPEGPHHPSCYSQVNECLSNPCIHGNCTGGLSGYKCLCDAGWIGINCEVDKNECLSNPCQNGGTCDN
LVNGYRCTCKKGFKGYNCQVNIDECASNPCLNQGTCFDDISGYTCHCVLPYTGKNCQTVLAPCSPNPCENAAVCKESPNFESYTCLCAPGWQGQRCTIDIDECISKPCMNHGLCHNTQGSYMCECPPGE
SGMDCEEDIDDCLANPCQONGGSCVDGVNAFSCLCLLGFTGDKCQTDMNECLSEPCKNGGTCSDYVNSYTCKCQAGFDGVHCENNINECTESSCFNGGTCVDGINSFSCLCPVGFTGSFCLHEINECSSH
PCLNEGTCVDGLGTYRCSCPLGYTGKNCQTLVNLCSRSPCKNKGTCVQKKAESQCLCPSGWAGAYCDVPNVSCDIAASSRGVLVEHLCQHSGVCINAGNTHYCQCPLGYTGSYCEEQLDECVSNPCQHG
ATCSDFIGGYRCECVPGYQGVNCEYEVDECQNQPCONGGTCIDLVNHFKCSCPPGTRGLLCEENIDDCARGPHCLNGGQCMDRIGGYSCRCLPGFAGERCEGDINECLSNPCSSEGSLDCIQLTNDYLC
VCRSAFTGRHCETFIDVCPQMPCLNGGTCAVASNMPDGFICRCPPGFSGARCQSSCGQVKCRKGEQCVHTASGPRCFCPSPRDCESGCASSPCQHGGSCHPQRQPPYYSCQCAPPFSGSRCELYTAPPS
TPPATCLSQYCADKARDGVCDEACNSHACQWDGGDCSLTMENPWANCSSPLPCWDY INNQCDELCNTAECLFDNFECQGNSKTCKYDKYCADHFKDNHCDQGCNSEECGWDGLDCAADQPENLAEGTLV
IVVLMPPEQLLQDARSFLRALGTLLHTNLRIKRDSQGELMVYPYYGEKSAAMKKQRMTRRSLPGEQEQEVAGSKVFLEIDNRQCVQDSDHCFKNTDAAAALLASHAIQGTLSYPLVSVVSESLTPERTQ
LLYLLAVAVVIILFI ILLGVIMAKRKRKHGSLWLPEGFTLRRDASNHK_AVGLKNLSVQVSEANLIGSGTSEHWVDDEGPQPKKVKAEDEALLSEEDDPIDRRPWTQQHLEAADIRRTPSLA
LTPPQAEQEVDVLDVNVRGPDGCTPLMLASLRGGSSDLSDEDEDAEDSSANIITDLVYQGASLQAQTDRTGEMALHLAARY SRADAAKRLLDAGADANAQDNMGRCPLHAAVAADAQGVFQILIRNRVT
DLDARMNDGTTPLILAARLAVEGMVAELINCQADVNAVDDHGKSALHWAAAVNNVEATILLLKNGANRDMODNKEETPLFLAAREGSYEAAKILLDHFANRDITDHMDRLPRDVARDRMHHDIVRLLDE
YNVTPSPPGTVLTSALSPVICGPNRSFLSLKHTPMGKKSRRPSAKSTMPTSLPNLAKEAKDAKGSRRKKSLSEKVQLSESSVTLSPVDSLESPHTYVSDTTSSPMITSPGILQASPNPMLATAAPPAPV
HAQHALSFSNLHEVQPLAHGASTVLPSVSQLLSHHHIVSPGSGSAGSLSRLHPVPVPADWMNRMEVNETQYNEMFGMVLAPAEGTHPGIAPQSRPPEGKHITTPREPLPPIVTFQLIPKGSIAQPAGAP
QPQSTCPPAVAGPLPTMYQIPEMARLPSVAFPTAMMPQODGQVAQTILPAYHPFPASMGKYPTPPSQHSYASSNAAERTPSHSGHLQGEHPYLTPSPESPDQWSSSSPHSASDWSDVTTSPTPGGAGGG
QRGPGTHMSEPPHNNMQVYA

Mus musculus:

>NP_035058.2 neurogenic locus notch homolog protein 2 precursor [Mus musculus]
MPALRPAALRALLWLWLCGAGPAHALQCRGGQEPCVNEGTCVTYHNGTGFCRCPEGFLGEYCQHRDPCEKNRCONGGTCVPQGMLGKATCRCAPGFTGEDCQYSTSHPCFVSRPCONGGTCHMLSRDTY
ECTCQVGFTGKQCQWTDACLSHPCENGSTCTSVASQFSCKCPAGLTGQKCEADINECDIPGRCQHGGTCLNLPGSYRCQCPQGFTGQHCDSPYVPCAPSPCVNGGTCRQTGDFTFECNCLPGFEGSTCE
RNIDDCPNHKCQNGGVCVDGVNTYNCRCPPQWTGQFCTEDVDECLLOPNACONGGTCTNRNGGYGCVCVNGWSGDDCSENIDDCAYASCTPGSTCIDRVASFSCLCPEGKAGLLCHLDDACISNPCHKG
ALCDTNPLNGQYICTCPQGYKGADCTEDVDECAMANSNPCEHAGKCVNTDGAFHCECLKGYAGPRCEMDINECHSDPCQNDATCLDKIGGFTCLCMPGFKGVHCELEVNECQSNPCVNNGQCVDKVNRE
QCLCPPGFTGPVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATGFTGILCDENIDNCDPDPCHHGQCQDGIDSYTCICNPGYMGAICSDQIDECYSSPCLNDGRCIDLVNGYQCNCQPGTSGLNCEIN
FDDCASNPCMHGVCVDGINRYSCVCSPGFTGQRCNIDIDECASNPCRKGATCINDVNGFRCICPEGPHHPSCYSQVNECLSNPCIHGNCTGGLSGYKCLCDAGWVGVNCEVDKNECLSNPCQNGGTCNN
LVNGYRCTCKKGFKGYNCQVNIDECASNPCLNQGTCFDDVSGYTCHCMLPYTGKNCQTVLAPCSPNPCENAAVCKEAPNFESFSCLCAPGWQGKRCTVDVDECISKPCMNNGVCHNTQGSYVCECPPGFE
SGMDCEEDINDCLANPCQONGGSCVDHVNTFSCQCHPGFIGDKCQTDMNECLSEPCKNGGTCSDYVNSYTCTCPAGFHGVHCENNIDECTESSCEFNGGTCVDGINSFSCLCPVGFTGPFCLHDINECSSN
PCLNAGTCVDGLGTYRCICPLGYTGKNCQTLVNLCSRSPCKNKGTCVQEKARPHCLCPPGWDGAYCDVLNVSCKAAALQKGVPVEHLCQHSGICINAGNTHHCQCPLGYTGSYCEEQLDECASNPCQHG
ATCNDFIGGYRCECVPGYQGVNCEYEVDECQNQPCONGGTCIDLVNHFKCSCPPGTRGLLCEENIDECAGGPHCLNGGQCVDRIGGYTCRCLPGFAGERCEGDINECLSNPCSSEGSLDCVQLKNNYNC
ICRSAFTGRHCETFLDVCPQKPCLNGGTCAVASNMPDGFICRCPPGFSGARCQSSCGQVKCRRGEQCIHTDSGPRCFCLNPKDCESGCASNPCQHGGTCYPQRQPPHYSCRCPPSFGGSHCELYTAPTS
TPPATCQSQYCADKARDGICDEACNSHACQWDGGDCSLTMEDPWANCTSTLRCWEY INNQCDEQCNTAECLFDNFECQRNSKTCKYDKYCADHFKDNHCDQGCNSEECGWDGLDCASDQPENLAEGTLI
IVVLLPPEQLLQDSRSFLRALGTLLHTNLRIKQDSQGALMVYPYFGEKSAAMKKQKMTRRSLPEEQEQEQEVIGSKIFLEIDNRQCVQDSDQCFKNTDAAAALLASHAIQGTLSYPLVSVFSELESPRN
AQLLYLLAVAVVI ILFFILLGVIMAKRKRKHGFLWLPEGFTLRRDSSNHK_AVGLKNLSVQVSEANLIGSGTSEHWVDDEGPQPKKAKAEDEALLSEDDPIDRRPWTQQHLEAADIRHTPSL
ALTPPQAEQEVDVLDVNVRGPDGCTPLMLASLRGGSSDLSDEDEDAEDSSANIITDLVYQGASLQAQTDRTGEMALHLAARY SRADAAKRLLDAGADANAQDNMGRCPLHAAVAADAQGVFQILIRNRV
TDLDARMNDGTTPLILAARLAVEGMVAELINCQADVNAVDDHGKSALHWAAAVNNVEATLLLLKNGANRDMODNKEETPLFLAAREGSYEAAKILLDHFANRDITDHMDRLPRDVARDRMHHDIVRLLD
EYNVTPSPPGTVLTSALSPVLCGPNRSFLSLKHTPMGKKARRPNTKSTMPTSLPNLAKEAKDAKGSRRKKCLNEKVQLSESSVTLSPVDSLESPHTYVSDATSSPMITSPGILQASPTPLLAAAAPAAP
VHTQHALSFSNLHDMQPLAPGASTVLPSVSQLLSHHHIAPPGSSSAGSLGRLHPVPVPADWMNRVEMNETQY SEMFGMVLAPAEGAHPGIAAPQSRPPEGKHMSTQREPLPPIVTFQLIPKGSIAQAAG
APQTQSSCPPAVAGPLPSMYQIPEMPRLPSVAFPPTMMPQQEGQVAQTIVPTYHPFPASVGKYPTPPSQHSYASSNAAERTPSHGGHLQGEHPYLTPSPESPDQWSSSSPHSASDWSDVTTSPTPGGGG
GGQRGPGTHMSEPPHSNMQVYA

Gallus gallus:

>NP_001238962.2 neurogenic locus notch homolog protein 2 precursor [Gallus gallus]

MARGAGPAFAALFGLVLAVLSRAEPAAALQCMDDSKPCVNEGKCIPYQNGTGYCKCREGYLGDYCQYRNPCESNTCKNGGTCETTSLIGKATCKCAPGFTGEDCQYSESHICYVSQPCLNGGTCHPHSQ
ETYECVCPPGYTGKDCQWIDACTSQPCANGSTCTVSGHKFSCICQSGYTGQKCEIDVNECATSGLCHHGGTCINLPGSFRCQCKPGYTGHRCESNYVPCSPSPCMNGGTCHQTSDFTFECNCLPGFKGS
ICEKNVDDCPNHNCQONGGICVDGVNTYNCRCPPQWTGQFCTEDVDECQLQPNACQONGGTCTNHNGGYACVCVNGWSGDDCSKNIDDCFTASCANGSTCIDRVASFSCICPEGKAGLLCHLDDACVSNPC
QKGALCDTNPVNGHYICTCPQGHKGADCTEDVDECAMANSNPCEHAGKCVNTEGSFHCECLKGYTGPRCEMDINECHSNPCONDATCLDKIGGFTCLCMPGFKGVHCEEDIDECLSNPCVNNGECLDKV
NRFLCVCPPGFSGAVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATGFTGVLCEENINNCDPDPCHHGECQDGIDSYTCICNPGYMGAICSEQINECHSNPCLHQGRCIDLVNGYQCNCLPGTSGVNC
ENNFDDCASNPCVHGDCIDGINRYNCACKPGFTGPRCNVDIDECASSPCNNGGTCINEVNGFRCVCPEGYHHPHCQSQADGCLSNPCVHGNCTHIVSGYKCVCDPGWIGDYCSTEGNECKSNPCQONGGT
CEDLLNGYRCTCRKGFKGVNCQVVVAPCSPDPCENSGICQESPDSEGYTCQCAPGWEGERCTVDIDECLSKPCKNHALCHNIQGSYLCECRPGFTGGDCDSNIDDCLSNPCONGASCVDGINSEFSCICL
PGFHGDKCQTDTNECLSEPCRNGGTCTHYVNSYTCKCQPGFEGTNCENNIDECTESSCEFNGGTCVDGINSFTCQCPVGFTGPFCLMEINECDSHPCLNKGSCVDSLGKYRCICPLGYTGKNCQTPMDLC
SKSPCKNKGTCFQSGAQTRCDCPSGWTGAYCDVPNVSCQVAASQRGITVDQLCQHSSHCLNVGNTHRCQCRVGYTGSYCEEQLDECDSSPCQONGATCRDHLGGYQCECVPGYQGVNCEYEVDECQFQPC
QONGGTCIDLVNHFRCSCPPGTRGRLCEENVDDCISESGGPRCFNGGQCIDQIGGYSCLCLPGFAGERCEGDINECLSNPCNPRGSLDCIQLINDYTCICRSAFTGRHCESVIDVCPRKPCQNGGTCAVA
SNMPDGFICQCPPGYSGAKCEFSSHSTCGQVKCKKGEQCIHTSSGPRCYCPRLAVGEECQTNTGCASAPCONGGSCHPRSQPPYYYCQCPAHAQGSQCEQLVHPSQEPLGCLDSQCAEKARDGYCDEDC



NTHACQWDGGDCSLTMEDPWANCSSSLRCWMLENGQCDEFCNTPECLFDNFECQONSRMCKYDKYCADHYGDGRCDQGCNSEECGWDGLDCAGDKAERLAEGTLI IVVLMRPDELLRDVRSFLRTLGTL
LHTNLRIKLDSQGNPMVFPYYGEKSAARSRRSVVVVRKHRELEQEVIGTRVFLEIDNRQCAEDSEQCFHNTEAAAALLAAQATKGMLPYPFVSVQSEPLLPPKTQLLYLLAVAALIILLILLLGVMMAK
RKRKHGSLWLPEGFI LRRDPSNHK_AVGLKNLSVQ IPEGNMADSGPTEHWAGDGGPQPKRVKTEDQALLPEADEQIDQROWTQQHLEAADVCGSTSLALTPPQADQEVDVLDVNVRGPDGCT
PLMLASLRVGGSDISEDDEDGEDSSANIITDLIYQGANLQAQTDRTGEMALHLAARY SRADAAKRLLDAGADANARDNMGRTPLHAAVAADAQGVFQILIRNRVTDLDARMNDGTTPLILAARLAVEGM
VAELINCQADVNAVDDHGKSALHWAAAVNNVEATLVLLKNGANRDMODNKEETPLFLAAREGSFEAAKILLDHFANRDITDHMDRLPRDVAQDRMHHDIVQLLNEYNVAHSPTGHPGAMLNSALSPVIC
GPNRSFLNLKHASLSKKSRKPNAKGIMPTNLTKDAKRRRKKSLSESKGQFSESSVTLSPVDSLESPHAFASEPTSSPVMPSPGVLHSSPSSLLTAPSVQAAHSMSFSNLHEMQPLGRGSSTVLPSVSQL
LSQHRTTPPSSGLGRLRPANVSTEWMNRMEMNE SQYNEMFGMVPPVMHSHPSVSQQSGLVQADTKHLGVSRESLPPIMTFQLVPKGGINQOALPQOAQSNCAQNMAGPLSSMYQISDLAQLPSASFSMA
ATPQODGQVPQTILPAYHQFQSSMGKYPTPPSQHSCYSSATERTPSHNRHLQGEHPYLTPSPESPDQWSSSSPHSASDWSDVATSPGNNQRGPAAAHVPEQQRNNMQOVYA

Xenopus laevis:

>XP_018114267.1 neurogenic locus notch homolog protein 2 isoform X1 [Xenopus laevis]
MGVQAVFGLCVLLLGMPCCDGLQCRGASEPCLNEGRCITSDDGSAYCKCPDAFVGEYCQLONPCQETVCLNGGSCKVSPDLSKGVCTCAPGFSGENCKQPVASVCSLTQPCMNGGTCRLLTLEHYECIC
PFGWRGKDCEFIDACASQPCANGSTCLPNENQYSCTCQAGYTGLKCEMDVNECTSPGLCKNGGTCENLPGSYRCQCHPGYIGQRCESPFIPCSPSPCMNGGTCRQTSEFAYECNCLPGFDGKNCESNID
DCPSHKCQNGGTCVDGVNTYNCRCPPQWTGQFCTEDVDECLLQPNACQONGGTCTNSNGGYNCVCVNGWSGDDCSQNIDDCATAACANGSTCIDRVASFICVCPEGKIGLLCHKNDACFSNPCHIGSLCD
TNPLTGQAICTCPPGYKGTACTEDIDECSLVNSNPCEHAGKCVNTEGSFYCECSKGFTGPRCEMDINECLSEPCQNDATCLDKIGGFTCLCMPGYKGIHCEIEVDECLSNPCVNNGVCVDKVNREVCIC
PPGFTGPVCQIDIDDCSSTPCQONGAKCVDHPAGYDCLCATGFTGVLCEENINNCEPPPCHYGTCQDGIDSYTCICEPGYMGAICSDQIDECHSNPCLNEGRCVDLVNGYQCNCLPGTSGPRCEKNVDDC
ASNPCTYGNCVDGINRYDCVCSPGFTGPQCKDDIDECASSPCHNGGTCVNEQNRFRCICPEGFRQPSCFSQVDECVNNPCIHGNCTDDVNGYKCLCQPGWNGKKCEVDKNECLSDPCONGGTCDDLVNG
YRCSCKKGFKGYNCQIDTNECASNPCLNHGTCRDGINGYTCHCALPYTGTNCQNILTPCSPEPCHNGGICQESEDFKSFSCLCATGWQGQRCTIDVDECVTNPCRNYGRCONTKGGYKCHCPDGFSGEN
CENNIDDCLSNPCQONGASCLDGINTFSCNCLAGFHGDKCQRDVDECASNPCKNGGSCTDYVNSYTCKCQPGFDGIHCDNNIDECTDTSCENGATCVDGVNSFSCQCPQGFTGPFCLFEINECGSHPCIN
GGTCVDGMGTYHCTCPIGYRGKNCEELVDLCNGFPCKNKGICKQVKTEPKCICPTGWTGIYCDIPDVSCEVAASQRGVAVODLCQHAGVCINTGFSHRCQCRQGYIGSYCEGELDECASNPCONSAACY
DRHGGYECKCLPGYQGVNCEYEIDECQLQPCHNGGTCVDLVNQFRCSCPPGTRGALCEENIDDCAPSAEGPHCFNGGRCIDRIGGYRCECLPGFAGERCEGDVNECLSSPCSSKGSLDCIQLANNYLCK
CKPVFTGRHCETIQDLCPSRPCLNGGTCAVAVNMPEGFTCQCPSGFLGSKCQYSNNTCEHYKCKVGENCIQTHMGPRCYCPMGPAGYACQSNLGCASQPCKNNGVCQRKAQPPFYTCHCPKGVVGPQCE
IPIETDRCHKYQCPEKARDGYCDQECNIHECLWDGGDCSLTMGDPWANCSSSLRCWEYFNGQCDELCNTPECLFDNFECQQKEPICKYDKYCEDHYANGHCDKSCNTKECGWDGLDCSTDRPENLAEGT
LVVVVLMPPSELLKNSRNFLRVLGSILRTNLRIKKNPDGSYMVFPYFRENASSQRSRRSLLKLRVIRELEQPIGSKVSLEINNQECVMDSDQCFKTSESAAALLAAHAVRGTLNYPLVSVEVENAPMSH
QTLMYILPVTLAIIIVILLMVVVLAKKKRKHGALWFPE GFFLHRENSNQK_AVGMKNLSVP IVDVNLLDSNQNDHWSDDRGPQPKKSKSEGQALLLGGDDQVDSRQWTQQHLVAADIRMTPS
LALTPPQAEQDIDVIDVNVRGPDGCTPLMLASLRMGSPHLEEDDDEAEDPSANVITDLIYQGACLQAQTDRTGETALHLAARY SRADAAKRLLDAGADANSQDSMGRTPLHAAVSADAQGVEFQILIRNR
VTDLDARMNDGTTPLILAARLAVEGMVADLINCQADVNAVDDHGKSALHWAAAVNNVEATMVLLKNGANRDMODNKEETPLFLAAREGSFEAAKMLLDYFANREITDHMDRLPRDIAKDRMHHDIVRLL
DEYNLVHSTQGQPGSMLSNSLSPAVCGSNRSFLNLKHAAQAKKTRRPSAKNVGPRSLPNLAKEPKDTKNRRRKKSDTDNKGQLSESSVTLSPVDSLESPHATSSPTITSPGTLHTSPGOMHATSTLQPP
HTTMSMTNLQSIGCAANNMLPSVGQLLSQAAQNNVLAGQRQLNLSSDWLSRMERNNTQYNEMEFGLVHHDTNNHSCIQQONGIMQADIKPTLHMGVARDALPPIMTFQLIPKSGMNQQTLVQQTSHAQNVA
GMYQMPDRARITGSSVPIAMMHQHDGQLSQTMLTSYHPLONPMGKYPTPPSQHSYASTDKTPNHNGHLPGEHPYLTPSPESPDQWSSSSPNSASDWSDVTTSPTPNGSQRMPATHMPEQSHNGMQVYA

Salmo salar:

>XP_014025097.1 neurogenic locus notch homolog protein 2-like isoform X3 [Salmo salar]
MGQLPVFSSGKVLVIVVCCVRLSLALQCLDAVKPCVNNATCATFTNGTGYCRCAAGFLGDYCHHKDPCHPGYCLNGGNCSVAVSGIPGSPTCSCPLGYTGQHCQTPONSTCYPNNPCANQGVCTLLSLD
KYKCQCAHGWTGMRCNREDSCLSGPCANGGTCSSPPGGKFGCTCPPGYLGPRCLNDTDECAASAPVCONQGRCVNTPGSYRCNCAPGFTGRQCETPYIPCSPSPCLNGGTCRPTSETSYWCHCLPGENG
TNCENNIDDCPDHQCRNGGTCMDGVNTYNCQCPPEWTGQFCTEDVDECRLOPNTCONGGTCSNIQGSYTCVCVNGWSGLDCSENIDDCATAACTKGSTCIDRVASFLCVCPYGKTGLLCHVNDACISSP
CRDGAQCDTNPINGMFNCNCAPGYIGSTCNDDVNECIIGPNPCEHGGSCVNTDGSFTCNCARGYDGPRCETDINECASSPCONDGTCLDRIGDYSCICMEGFEGTHCEIDINECASSPCLNQGTCLDQV
KRYVCQCPLGFSGEMCQIDIDECSSTPCLNGAKCIDRPNGYECECAEGFSGPLCKENIDDCDPEPCHHGVCRDGIATFSCDCDPGYTGSICNVQVMECHSNPCQONRGRCIDLVNKYQCNCLPGTSGVNC
EFNVDDCASNPCEYGECQDGINEYKCVCAPGYTGAKCDVDIHECNSSPCMSGGTCVDKVNGFICQCPPGTHGPLCHSGTDHCAPQPCVHGDCVEQQSGYNCECDSGWVGQHCDQEKDECQSSPCQHSGS
CVDRLNGYSCQCRPGFTGVNCEFNMEECASSPCENHGTCVDGVNTYSCLCDPPYSGKHCEEELVPCASHPCERGGVCQPTPDYTFYTCRCPRGWQGPRCTEDVDECRKNPCONRARCINSQGSYVCKCR
PGYSGLNCQTNIDDCSPNPCLNGGSCVDEVGGFSCDCRQGFDGERCEAEVDECASQPCQONGAVCRDYVNSFVCVCRPGFDGILCEHNIPECTESSCLNNGTCVDDINTFSCRCRPGFYGTFCEYEQNEC
DSQPCKNGGTCTDGLGSYRCTCPVGYNGQNCQONFVNLCSQPLCONGGSCSQSETTWLCHCPVGWTGMYCDVPNMSCQDYAARNGIQVELVCKHSGRCVNVGNAHQCQCLPGYTGSYCNEMVDECLSNPC
RNGATCMDYQGTYECMCKAGYQGVNCEYDVDECHSNPCHHGGTCINLINRFSCACPPGTNGVQCEVNVDDCAPKPGSWELRCLNGGQCVDGVGRYTCSCPPGFAGEHCEGDVNECLSGPCHSPGSLDCV
QLANDYQCRCRLGYTGRHCESMVDLCQSKPCHNSGTCSMNMSSVHGYTCICQPGFTGFNCGEVEGYNCAKLRCONGGHCQETQVGRPHCRCQPGFSGPRCETVHSCQNRPCLNGGTCMKDPHYQYSCHC
PAHFSGRHCENVIFDPSPSTPASCPYVECEQHSGDKVCDPQCNSHECQWDGGDCSLHWRQPWVNCTAPVPCWELFRNGRCDPDCDNSGCLFDSFECQESAQSYCKYDKYCAAHYANKICDKGCNTEACG
WDGLDCSGDTPAEVADGTLVIVVLLOPEELMGDMRGFLRSLGTLLHTNLRVKMDDQQOKPMLYPYYGLEHDDGNEGQPSTMTLRGKRELDKEVIGSKVYLEIDNRKCSERSMDCFSSTELAASFIAAEYL
KSELPYPVVSVNSDPTEPYKPNFLLYLAVGAAVIILLI LVLGVLAAKRKRKHGVLWLPDGFLAKKDDK_DFGMKNFKTQDGGMI DGGQRWMEEEAPPKKVRTEDKPLLPMGVDGGVDRREWT
LOHHKAADISLTPPQTDLEADCLDVNVKGPDGFTPLMLASLRNGGASDCGLQAEEEEESGGDEPCPNAISDLITQGATLMAQTDRTGETALHLAARYARADAAKRLLDAGADANAHDNMGRTPLHAAVA
ADAQGVFQILIRNRATELDARMNDGTTPLILAARLAVEGMVEELVHCHADINAVDDHGKSALHWAAAVNNVEATLVLLKNGANRDMODNKEQTPLFLAAREGSFEAAQVLLDHYSNRDITDHLDRLPRD
TAQERMHHDIVRLLDQYNLVHSPHNGPNHMGGGHSSLVCGGNGAGYMGMRPGPQGKKSRRGGAKVGGVGGATAKELKDMKAKRRKKPTGGEGPAVGGASGNGTKAAGGLLESSVTMSPVDSLESPHLY T
GDAAGASKTTNSPLLGSPSSRPLLPPVSHMLGQQQSWVGLKHGYGGHMFSLLPQOMGSGHPSMSQHHGQGLLTPMNVTMSREQLPPIVTFOMMAPGGGQALLKQPQPGQOVOSQGONQGQPQSQQGPTHL
HCPQGMLYQMPNVSLQHSLSHSLPHPHGLAHGMVQDGQSRQQLPPYQAMQOSPVDKYPTPPSQHSYATAGSEGTTPGYPAHPPSEHPYLTPSPESPDPWSSSSPHSNSDWSDVTTSPTPLGNPHALPPLH
HTHIPEQLQPQSQQTQONPQQPQRGNMQVFEFA

Petromyzon marinus:

>XP_032815028.1 neurogenic locus notch homolog protein 1-like isoform X1 [Petromyzon marinus]
MEPRALLPLLRLLLLLLLALGARLSRGLQCQDSNQPCINGGTCETFANGTGICKCQHNFVGIYCQLDNRCASSPCONGGTCSTVVRGGVPDYACECPLGFMDPVCLTPADNACLGVPCHNGGTCRLLSL
HRFECHCLLGWSGKTCEKADPCASNPCAHGGSCRAVGSRYACACRPGFSGPMCRADVDECAASPCRNGGSCANVPGSYACACPAAYTGRHCETAYVPCAPSPCLNGGTCRQTGDTAYDCSCLPGFEGRD
CDVNVDDCPGNRCDNGATCVDGVNTYNCQCSPOWTGQYCTEDVDECQLOPNACLNGGTCHNTHGGYNCVCVNGWTGEDCSENIDDCATIAACFNGATCHDRVASFFCQCPLGKTGLLCHLDDACVSDPCH
EGAICDTNPINGKAICTCRAGFTGGACNQDVDECSIGANPCEHGGRCINTQGSFRCQCTAGFTGPRCETDINECNSMPCLNDATCLDKIGEFTCICMPGFEGRHCEIDINECQSGPCLNDGNCTDHVNG
FLCRCPPGFTGPMCQIDMDECASTPCLNGAKCVDRPNAYSCECTEGFAGLVCELNVNECQPDPCHHGKCVDGIASFYCVCSPGYTGFLCDSQLNECQSSPCONGGKCVDLVNRYHCQCLEGTEGVNCET
NFDDCAGELCQRGKCVDGVNEYRCLCDAGYTGLQCDVELNECESSPCHNGGSCKDLVDAFECVCLPGFHGPLCYSETDACYASPCLHGTCLDHGESYRCACEAGWTGPLCEVDIDECESSPCQNGGACQ
EHLDGYTCRCRDGFKGPTCQKNVNECVSNPCLNRGTCVDGVAGYTCLCTLPFTGRNCEAVMAPCASQPCHNAATCKESVNLSSFSCACPPGWRGATCSLDIDECAGAPCQHGGACMNTQGGFRCSCRPG
YTGPTCQTDIDDCSPNPCONGGSCTDGVGAFSCKCRPGFRGSRCETEVNECASNPCRNGGSCADYVNSYTCRCRPGFNGIHCEHDITECTDSSCLNGGSCVDGINAYTCLCRGGFTGSYCQFDIDECES
QPCQHGGTCLDGLGTYKCTCPRGYTGGNCQALVDWCSSSPCKNSGSCVQSRTSYRCDCHSGWTGLYCDIPNMSCDTAARNKGLSVSHLCRHGGRCIDAGNTHHCQCSRGFEGSYCEKEVDECTSNPCHN
GATCRNFLGSYKCECPVGYHGLNCDYEINECLSQPCONGGKCIDLVNRFNCVCPPGTQGILCEINTDDCNPGPDAPMPGPRCEFNGGSCVDGVGSFTCSCPPGFVGERCEGDVNECLSNPCDPRGSLDCI
QLVNDYKCQCRPGFTGHNCEVVINTCRLEPCRNGGTCMITVNTLLGFTCLCAPGYAGHACEDNAYACGNLSCRNGGTCLPDRAAGPLCVCPRAWRGPECQYHSGGGGGSSACASSPCENGAACYEEVRP
PFYRCVCPPLFTGPRCRVLGPKVPGDASSGRALPVPPPVLEESCPVAECESHAGDGLCDRDCNNHACAWDGGDCSLHFPSPWRNCSVRLOQCWLRFRNGECDEQCNSLGCLFDGFDCQLGMKNCNPLYNA
YCTAHYADQHCDQGCNSDECGWDGGDCAGEVPERLADGVLVLIMLLPPARVHNDSANFLRQLGSLLHATVRFKIDTNGQDMIFPYYGDEARGGGGPRLERAARSLSRFVREMERPLIGSKVYVEIDNRH
CYQTSDRCFSSAADAAAFLAAQATHGSLPLPLLGVSSEVPDVVTAPRVQVYVLLGLVLLVLMVVVLLGVLVGRKRRREQGTLWFPEGE T LGPPSDKK_DVGMKTLSQS SVEDSLIDGNQNE
AWLDGSVPSTKRRKLEEQGMLPEAEEPVDHRPWTQQHLEAADIRTAPALVLALTPPQGEADDGMDVNVRGPNGFTPLMVASFHGGGLDSSLCDEEESSDGLFEDGTDDGSANVITDLICQGAALHAQTD
RTGETALHLAARYARSDAAKRLLDAGADANLPDNMGRSPLHAAVSADAQGVFQILIRNRATDVDARMHDGTTPLILAARLAVEGMAEELINCHADVNKVDDLGKSALHWAAAVNNVEATLVLLKNGANK
DMQDNKEETPLFLAAREGSYETAKLLLDHFASRDITDHVDRLPRDIAQERLHHDIVRLLDEYNVVRNPSGPNGLASPPQANGAYAHGAKAGKKGVRRPGNKSGVAHDAAKCKKAQKKVNGGVASGGGGD
GAPLLGLDGSASLSPVNSESSQSDGTSPSLLTSPHVAHSLYASMEAVGCGPPRVGHPMAFRNGATIAVASGWINPMONVPLSQFTHQGHSLGLTSSHPQSNHRAMMS PLHPAMINNQHHOMLAFQQONLYS
PRNKPLMEAPQHHPEQARGGAFFQSKMPMIQPQSNLQAASQQOSQLLASVSQSNMFPSLOQOHQGIAVPMOSFVGSEFGESFASNDYKPNEKSHSQTSCVLTQTVPPPQEANPSVQSSQLAKREGAAPAE
QFPTPPSQHSRGEGSPGHAPPPGTPGEHPYLTPSPETPERWSTCSPRSGASDWSDGVSSPPGLAARAQRRPADPQOQLHNLQALM

Branchiostoma belcheri:

>XP_019643529.1 PREDICTED: neurogenic locus notch homolog protein 1-like [Branchiostoma belcheri]

MRSLFAVVLLLAAAGPALVQGLVCQANNSPCLNGGICETDSSGQGSCVCTDGWVGEYCQEVDPCASNPCRHGGTCVVHDNATWSCDCPLGYRDMICLTVVDNPCVTNPCNNGGTCELITIDEYRCNCQP
GYTGDTCDVVEHCYSQPCKNGGTCTSTESGYTCACLGGFEGSTCQTDIDECAGTNPCQSGGQCONTMGSFTCTCPKERTGRLCEEEYIPCSPSPCQHGGTCESVDTYEYTCHCMSGEFTGDDCEVNVDDC
VDHLCENGAACVDGVNEYTCTCPSEWQGRYCNEDVDECMQSPNICLNSGTCHNTVGGYSCVCVNGWIGDDCSENFDDCATAACFHGATCHDRVGFFMCECAPGKTGLLCHLDDACESSPCNEGAICDTN
PVNGQPICTCPDGYAGQLCMQDIDECSLGENPCEHDGECNNVPGSFTCTCTDGFTGDRCEVNINECASNPCONQGTCIDDIGEFRCACMPGFAGDLCETDVDECASSPCLNGICRDGINKYECECDPGY
EGTTCEVNINECASGPCRNGAHCTDLVTAYTCTCLEGFTGTDCEINIDDCQSNQCQHGTCVDEVASFTCSCEPGYNGPLCESPVDECDSDPCQONGGTCEDLVNGYRCNCLPGTSGDNCEVNQDDCTGNL
CVHGVCQDGLNTYTCMCDGGYEGENCESEIDECASSPCHNGGICHDLVNAFSCECPPGYHDLLCYSNVNECESSPCEHGTCQDGINDYTCTCETGYEGKNCDVNIDECASNPCQHEGQCDDGIGRYECQ
CLPGYEGVNCQINTDECGSNPCONGGQCLDGVNNYQCHCELPFVGINCQIELAPCNPNPCANSGSCIPSADYQTFTCDCAEGFEGETCADDINECQSNPCKNGAPCINLEGDFRCDCLTGFSGELCSVN
IDDCDPDPCHNGGTCNDGINSYTCSCMPGFGGTNCEEDIDECYSNPCONGGQCIDAVNGYACDCVLGFIGTNCQTNKDDCTSSSCEFSGGTCIDGINTFTCQCPPGFTGSNCQHEINECESHPCQONGATC
VDQTGYFSCICTYGYEGVTCQONQKDLCASDPCRNGGTCTQSGDRYECLCEDEWTGLICDMTKVSCAAAASERGVLLGELCQNGGSCVDTGNSHNCNCPAGYRGSYCSEEIDECASSPCONGAQCRDGLG
TYSCVCRAGYQGVNCEQEINECISNPCONGGTCIDMVNEYRCSCPPGTQGLLCEINNDNCFAGACYHDGTCVDGIGEFTCRCRPGYVGPRCEGDVNECLSNPCDAEGTQDCVQLENDYRCDCKPGYTGG



RCERTVDSCESDPCLNGGACSQSGNNYVCDCQPGFGGDNCELVCDRECKNRGQCLYTDGEFRCSCPSNYAGDSCQFHESNPCFSLPCYNNGECQQTGIDSYRCMCPEDYNGLVCEIYIPDVTPGPGVTM
IPPHIEPSCPFEHCASKARDGRCDEECNIHECDWDGTDCALGNNPWANCTSSLQCWNYFSNGHCDQQCNNEECLYDGRDCEENPHPTCNPVYDTYCGNFFRDGNCDSGCNNLECGYDGGDCDEDYPPVT
AKGYLVMIVAAPPEVLLNNSISFLRMLSIILRSSMSFKVDDEGNPMVYPWYGEEVDETISKRAIRSVFRALSGRYRRATESEVQGSIVYLEMDNSKCYRVHDDCFETAKEAADFLAALFLHNGLSQLNY
PVKSLYSGDDPEPPSTPTEFNPLYVVVAAVGILLVMVGLGVLMTTKRRRESGQLWY PEGFKLTKESRKDARRS TR_VGMKS FTPQGATAANVDDNDNETVRDSSAWEDDMVPPEAKRMKTQQP
TPGSDATADQTLSDYDDTDHRQWTQQHLHAADIRNPACLAQVALTPPQTEGEADPCSVDVNVRGPDGLTPLMLASFRGGGLEYVEDHQEDGEDESANVITDLLMOGANINAQTDRTGETSLHLAARYAR
ADRAKRLLDAGADANARDNTGRTPLHAATIASDAQGVFQILLRNRATDLDARTNDGTTPLILAARLAVEGVVEELLNSHADANACDDNGKSALHWAAATNNEEAVISLLSHGVNKDVQDNKEETPLFLAA
REGSFQAAKILLDHYANRDITDHMDRLPRDIAQERMHSDIVKLLDEYNLVRSPSQAAANCONSFGGHHFMNGPTTKQORAKPKRPNKGMOHHT IARADASKMRRKKKLEGTGTMPRHMDSTALSPDGSL
GGSPHGYNTGETPPPNSMYGVGSQHLALSHPNLHGVDTVPHTTSTPQIVNSFSFTNGQPMPRLSHHTADSNSHQDQSTLRGGETGLGLHLDPPVSVPSDWLASLDSRNHHYTQFSPRMHMTHAGLNHMP
QQOSQSPPSGLLSPPHSHGSITGGSPAQMAAFQALSSSNAKQQQLAHQSNHHNNHRMYHDQHGNAHGGSPLGGGGRMHDPGIPLNVIPPGELPPHSHQTVLPPGSCAQQFSSNNPAEQLPTPPSQHSHGN
PQSHECTPTHYLSHAETIVPENYLTPSPDSPDQWSSSSPHSATSDWSDGISSPPAAQSQRQPYIPETHNTROQGGHSALPVET

Drosophila melanogaster:

>NP_001245510.1 notch, isoform B [Drosophila melanogaster]
MQOSQORSRRRSRAPNTWICFWINKMHAVASLPASLPLLLLTLAFANLPNTVRGTDTALVAASCTSVGCONGGTCVTQLNGKTYCACDSHYVGDYCEHRNPCNSMRCONGGTCQVTFRNGRPGISCKCPLG
FDESLCEIAVPNACDHVTCLNGGTCQLKTLEEYTCACANGYTGERCETKNLCASSPCRNGATCTALAGSSSFTCSCPPGFTGDTCSYDIEECQSNPCKYGGTCVNTHGSYQCMCPTGYTGKDCDTKYKP
CSPSPCONGGICRSNGLSYECKCPKGFEGKNCEQNYDDCLGHLCQNGGTCIDGISDYTCRCPPNFTGRFCQDDVDECAQRDHPVCONGATCTNTHGSYSCICVNGWAGLDCSNNTDDCKQAACEFYGATC
IDGVGSFYCQCTKGKTGLLCHLDDACTSNPCHADAICDTSPINGSYACSCATGYKGVDCSEDIDECDQGSPCEHNGICVNTPGSYRCNCSQGFTGPRCETNINECESHPCONEGSCLDDPGTFRCVCMP
GFTGTQCEIDIDECQSNPCLNDGTCHDKINGFKCSCALGFTGARCQINIDDCQSQPCRNRGICHDSIAGYSCECPPGYTGTSCEININDCDSNPCHRGKCIDDVNSFKCLCDPGYTGYICQKQINECES
NPCQFDGHCQDRVGSYYCQCQAGTSGKNCEVNVNECHSNPCNNGATCIDGINSYKCQCVPGFTGQHCEKNVDECISSPCANNGVCIDQVNGYKCECPRGFYDAHCLSDVDECASNPCVNEGRCEDGINE
FICHCPPGYTGKRCELDIDECSSNPCQHGGTCYDKLNAFSCQCMPGYTGQKCETNIDDCVTNPCGNGGTCIDKVNGYKCVCKVPFTGRDCESKMDPCASNRCKNEAKCTPSSNFLDFSCTCKLGYTGRY
CDEDIDECSLSSPCRNGASCLNVPGSYRCLCTKGYEGRDCAINTDDCASFPCONGGTCLDGIGDYSCLCVDGFDGKHCETDINECLSQPCONGATCSQYVNSYTCTCPLGFSGINCQTNDEDCTESSCL
NGGSCIDGINGYNCSCLAGYSGANCQYKLNKCDSNPCLNGATCHEQNNEYTCHCPSGFTGKQCSEYVDWCGQSPCENGATCSQMKHQFSCKCSAGWTGKLCDVQTISCQDAADRKGLSLRQLCNNGTCK
DYGNSHVCYCSQGYAGSYCQKEIDECQSQPCONGGTCRDLIGAYECQCRQGFQGONCELNIDDCAPNPCONGGTCHDRVMNEFSCSCPPGTMGIICEINKDDCKPGACHNNGSCIDRVGGFECVCQPGEV
GARCEGDINECLSNPCSNAGTLDCVQLVNNYHCNCRPGHMGRHCEHKVDFCAQSPCQONGGNCNIRQSGHHCICNNGFYGKNCELSGQDCDSNPCRVGNCVVADEGFGYRCECPRGTLGEHCEIDTLDEC
SPNPCAQGAACEDLLGDYECLCPSKWKGKRCDIYDANYPGWNGGSGSGNDRYAADLEQQRAMCDKRGCTEKQGNGICDSDCNTYACNFDGNDCSLGINPWANCTANECWNKFKNGKCNEECNNAACHYD
GHDCERKLKSCDSLFDAYCQKHYGDGFCDYGCNNAECSWDGLDCENKTQSPVLAEGAMSVVMLMNVEAFREIQAQFLRNMSHMLRTTVRLKKDALGHDI I INWKDNVRVPEIEDTDFARKNKILYTQQV
HQTGIQIYLEIDNRKCTECFTHAVEAAEFLAATAAKHQLRNDFQIHSVRGIKNPGDEDNGEPPANVKYVITGIILVIIALAFFGMVLSTQRKRAHGVTWFPEGFRAPAAVMSR_MRNLNKQ
VAMQSQGVGQPGAHWSDDESDMPLPKRQRSDPVSGVGLGNNGGYASDHTMVSEYEEADQRVWSQAHLDVVDVRAIMTPPAHQDGGKHDVDARGPCGLTPLMIAAVRGGGLDTGEDIENNEDSTAQVISD
LLAQGAELNATMDKTGETSLHLAARFARADAAKRLLDAGADANCQDNTGRTPLHAAVAADAMGVFQILLRNRATNLNARMHDGTTPLILAARLAIEGMVEDLITADADINAADNSGKTALHWAAAVNNT
EAVNILLMHHANRDAQDDKDETPLFLAAREGSYEACKALLDNFANREITDHMDRLPRDVASERLHHDIVRLLDEHVPRSPQMLSMTPQAMIGSPPPGQQOQPQLITQPTVISAGNGGNNGNGNASGKQSN
QTAKQKAAKKAKLIEGSPDNGLDATGSLRRKASSKKTSAASKKAANLNGLNPGQLTGGVSGVPGVPPTNSAAQAAAAAAAAVAAMSHELEGSPVGVGMGGNLPSPYDTSSMY SNAMAAPLANGNPNTGA
KQPPSYEDCIKNAQSMQSLQOGNGLDMIKLDNYAYSMGSPFQQELLNGQGLGMNGNGQRNGVGPGVLPGGLCGMGGLSGAGNGNSHEQGLSPPYSNQSPPHSVQSSLALSPHAYLGSPSPAKSRPSLPTS
PTHIQAMRHATQQKQFGGSNLNSLLGGANGGGVVGGGGGGGGGVGQGPONSPVSLGIISPTGSDMGIMLAPPQSSKNSAIMOTISPQOOQQOQ000000HOQ0000000000000Q0LGGLEFGSAGLD
LNGFCGSPDSFHSGQMNPPSIQSSMSGSSPSTNMLSPSSQHNQQAFYQYLTPSSQHSGGHTPQHLVQTLDSYPTPSPESPGHWSSSSPRSNSDWSEGVQSPAANNLY ISGGHQANKGSEAIY T

Hydra wvulgaris:

>XP_012554603.1 PREDICTED: uncharacterized protein LOC100208285 [Hydra vulgaris]
MVEFYMLLLFHVLWMVACNTNVKGYVDSKQNNEFYAANYKCPNGWQQRCEKCYLYVNESKQWTDAQYYCKQONGGNLVTIKEDAVNLFLARYVQYSSRLAITIWTGLHARKVHKEFQWVDNSESVHYEFRW
LPGQPNMVTLDEGCVEMYTKSRQYLWDDVSCSKESPFVCQTDGCIIGTQRCDNGKCVSKHLFCDSKNDCGDFSDEKNCTKCNEHY TAQEGSISSPNFPQHYGNNRDCTWLIEVESSYIIEIKFLEFFIE
NSFDWVEVFDGPTLASKSFGKFSGNFKPEVILSSSSKILVHLKSDKSTSDKGFFARYKAVKKGCNVDLIINSNKPEYISSPNFPLNYPDNTKCEWTIRNEDPSKILTFQLLELETEENDFIEVRDGLTE
DNALLGKFFGNFSNIQKRHIFTSNFKMHVKFQSNFQLNQKGFRAVIFSGCTATINATHGTISSPNFGVGNYPNNILCSWTVHAQTDKEVSVIFHSFDTEYKQDTVVLRTCDDVMIKECYGSNKTTLGKE
MLPLEPIVFNSSCFKVIFKSDETYSLEGFNATFSIGCPMLPAINGGSFRQDQKFYGASVEYKCDSRFRIKSENGNVRKCMYGGNWSEPAPFCEEINCGHPGTIENGGFEIYPLNSTEVFMTSVKYSCNV
GYILVGEPNRVCQVNSTWSGGVERKCEVLKCPDPGTPVNGTRSGNEFNVGSSITFSCEKGFRRHGARTITCGITGKWSSETPLCKVVVCQLPSFSLNTIISSSSIGFNTPYKTVLHISCKKGFELIGSV
NITCTESGAWKPDVPQCIDINECLNNPCRGLGSQCTNLMGSYKCTCKSGFRQIDETTCEDIDECKSSGKTVKCNQKCTNIDGGYFCSCEDGYFLYDGDNKTVNRVEAEESFVNHTCLGNPCKLPKIPEN
GYILNYGNRYPTEITFQCDKGWIVDGDLSIKCLKNGSWSGSISDCIAARCNPLPDVPNSSSVVDGGLVKGQYSQGTIYTYTCINGYEIISGNSKRMCSQNATASFWSGSSPVCERVSCGPLENPKNGHV
NITGDKYGDSSKFFCDGGYIITGNDSSTCQANGRWSASSPFCLASPCPDPGIPINGEIIGLISLDQTITFRCLVNGSILIGDNKRTCIFNKSTGLNQWNGSQPFCKDTSTPTFKFCPMSTIEFTLPQSE
KSMMVNWTLPTLTDNVHNLLNITVSPDYVSPMVMPAGLNIITYTATYKDGSTAVCEVKINVODKEIPKIFCPKNIVIKSDLSSKVEWSDGIYTDNVGIKNVIFNPPNGTILESNKYHKVTMTVEDISGN
SDSCVMEIYVEGCGCTQRTCDYKQRNGQSVCTIAPGVVPDTVIISCNLNCFQONKTTRFVSNTEFEKTSNVMCIPNKGWENKSPSGCVERKPLISCLKGSLSIDFTTTGDNTNEKPFLDIFTFLNNLKNS
TCSFIYQTGNLISNGTSVAGDFKILSHDDGVIPLLNGHLEECKTILLKDLDLFKTNLLQLTSSVDIKLLNISSCCPLNKSYCCPTGHLIKTTGLTVKASYCIPCGLGMYHNSTNNKCLNCPVGFYNDLE
FADQCKRCPNETNNLKVQSDSCTKMCAAGSYSSTGLEPTCRKCDYGEYQSQVGAYNCIKCPYNLTTSRSGSENISECKAQCSPGTYSSTGLEPCTKCAKGLFONEIGRSYCKLCPSGGIYLGMEGATSE
ANCPSKNACDEKPCRNGATCNAGNYSYTCTCKPGWTGVNCEVDIDECASSPCGRHGTCTNLINDENCTCIKGIIGKQCETNIDDCKNDTCRNGGICNDLVDDFKCLCAAGFEGKRCEINKNECEPNPCL
KNSTCEDLINDFKCNCIPGYVGKLCDVDIDECAMSPCFNNATCVDKVNAFECKCQPGEFNGTLCETDIDECSTQPCANNGSCIDIVNGFLCKCIDGFRGSNCSINIDECDPSPCLHNSTCVDQINGFQCE
CSPGYFGLRCETEINECESQPCSNNATCVDKINDYQCLCNIGFEGKQCEIDINECQPNPCVNGSCKDLVGDYLCECQPGFDGRNCSNLIDNCFSLPCKNNGNCTNKVNNYTCTCQAGFSGSDCETNINE
CDPDPCNSNALNCTDLINGYICYCKLGFRGENCSEIIDNCNPQPCRHNSTCTNRFVTNDFHCNCSLGYEGDRCEIEIDECKALPCKNGGNCTDLPGKYLCTCPPGFTGVDCEINIDDCKNVSCLNGGKC
IDLINSYVCECPVTHKGKHCEKKIPDDVDITFPGGDGSYIKHCVKGNASKEFSISLWFRFLGRSRGVFLNLGFGCETVRPFLIMSHSSIRFQFRNQFSFVMIDNLKINNEKLVINNGVWHHIYIALSSV
TLNFKVVLDGIIVQEEQKAELSGMTFFNESGTILIGKSLLDGKLIESGFIGDVSQVALFKRVLDSTEIAGLVRNCSRNISDSIIPWVGLMADAGPNVSLLETWTCGTNVCPPEFTGKFCQTKIDKIPPT
VVFCPSPIKVYTEESSVFVTWKEPQFDDDVAVVEVIRSHSPNGLFSWGDYVITYIAKDAFENSVSCTFEINVTPFNCSEFQTANNSIHACGTWKYGRFCDYKCHEKYELAVPKPPFYVCGRPGTWSHGP
PTYPENPDLLVSECTATTPFNTITTNKISFPTSSCDDSFKNDEFVESFKQLITELQDVWSICGTTCDFKNIKVSCKPDAKRFRRDMDPKWTGPKFILDISFDATNETNLAKIQNGIKTKEFNMTVIVNNV
SISSDLLNVEVKTVCNNGSILKNDICVKCPAGTFKNVTNELCEKCPFGSYSKEAGSEMCINCPANTTTTSEGSTEEKSCKVKCLFGAY LENNECKDCPIGFYKETAGFEKCQPCALGLTTKKTGAVTKD
QCKNDCTLGQELVNNTCQPCRMGYYRNNDSQPVCLPCPYNQSTYQLGATSPVCYAVCEVGKEISSDGLKCMECAIGYYKNDNNAKTCSKCPAGLTTKQLASTSIDQCIEKSSDSKYYDVQVAITSLTWS
DNLYNQNSVEYRDVAYKIIESVYGVYLNMSYLLFVNITKLSSGSVVANLTLGFNSSVKDPLFAFDSAVKSQQFYKLTVDPDSLIADRCKHIVCPMEQVCSYDTRVECKCTVGKQKSPDGEKCYDTCELK
GCPEGQECFSNSTFNECRCKDGKVLSSDKKECIYTCELKGCPEGQECFSNSTFNECRCKDGKVLSPDKKRCINQCSLHYCKNGGSCQLKETGPVCRCSKNYSGDQCQTLQTKSNALMIVLVSLSTVAVV
LIVIYVLKNRKKRIYNECRNDLMYDDEKSLELSVKNSNLDKKSVTLTRYDHLRSSEKLGRINGGATFDDNSPAPLIRNSDQKR

Nematostella vectensis:

>XP_032230096.1 neurogenic locus notch homolog protein 1 [Nematostella vectensis]
MWSVLNIFWFLTIFVNAKAAGFYYQRLKTSEGKTCRPRLEAKLYPKYCGSHTPCENIKDCTKPNDQCICDEDCGNICTDPTTNCTTGWCTNGGVCSEAGGVVTCSCPKNFTGARCEIDVDECTTLSQPC
ONGGTCSNVYGGYMCRCITGWDGADCSVNIDECKQONDPFPRCQHGGTCVDKIGSYTCICPPGKTGLVCNFDDECASNPCSANATCVTSFSGKASCICNSGWTGKNCDVDIKECEGDSSPCYHGGTCRDI
PGSFVCDCVPGFAGARCEDNINECESNPCVHGLCLDYQNKFECACSKGYTGRLCDVEINECDSNPCLNGGQCHDGLGNYSCTCQVGYVGEICQTNYDDCASNPCONDGTCQDGIAQYTCLCPLGFTGKS
CETNTNECAGNPCMNMGTCIDGINSFRCQCPLGFTGNRCETEIDECESSPCONGGTCKDKINGYVCICPPGASGTHCENDPNDCPANACQNGGVCIDGMNTYSCKCHPGEFTGFSCGVPVNECASSPCRN
GGTCEDGVAQYYCRCRDGYTGKNCEVRIDSCIDHTCONGASCVSSTPYAYSCQCKPGYTGQYCETDVDECAARPCVNGACVDGVNGFICRCDPGFTGDRCQINVDDCQSSPCVHGGSCIDSINTYTCQC
PKGFTGPRCEIHINECSSDPCQHGGTCSDRIGSYSCYCRPGYTGSNCQHPLDRCANDPCRNGATCRRTGEDLSDFHCECPLGYKGTICDVKEVSCAVAGTICANGGTCFDSNGVQSCTCKPGFTGSYCR
TNIDECAKGPCKYGATCHDAVANYTCTCTAGFTGKNCDININECASNPCQRGSCLDLVNGYLCSCPKGYIGKHCEVNADDCEFVNACFNGGSCVDGIAEFKCTCPLGFSGSRCEVDVDECASSPCSALGT
EKCINNIGAYHCQCKQGFLGRHCDLNINECLSYPCRNGGECKDGAGEYTCLCPHGFSGDDCERRVYTCSDQPCLNSGTCRTVHNTYNCSCRPGVYGKQCEWNKDECLSAPCRNGGTCIDGYGSYSCKCP
LGFAGANCEESINECLSQPCKNGGSCRDIVNGYKCDCPSKMIGKNCETVVKDQCPVPNCAKKFDGGKCNPKCNTHECNWDGTTCSLGIEPWSNCTTVTKSGKACYQVFANGVCDRECNTGGCLEDGEDC
KPSVPKCGADKYCAARFANAECDAICNNVACQNDGLDCSFKKPEIVEGTLVLVLLVVPEAFMNGSRVFMRELSRTLNTIAFIKKDSEGKELVKVYPLPPSAPVPAERRKRSAEKIWFIDSDLTESHRER
RAAVQKNGVQVQINLDNRGCETDCFQSTEQAAKYLGAQQSTGKLNLPYPVYSVKTEEKPTVEPETGFQPEPLWIAILCVGVPLFIVGVLAGGKRVYTKLWLPEGFVRRPVHQRRS L_HSMRS
MNKSSDLEEEGAVGGDLTPPQEARDAKRVKLEEVDESQRVKVSEKEKDTRQWTRLHREAADVTVRNCTALALTPPQEGESEKPGIDTGVDARGPGGFTPLHLASCRGTLVDGCSIDDDKESDDSGGAMV
SDLLALGASYGARTDIEKETPLHLAARHSRADAAKRLLHAGADPNARDKLGRTPLHLAVGADAQGVFQILLRNRTTDLEAAMEDGTTPLILAARLDLLDIVKDLIKASCKVNNVDAQGKSALHWAAAVN
SHEVTSELCKNGAKKDMQDDKGQTPLFLGAREGSLEAVRILLLSYANRMIADNMDKTPEEVARQRAHNDIVELLSDWS IGCNSPKAAPAPTSPPDORSPLNGTASPPSMDQISGNKVVTHFPVSAGTTR
PKTNSTSTRGARSKVQNENGAKRKRKRRKDDDLPHGNRKASQGGASSTYSPYGKELSPCSSGANFSPPAFSVVNGLSPQGSSATGISPSNSTTLSPQQHSSLDANSPQFPLSDSPFDDGYLDLDIFEDL
TDQDLHGDFASPACGLRGSTSDLHDSISMLPETTIGPVPQDSSVPTTSACMYLPRHSVAPFGHTAPRLYSAHSSPNLCADNESRQLIVAHSINGYPSNQSSIQACKLSNRLEEHVMMETTLHHNNQSMC
VPVESGMFREKHHTPPSAHSYGTSSYDSSPQKLPISYLTPSPESPKDWSSSPSSHSDWSNC

Amphimedon queenslandica:

>XP_019853114.1 PREDICTED: neurogenic locus notch homolog protein 1-like [Amphimedon queenslandica]

MDTRTKAAILYLLVGCWLSFSVAQNLCFVNTCSNNGTCYIENGSDVCMCPPSYTGMTCEIEVVSGCQSTTCKNGGTCNDEDGVVRCDCLPIFTGQFCDSLLNGCDSNPCENEATCSNFFGAFVCSCPPG
FTGRQCETDNNDCASNPCADGGTCIDEVNGYTCECPPGFTGSNCSINIDDCRGSDVECHNDGECLDLVDDYYCDCTEEFGGRNCEIESDCPLDNLTQCENNGFCHRNTSSCSCITGYTGTYCETELNEC
DSNPCNNGTCVDKIGSFSCNCFPGYTGQQCEEVIDMCQPQPCYNGAMCVSSINGFDCFCRQGYTGQFCQVDIDECLSSPCONGGNCTEMVNGEFSCGCLPGYSGTQCEIDSCSSQPCONDGTCIANGLTY



SCVCSLDYTDENCTTFITPCYFEPCLNGATCINEDLDNYTCSCLPGFTEEDCSVNIDDCGSNPCQNEGTCIDLVNDYQCDCSAGYTGSDCQTDIDECLMTPCFNNGTCTDLVNSVSCECPPGENGSLCQ
NNINECSSSPCSSGSTCIDEIDDFTCLCPMGLTGTQCDISIIDCSDMPCGNNGTCTDTPGGYECSCSSGYTGVHCMVNINDCLPHPCNNGTCIDGINEYVCICPEDY TGDNCETPIDHCDSNPCSSLAT
CITNPGGYQCICPIDFTGTDCFDQINDCQPNPCNNGGTCSDLIGTFNCSCPLGFEGSICEYDINECASLPCLNGGNCTDLVNGYSCSCPHGEFNGTNCENSTITTCESVVCENGGMCDDTPTGFECLCPN
GYTGPYCQONNIDDCLSNPCLNNATCIDEIANYTCECTEGFDGRNCAIDTDLCSPQPCFNGGTCSETSDSFFCTCPLGYFGSHCQNTLDPCSSSPCLNSGICTNVNGTNFSCACSQAYGGERCEIKLEPD
CLDMPCLNNGTCAELVGSGNIGGSGAGEPGPRIYCQCPLGYAGEFCENITDLCVSSPCKNNATCIGDSANFTCTCLPGFTGTLCETELTGCHTELYPCLNGGECMEMDGQFMCNCAPGFTGPLCGYGIN
ECRNQPCLNGGTCRDFFRYYVCICPPNFTGTDCESMIDPCTNIDCNNGSCIGDMGTYTCQCDPGWTGLQCESEINECDGVDCTNGTCVDLINNYTCQCSDGFTGQFCEINIDDCAGINCNNGTCVDGIG
SYQCDCLLGYTGPSCDTIIDDCAGMPCMNNASCIDLENNYTCVCSDGFTGRFCEVNIDDCLNINCNNGSCEDLINDHMCNCEFPGFTDQRCETDINECDGNPCNDGTCTDGINSFSCSCPPDYTGDTCDT
EINLCLMEQPCLNNGTCTSDKIEGIPIYNCSCSVPLYSGDNCEQINSCSLSPCQONNATCTGNLTTGDYTCHCSENYYGTHCERFDYCHSNPCONDGTCINGSPGNLISDTFLCICMPQFNGSDCSMELS
PCSIDPCMNGGTCVEDGSTRYCQCPVGYTGNNCSEVFSSDTPYFNGDSYTLVPYSPNNNNSQSLINLHFRTSSQSGLLLY ISEEDHSSYLSLGIEAGLLSLRMRQEGSFIQSVARYHPVSDDRWHYVEV
TONGLEIKTEIDGYPNSTSLIDMFLIFEPAVTYIGGFDNYTSLPSAVLQSSGFIGYINATIQLGGEALHIIDDSIAGRDIAHGEAAGSCGPETCSNGGICVEESQSSFLCLCPIGFRGDTCEQDTEIIV
PYFNTRSYAIVSNDAFSLYGGIDIDITLHTSSPNGLIYYLYDSTNVTINDYFTLYLEEGGIGIEYSMEGSAHIVSYQGNVSDNEWHLMTVQLNTSGLYLILDGSLVLYSNNATLSSIYLTSPLFLGGLPN
GLIADSVSGSGLNGCIRDVQISNTSLGLIENNVLYGLGLLECPQSLCPLVQCLNGGTCVDSDVSVFGFECSCPSGYNGTYCEVLLSTCIPNPCLFDGVCTDFNNMTYSCQCTLGRQGRICDEELNITVP
AFYGNSYLAYSSLSSITNVQSNLILSLTFKPTSPSGLLLFNGHSNTDFSQYVSISLVNSSVVYKFDLGSGLATISSPITLGLNQWHTITAYRTGRVGFLRVNDEELLTNTSLGTLNGLNIAGDMWLGGT
DRFNIISQHAGVGTGLTGCISSVSVNGISINLVSSAERGLNIGECNMTSCSSFPCENGGTCTETGSSFICQCPAGYEGGLCGLQTFSCLSSPCGNGGTCIEGVAEGGYNCLCPLGFGGNNCNEMLQVST
PSFNRTSYQEYSSPAPISLSTIISLSFHPTSSNGLILYIGDVSTTRDFLSLSLVSGRIQLRYDLGSGPAIIASPSVIPLNQWTSVTVNRVRKDGVLVVDSVSTNGSSPGFAGLLNPAGNLYIGGGAGGV
GGYQVSPNAGSHVGLTGCVDTATLRVNSFGLGAVISSRGVIQCQVDPCSHSPCONGGSCVSSDLTYSCVCPLGYSGDQCQEISNATEGAAISQCPTSVACNVNPCLNGGKCIAVLVNGIIEERCQCSLP
FAAGAKCEQRVSFSSAFFAGDGYLLFPAVNIPLSSITIHTEIRLSIIPSNGSGLLLYIGHANPSTGNYLLVGMNEGVLEFRFQLGSGVGLVETSQPLATIGQQHNITLLRTDYRGRILMSQGNTTVETDG
MSQGSSRHLNLSPYDFVLFLGGAPNVPLISQQVYQTGFSGCLVSVVQLGYSMNPEPVPFDTSSVGENVTTCS
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—-PVF-SSG-KVLVIVVCCVRLS-—----— L--—-—- ALQCLDAVKPCVNNATCATFTNGT

-GLQCRGASEPCLNEGRCITSDDGS
-ALQCMDDSKPCVNEGKCIPYQNGT
—ALQCRGGQEPCVNEGTCVTYHNGT

—--LRPALLW-ALLALWLCCAAPA------ H-===—- ALQCRDGYEPCVNEGMCVTYHNGT
--LRPALPW-ALLALWLCCAAPA------ R-————- ALQCRDGYEPCVNEGMCVTYHNGT
SVCTIAPGVVPDTVII S

DVCMCPPSYTGMTCEIEVVSGCQSTTCKNGGTCND----EDGVVRCDCLPIFTGQFCDSL

TYCACDSHYVGDYCEH--RNPCNSMRCONGGTCQVTFRNGRPGISCKCPLGFDESLCEIA
GSCVCTDGWVGEYCQE--VDPCASNPCRHGGTCVVH---DNATWSCDCPLGYRDMICLTV
GICKCQHNFVGIYCQL--DNRCASSPCONGGTCSTVVRGGVPDYACECPLGFMDPVCLTP
GYCRCAAGFLGDYCHH--KDPCHPGYCLNGGNCSVAVSGIPGSPTCSCPLGYTGQHCQTP
AYCKCPDAFVGEYCQL--QNPCQETVCLNGGSCKV--SPDLSKGVCTCAPGFSGENCKQP
GYCKCREGYLGDYCQY--RNPCESNTCKNGGTCET--TSLIGKATCKCAPGFTGEDCQYS
GFCRCPEGFLGEYCQH--RDPCEKNRCONGGTCVP--QGMLGKATCRCAPGFTGEDCQYS
GYCKCPEGFLGEYCQH--RDPCEKNRCONGGTCVA--QAMLGKATCRCASGFTGEDCQYS
GYCKCPEGFLGEYCQH--RDPCEKNRCONGGTCVA--QAMLGKATCRCASGFTGEDCQYS

CNLN------ CFONKTTRFVSNTEFEKTSNVMCIPNKGWENKSPSGCVERKPLISCLKGS
LN-GC-DSNPCFNEATCSNF-FGA-—-—--— FVCSCPPGFTGRQCETDNNDCASNPCADGG

MWSVLNIFWF-LTIFVNAKA---
YTCACANGYTGERCETK-NLCASSPCRNGA
YRCNCQPGYTGDTCDVV-EHCYSQPCKNGG
FECHCLLGWSGKTCEKA-DPCASNPCAHGG

VPNAC-DHVTCLNGGTCQLKTLEE
VDNPC-VTNPCNNGGTCELITIDE
ADNAC-LGVPCHNGGTCRLLSLHR:

QNSTCYPNNPCANQGVCTLLSLDK-----— YKCQCAHGWTGMRCNRE-DSCLSGPCANGG
VASVCSLTQPCMNGGTCRLLTLEH------ YECICPFGWRGKDCEFI-DACASQPCANGS
ESHICYVSQPCLNGGTCHPHSQET---—--— YECVCPPGYTGKDCQWI-DACTSQPCANGS
TSHPCFVSRPCONGGTCHMLSRDT———--— YECTCQVGFTGKQCQWT-DACLSHPCENGS
TSHPCFVSRPCLNGGTCHMLSRDT YECTCQVGFTGKECQWT-DACLSHPCANGS

TSHPCFVSRPCLNGGTCHMLSRDT-—--—-— YECTCQVGFTGKECQWT-DACLSHPCANGS

LSIDFTTTGDNTNEKPFLDIFTFLNNLKNSTCSFIYQTGNLISNGTSVAGDFKILSHDDG
TCIDE--VNGYT CECPPGFTGSNCS

—-YQRLKTSEGKTCR

—CSCPPGFTGDTCS
TCTS-TE-SGYT--------— CACLGGFEGSTCQ
SCRA-VG-SRYA---—-—--— CACRPGFSGPMCR
TCSSPPG-GKFG-—-——-—-—— CTCPPGYLGPRCL
TCLP-NE-NQYS-------- CTCQAGYTGLKCE
TCTV-SG-HKFS —-CICQSGYTGQKCE
TCTS-VA-SQFS--—-—--— CKCPAGLTGQKCE
TCTT-VA-NQFS-------- CKCLTGFTGQKCE
TCTT-VA-NQFS-------- CKCLPGFTGQKCE

*

VIPLLNGHLEECKTILLKDLDLFKTNLLQLTSSVDIKLLNISSCCPLNKSYCCPTGHLIK

INIDDCRGS DVECHNDGECLDLVDDYYCDCTEE-—
PRLEAKL YPK--
YDIEECQSN PCKYGGTCVNTHGSYQCMCPTG--
TDIDECAGT NPCQSGGQCONTMGSFTCTCPKE-—
ADVDECAAS PCRNGGSCANVPGSYACACPAA--
NDTDECAAS APVCQONQGRCVNTPGSYRCNCAPG--
MDVNECTSP GLCKNGGTCENLPGSYRCQCHPG--
IDVNECATS GLCHHGGTCINLPGSFRCQCKPG--
ADINECDIP GRCQHGGTCLNLPGSYRCQCPQG--
TDVNECDIP GHCQHGGTCLNLPGSYQCQCPQG--
TDVNECDIP GHCQHGGTCLNLPGSYQCQCPQG--
TTGLTVKASY-CIPCG----— LGMYHNSTNN--KCLNCPVGFYNDLEFADQCKRCPNETN
FGGRNCEIESDCPLDNLTQCENNGFCHRNTS---SCSCITGYTGTYC-ETELNECDS---
YC--———mm—— = GSHTPCENIKDCTKPND---QCICD-EDCGNIC-TDPTTNCTT---

YTGKDCDTKYK--PCSPSPCONGGICRSNG-LSYECKCPKGFEGKNC-EQNYDDCLG--~—
RTGRLCEEEYI--PCSPSPCQHGGTCESVDTYEYTCHCMSGFTGDDC-EVNVDDCVD--—
YTGRHCETAYV--PCAPSPCLNGGTCRQTGDTAYDCSCLPGFEGRDC-DVNVDDCPG--—
FTGRQCETPYI--PCSPSPCLNGGTCRPTSETSYWCHCLPGFNGTNC-ENNIDDCPD---
YIGQRCESPFI--PCSPSPCMNGGTCRQTSEFAYECNCLPGFDGKNC-ESNIDDCPS—--—
YTGHRCESNYV--PCSPSPCMNGGTCHQTSDFTFECNCLPGFKGSIC-EKNVDDCPN--—
FTGQHCDSPYV--PCAPSPCVNGGTCRQTGDFTFECNCLPGFEGSTC-ERNIDDCPN--—
FTGQYCDSLYV--PCAPSPCVNGGTCRQTGDFTFECNCLPGFEGSTC-ERNIDDCPN--—
FTGQYCDSLYV--PCAPSPCVNGGTCRQTGDFTFECSCLPGFEGSTC-ERNIDDCPN--—
* *
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NLKVQSDSCTKMCAAGSYSSTGLEP--———=-=———===-———- TCRK-------— C-DYGEY
NPCNN-GTCVDKIGSFSCNCFPGYTGQQCEEVIDMCQ---PQPCYNGAMC
GWCTNGGVCSEAGGVVTCSCPKNFTGARCEIDVDECTTL-SQPCQNGGTC
HLCONGGTCIDGISDYTCRCPPNFTGRFCQDDVDECAQRDHPVCQNGATC
********** HLCENGAACVDGVNEYTCTCPSEWQGRYCNEDVDECMQS-PNICLNSGTC
********** NRCDNGATCVDGVNTYNCQCSPOWTGQYCTEDVDECQLQ-PNACLNGGTC
—————————— HQCRNGGTCMDGVNTYNCQCPPEWTGQFCTEDVDECRLQ-PNTCQNGGTC
********** HKCONGGTCVDGVNTYNCRCPPQWTGQFCTEDVDECLLQ-PNACQNGGTC
HNCONGGICVDGVNTYNCRCPPQWTGQFCTEDVDECQLQ-PNACQNGGTC
HKCQONGGVCVDGVNTYNCRCPPQWTGQFCTEDVDECLLQ-PNACQNGGTC
********** HRCONGGVCVDGVNTYNCRCPPQWTGQFCTEDVDECLLQ-PNACQNGGTC
********** HRCONGGVCVDGVNTYNCRCPPQWTGQFCTEDVDECLLQ-PNACQNGGTC
* * .

QSQVGAYNCIKCPYNLTTSRSGSENISECKAQCSPGTYSSTGLEPCTKCAKGLFQNEIGR

VSSINGFDCFCRQ--GYTGQFCQVDIDECLSS-=-———==-—====-—— PCONGGNCTEMVN
SNVYGGYMCRCIT--GWDGADCSVNIDECKQN-———-—-—---— DPFPRCQHGGTCVDKIG
TNTHGSYSCICVN--GWAGLDCSNNTDDCKQA: ACFYGATCIDGVG
HNTVGGYSCVCVN--GWIGDDCSENFDDCATA —-ACFHGATCHDRVG
HNTHGGYNCVCVN--GWTGEDCSENIDDCAIA —-ACFNGATCHDRVA
SNIQGSYTCVCVN--GWSGLDCSENIDDCATA: —ACTKGSTCIDRVA
TNSNGGYNCVCVN--GWSGDDCSQNIDDCATA--———==—====—=— ACANGSTCIDRVA
TNHNGGYACVCVN--GWSGDDCSKNIDDCFTA--————=--—===——— SCANGSTCIDRVA
TNRNGGYGCVCVN--GWSGDDCSENIDDCAYA-—-————————————— SCTPGSTCIDRVA
ANRNGGYGCVCVN--GWSGDDCSENIDDCAFA--———==-——===——— SCTPGSTCIDRVA
ANRNGGYGCVCVN--GWSGDDCSENIDDCAFA-—-———————===——— SCTPGSTCIDRVA
* . IS *
SYCKLCPSGGIYLGMEGA- TSEANCPSKNACDE
GFSCGCLPGYSGTQCEIDSCSSQPCQONDGTCIANGLTYSCVCSLDYTDENCTTFITPCYF
SYTCICPPGKTGLVCNED DECAS
SFYCQCTKGKTGLLCHLD DACTS
FFMCECAPGKTGLLCHLD DACES
SFFCQCPLGKTGLLCHLD DACVS
SFLCVCPYGKTGLLCHVN DACIS
SFICVCPEGKIGLLCHKN DACFS
SFSCICPEGKAGLLCHLD DACVS
SFSCLCPEGKAGLLCHLD DACIS
SFSCMCPEGKAGLLCHLD DACIS
SFSCMCPEGKAGLLCHLD DACIS

* . *

KPCRNGATCNAGN--YSYTCTCKPGWTGVNCEVDIDEC---ASSPCGRHGTCTNLINDFN
EPCLNGATCINEDL-DNYTCSCLPGFTEEDCSVNIDDC---GSNPCQNEGTCIDLVNDYQ
NPCSANATCVTS-FSGKASCICNSGWTGKNCDVDIKECEG-DSSPCYHGGTCRDIPGSFV
NPCHADAICDTSPINGSYACSCATGYKGVDCSEDIDECDQ--GSPCEHNGICVNTPGSYR
SPCNEGAICDTNPVNGQPICTCPDGYAGQLCMQODIDECSL-GENPCEHDGECNNVPGSFET
DPCHEGAICDTNPINGKAICTCRAGFTGGACNQDVDECSI-GANPCEHGGRCINTQGSFR
SPCRDGAQCDTNPINGMFNCNCAPGYIGSTCNDDVNECII-GPNPCEHGGSCVNTDGSET
NPCHIGSLCDTNPLTGQAICTCPPGYKGTACTEDIDECSLVNSNPCEHAGKCVNTEGSFY
NPCQKGALCDTNPVNGHYICTCPQGHKGADCTEDVDECAMANSNPCEHAGKCVNTEGSFH
NPCHKGALCDTNPLNGQYICTCPQGYKGADCTEDVDECAMANSNPCEHAGKCVNTDGAFH
NPCHKGALCDTNPLNGQYICTCPQGYKGADCTEDVDECAMANSNPCEHAGKCVNTDGAFH
NPCHKGALCDTNPLNGQYICTCPQGYKGADCTEDVDECAMANSNPCEHAGKCVNTDGAF!
-

* % P * ok * * % * ok

CTCIKGIIGKQCETNIDDCKNDTCRNGGICNDLVDDFKCLCAAGFEGKRCEINKNECEPN
CDCSAGYTGSDCQTDIDECLMTPCEFNNGTCTDLVNSVSCECPPGFNGSLCQNNINECSSS
CDCVPGFAGARCEDNINECESNPCVH-GLCLDYQNKFECACSKGYTGRLCDVEINECDSN
CNCSQGFTGPRCETNINECESHPCONEGSCLDDPGTFRCVCMPGFTGTQCEIDIDECQSN
CTCTDGFTGDRCEVNINECASNPCONQGTCIDDIGEFRCACMPGFAGDLCETDVDECASS
CQCTAGFTGPRCETDINECNSMPCLNDATCLDKIGEFTCICMPGFEGRHCEIDINECQSG
CNCARGYDGPRCETDINECASSPCONDGTCLDRIGDYSCICMEGFEGTHCEIDINECASS
CECSKGFTGPRCEMDINECLSEPCONDATCLDKIGGFTCLCMPGYKGIHCEIEVDECLSN
CECLKGYTGPRCEMDINECHSNPCONDATCLDKIGGFTCLCMPGFKGVHCEEDIDECLSN
CECLKGYAGPRCEMDINECHSDPCQONDATCLDKIGGFTCLCMPGFKGVHCELEVNECQSN
CECLKGYAGPRCEMDINECHSDPCQONDATCLDKIGGFTCLCMPGFKGVHCELEINECQSN
CECLKGYAGPRCEMDINECHSDPCONDATCLDKIGGFTCLCMPGFKGVHCELEINECQSN

L R koL ok ok L

PCLKNSTCEDLINDFKCNCIPGYVGKLCDVDIDECAMSPCFNNATCVDKVNAFECKCQPG
PCSSGSTCIDEIDDFTCLCPMGLTGTQCDISIIDCSDMPCGNNGTCTDTPGGYECSCSSG
PCLNGGQCHDGLGNYSCTCQVGYVGEICQTNYDDCASNPCQONDGTCQDGIAQYTCLCPLG
PCLNDGTCHDKINGFKCSCALGFTGARCQINIDDCQSQPCRNRGICHDSIAGYSCECPPG
PCLN-GICRDGINKYECECDPGYEGTTCEVNINECASGPCRNGAHCTDLVTAYTCTCLEG
PCLNDGNCTDHVNGFLCRCPPGFTGPMCQIDMDECASTPCLNGAKCVDRPNAYSCECTEG
PCLNQGTCLDQVKRYVCQCPLGFSGEMCQIDIDECSSTPCLNGAKCIDRPNGYECECAEG
PCVNNGVCVDKVNRFVCICPPGFTGPVCQIDIDDCSSTPCONGAKCVDHPAGYDCLCATG
PCVNNGECLDKVNRFLCVCPPGFSGAVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATG
PCVNNGQCVDKVNRFQCLCPPGFTGPVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATG
PCVNNGQCVDKVNRFQCLCPPGFTGPVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATG
PCVNNGQCVDKVNRFQCLCPPGFTGPVCQIDIDDCSSTPCLNGAKCIDHPNGYECQCATG

* %k * ok Lok ok Kk ok k. - *x ok * ok Lok ok ®

FNGTLC ETDIDECSTQPCANNGS
YTGVHCMVNINDCLPHPCNNGTCIDGINEYVCICPEDYTGDNCETPIDHCDSNPCSSLAT
FTGKSC
YTGTSCEININDCDSNPCHRGKCIDDVNSFKCLCDPGYTGYICQKQINECESNPCQFDGH
FTGTDCEINIDDCQSNQCQHGTCVDEVASFTCSCEPGYNGPLCESPVDECDSDPCQNGGT
FAGLVCELNVNECQPDPCHHGKCVDGIASFYCVCSPGYTGFLCDSQLNECQSSPCQONGGK
FSGPLCKENIDDCDPEPCHHGVCRDGIATFSCDCDPGYTGSICNVQVMECHSNPCONRGR
FTGVLCEENINNCEPPPCHYGTCQDGIDSYTCICEPGYMGAICSDQIDECHSNPCLNEGR
FTGVLCEENINNCDPDPCHHGECQDGIDSYTCICNPGYMGAICSEQINECHSNPCLHQGR
FTGILCDENIDNCDPDPCHHGQCQODGIDSYTCICNPGYMGAICSDQIDECYSSPCLNDGR
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FTGVLCEENIDNCDPDPCHHGQCQDGIDSYTCICNPGYMGAICSDQIDECYSSPCLNDGR
.ox®

CIDIVNGFLCKCIDGFRGSNCSINIDECDPSPCLHNSTCVDQINGFQCECSPGYFGLRCE
CITNPGGYQCICPIDFTGTDCFDQINDCQPNPCNNGGTCSDLIGTFNCSCPLGFEGSICE
ETNTNECAGNPCMNMGTCIDGINSFRCQCPLGFTGNRCE
CQDRVGSYYCQCQAGTSGKNCEVNVNECHSNPCNNGATCIDGINSYKCQCVPGFTGQHCE
CEDLVNGYRCNCLPGTSGDNCEVNQDDCTGNLCVHG-VCQDGLNTYTCMCDGGYEGENCE
CVDLVNRYHCQCLEGTEGVNCETNFDDCAGELCQRG-KCVDGVNEYRCLCDAGYTGLQCD
CIDLVNKYQCNCLPGTSGVNCEFNVDDCASNPCEYG-ECQDGINEYKCVCAPGYTGAKCD
CVDLVNGYQCNCLPGTSGPRCEKNVDDCASNPCTYG-NCVDGINRYDCVCSPGFTGPQCK
CIDLVNGYQCNCLPGTSGVNCENNFDDCASNPCVHG-DCIDGINRYNCACKPGFTGPRCN
CIDLVNGYQCNCQPGTSGLNCEINFDDCASNPCMHG-VCVDGINRYSCVCSPGFTGQRCN
CIDLVNGYQCNCQPGTSGVNCEINFDDCASNPCIHG-ICMDGINRYSCVCSPGFTGQRCN
CIDLVNGYQCNCQPGTSGVNCEINFDDCASNPCIHG-ICMDGINRYSCVCSPGFTGQRCN

IR * * * ok ke ok Kk

TEINECESQPCSNNATCVDKINDYQCLCNIGFEGKQCEIDINECQPNPCVN-GSCKDLVG
YDINECASLPCLNGGNCTDLVNGYSCSCPHGFNGT
TEIDECESSPCONGGTCKDKINGYVCICPPGASG-———=———==————————————————
KNVDECISSPCANNGVCIDQVNGYKCECPRGFYDAHCLSDVDECASNPCVNEGRCEDGIN
SEIDECASSPCHNGGICHDLVNAFSCECPPGYHDLLCYSNVNECESSPCEH-GTCQDGIN
VELNECESSPCHNGGSCKDLVDAFECVCLPGFHGPLCYSETDACYASPCLH-GTCLDHGE
VDIHECNSSPCMSGGTCVDKVNGFICQCPPGTHGPLCHSGTDHCAPQPCVH-GDCVEQQS
DDIDECASSPCHNGGTCVNEQNRFRCICPEGFRQPSCFSQVDECVNNPCIH-GNCTDDVN
VDIDECASSPCNNGGTCINEVNGFRCVCPEGYHHPHCQSQADGCLSNPCVH-GNCTHIVS
IDIDECASNPCRKGATCINDVNGFRCICPEGPHHPSCYSQVNECLSNPCIH-GNCTGGLS
IDIDECASNPCRKGATCINGVNGFRCICPEGPHHPSCYSQVNECLSNPCIH-GNCTGGLS
IDIDECASNPCRKGATCINGVNGFRCICPEGPHHPSCYSQVNECLSNPCIH-GNCTGGLS

L kKR Kk kK * * kK

DYLCECQPGFDGRNCSNL-IDNCFSLPCKNNGNCTNKVNNYTCTCQAGFSGSDCETNINE
————————————— NCENSTITTCESVVCENGGMCDDTPTGFECLCPNGYTGPYCQNNIDD
———————————— THCEND-PNDCPANACQNGGVCIDGMNTYSCKCHPGFTGFSCGVPVNE
EFICHCPPGYTGKRCELD-IDECSSNPCQHGGTCYDKLNAFSCQCMPGYTGQKCETNIDD
DYTCTCETGYEGKNCDVN-IDECASNPCQHEGQCDDGIGRYECQCLPGYEGVNCQINTDE
SYRCACEAGWTGPLCEVD-IDECESSPCQONGGACQEHLDGYTCRCRDGFKGPTCQKNVNE
GYNCECDSGWVGQHCDQE-KDECQSSPCQHSGSCVDRLNGYSCQCRPGFTGVNCEFNMEE
GYKCLCQPGWNGKKCEVD-KNECLSDPCQONGGTCDDLVNGYRCSCKKGFKGYNCQIDTNE
GYKCVCDPGWIGDYCSTE-GNECKSNPCONGGTCEDLLNGYRCTCRKGFKGVNCQ---—-—
GYKCLCDAGWVGVNCEVD-KNECLSNPCONGGTCNNLVNGYRCTCKKGFKGYNCQVNIDE
GYKCLCDAGWVGINCEVD-KNECLSNPCONGGTCDNLVNGYRCTCKKGFKGYNCQVNIDE
GYKCLCDAGWIGINCEVD-KNECLSNPCONGGTCDNLVNGYRCTCKKGFKGYNCQVNIDE
* . .

k. Kkaa KK koK kg oKk

CDPDPCNSNALNCTDLINGYICYCKLGFRGENCSEIIDNCNPQPCRHNSTCTNREVTND—-
CLSNPCLNN-ATCIDEIANYTCECTEGFDGRNCAIDTDLCSPQPCFNGGTCSETSD--SF
CASSPCRNG-GTCEDGVAQYYCRCRDGYTGKNCEVRIDSCIDHTCQNGASCVSSTP---—
CVTNPCGNG-GTCIDKVNGYKCVCKVPFTGRDCESKMDPCASNRCKNEAKCTPSSNFLDF
CGSNPCQNG-GQCLDGVNNYQCHCELPFVGINCQIELAPCNPNPCANSGSCIPSADYQTF
CVSNPCLNR-GTCVDGVAGYTCLCTLPFTGRNCEAVMAPCASQPCHNAATCKESVNLSSF
CASSPCENH-GTCVDGVNTYSCLCDPPYSGKHCEEELVPCASHPCERGGVCQPTPDYTEY
CASNPCLNH-GTCRDGINGYTCHCALPYTGTNCONILTPCSPEPCHNGGICQESEDFKSF
VVVAPCSPDPCENSGICQESPDSEGY
CASNPCLNQ-GTCFDDVSGYTCHCMLPYTGKNCQTVLAPCSPNPCENAAVCKEAPNFESF
CASNPCLNQ-GTCFDDISGYTCHCVLPYTGKNCQTVLAPCSPNPCENAAVCKESPNFESY
CASNPCLNQ-GTCFDDISGYTCHCVLPYTGKNCQTVLAPCSPNPCENAAVCKESPNFESY
* * *

FCTCPLGYFGSHCONTLDPCS-SSPCLNSGICTNVNGTNFSCACSQAYGGERCEIKLFPD

SCTCKLGYTGRYCDEDIDECSLSSPCRNGASCLNVPG-SYRCLCTKGYEGRDCAIN-TDD
TCDCAEGFEGETCADDINECQ-SNPCKNGAPCINLEG-DFRCDCLTGFSGELCSVN-IDD
SCACPPGWRGATCSLDIDECA-GAPCQHGGACMNTQG-GFRCSCRPGYTGPTCQTD-IDD
TCRCPRGWQGPRCTEDVDECR-KNPCQONRARCINSQG-SYVCKCRPGYSGLNCQTN-IDD
SCLCATGWQGQRCTIDVDECV-TNPCRNYGRCONTKG-GYKCHCPDGFSGFNCENN-IDD
TCQCAPGWEGERCTVDIDECL-SKPCKNHALCHNIQG-SYLCECRPGFTGGDCDSN-IDD
SCLCAPGWQGKRCTVDVDECI-SKPCMNNGVCHNTQG-SYVCECPPGFSGMDCEED—-IND
TCLCAPGWQGQRCTIDIDECI-SKPCMNHGLCHNTQG-SYMCECPPGFSGMDCEED—-IDD
TCLCAPGWQGQRCTIDIDECI-SKPCMNHGLCHNTQG-SYMCECPPGFSGMDCEED-IDD

FHCNCSLGYEGDRCEIEIDECKALPCKN
CLDMPCLNNGTCAELVGSGNIGGSGAGEPGPRIYCQCPLGYAGEFCENITDLCVSSPCKN
Y AYSCQCKPGYTGQYCETDVDECAARPCVN

CASFPCONGGTCLDGIG--=-——===——=—--— DYSCLCVDGFDGKHCETDINECLSQPCQON
CDPDPCHNGGTCNDGIN-==========—-=—= SYTCSCMPGFGGTNCEEDIDECYSNPCON
CSPNPCONGGSCTDGVG— —AFSCKCRPGFRGSRCETEVNECASNPCRN
CSPNPCLNGGSCVDEVG- —GFSCDCRQGFDGERCEAEVDECASQPCON
CLSNPCONGASCLDGIN- —TFSCNCLAGFHGDKCQRDVDECASNPCKN
CLSNPCONGASCVDGIN-==========-—-—= SFSCICLPGFHGDKCQTDTNECLSEPCRN
CLANPCQNGGSCVDHVN--=-———=—————-—— TFSCQCHPGFIGDKCQTDMNECLSEPCKN
CLANPCQNGGSCMDGVN-—-——====——=—-—— TFSCLCLPGFTGDKCQTDMNECLSEPCKN
CLANPCONGGSCVDGVN=-===========—— AFSCLCLLGFTGDKCQTDMNECLSEPCKN

ko ke ok Kk .o ko x
GGNCTDLPGKYLCTCPPGFTGVDCEINIDDCKN--VSCLNGGKCIDLINSYVCECPVTHK
NATCIGDSANFTCTCLPGFTGTLCETELTGCHTELYPCLNGGECMEMDGQFMCNCAPGET
G-ACVDGVNGFICRCDPGFTGDRCQINVDDCQS--SPCVHGGSCIDSINTYTCQCPKGFEFT
GATCSQYVNSYTCTCPLGFSGINCQTNDEDCTE--SSCLNGGSCIDGINGYNCSCLAGYS
GGQCIDAVNGYACDCVLGFIGTNCQTNKDDCTS--SSCFSGGTCIDGINTFTCQCPPGET
GGSCADYVNSYTCRCRPGFNGIHCEHDITECTD--SSCLNGGSCVDGINAYTCLCRGGFET
GAVCRDYVNSFVCVCRPGFDGILCEHNIPECTE--SSCLNNGTCVDDINTFSCRCRPGEFY
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461
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832
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794
796
798
798
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844
563
891
849
858
860
853
822
857
857
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2123
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563
949
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917
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879
914
914
914

2151
963
593
995
952
961
963
956
925
960
960
960

2209
1023
650

1053
1010
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1021



XP_018114267.1[X.laevis]
NP_001238962.2[G.gallus]
NP_035058.2[M.musculus]
Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]

XP_012554603.
XP_019853114.
XP_032230096.
NP_001245510.
XP_019643529.
XP_032815028.
XP_014025097.
XP_018114267.
.2[

NP_ 001238962
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H.vulgaris]
A.queenslandical
N.vectensis]
D.melanogaster]
B.belcheri]
P.marinus]
S.salar]
X.laevis]
G.gallus]

NP_035058.2[M.musculus]
Q04721 .3[H.sapiens]
XP_009243797.2[P.abelii]

XP_012554603.
XP_019853114.
XP_032230096.
NP_001245510.
XP_019643529.
XP_032815028.
XP_014025097.
XP_018114267.
NP_001238962.
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Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]

XP_012554603.
XP_019853114.
XP_032230096.
NP_001245510.
XP_019643529.
XP_032815028.
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XP_018114267.
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.vectensis]
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.belcheri]
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.salar]
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NP_035058.2[M.musculus]
Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]

XP_012554603.
XP_019853114.
XP_032230096.
NP_001245510.
XP_019643529.
XP_032815028.
XP_014025097.
XP_018114267.
NP_001238962.
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.vectensis]
.melanogaster]
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.laevis]
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NP_035058.2[M.musculus]
Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]

XP_012554603.
XP_019853114.
XP_032230096.
NP_001245510.
XP_019643529.
XP_032815028.
XP_014025097.
XP_018114267.
NP_001238962.
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.vectensis]
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.belcheri]
.marinus]
.salar]
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.gallus]

NP_035058.2[M.musculus]
Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]
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XP_019643529.
Xp_032815028.
XP_014025097.
XP_018114267.
NP_001238962.

bbb bbbe
AXB T O 2> E

N

.vulgaris]
.queenslandical
.vectensis]
.melanogaster]
.belcheri]
.marinus]
.salar]

.laevis]
.gallus]

NP_035058.2[M.musculus]
Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]

XP_012554603
XP_019853114
XP_032230096
NP_001245510

1
1
1
1

H.vulgaris]
A.queenslandical
N.vectensis]
D.melanogaster]

GGSCTDYVNSYTCKCQPGFDGIHCDNNIDECTD--TSCFNGATCVDGVNSFSCQCPQGFEFT
GGTCTHYVNSYTCKCQPGFEGTNCENNIDECTE--SSCFNGGTCVDGINSFTCQCPVGET
GGTCSDYVNSYTCTCPAGFHGVHCENNIDECTE--SSCFNGGTCVDGINSFSCLCPVGET
GGTCSDYVNSYTCKCQAGFDGVHCENNINECTE--SSCFNGGTCVDGINSFSCLCPVGET
GGTCSDYVNSYTCKCQAGFDGVHCENNINECTE--SSCFNGGTCVDGINSFSCLCPVGET

* P T * *.L. K T
GKHCEKKIPDDVDI------ TFPGGDGSYIKHCVKGNASKEFSISLWFRFLGRSRGVFLN
GPLCGYGINECRNQPCLNGGTCRDFFRYYVCICPPNFTGTDCES—————————-———— MID
GPRCEIHINECSSDPCQHGGTCSDRIGSYSCYCRPGYTGSNCQH

GANCQYKLNKCDSNPCLNGATCHEQNNEYTCHCPSGFTGKQCSE--——-=-—====-—— YVD
GSNCQHEINECESHPCQONGATCVDQTGYFSCICTYGYEGVTCON-———————————— QKD
GSYCQFDIDECESQPCQHGGTCLDGLGTYKCTCPRGYTGGNCQA-———————————— LVD
GTFCEYEQNECDSQPCKNGGTCTDGLGSYRCTCPVGYNGQNCON—--===—====——— FVN

GPFCLFEINECGSHPCINGGTCVDGMGTYHCTCPIGYRGKNCEE

GPFCLMEINECDSHPCLNKGSCVDSLGKYRCICPLGYTGKNCQT

GPFCLHDINECSSNPCLNAGTCVDGLGTYRCICPLGYTGKNCQT

GSFCLHEINECSSHPCLNEGTCVDGLGTYRCSCPLGYTGKNCQT

GSFCLHEINECSSHPCLNEGTCVDGLGTYRCSCPLGYTGKNCQT
. . *

*

L--GFGCETVRPFLIMSHSSIRFQFRNQFSFVMIDNLKINNEKLVINNGVWHHIYIALSS

PCTNIDCNNGSCI GDM: GTYTCQCDPGWTGLQCESETI
RCANDPCRNGATC RRTGEDL SDFHCECPLGYKGTICDVKE
WCGQSPCENGATC SQMK HQFSCKCSAGWTGKLCDVQT
LCASDPCRNGGTC TQSG DRYECLCEDEWTGLICDMTK
WCSSSPCKNSGSC VQSR: TSYRCDCHSGWTGLYCDIPN
LCSQPLCQNGGSC SQSE TTWLCHCPVGWTGMYCDVPN
LCNGFPCKNKGIC KQVK TEPKCICPTGWTGIYCDIPD
LCSKSPCKNKGTC FQSG AQTRCDCPSGWTGAYCDVPN
LCSRSPCKNKGTC VQEK ARPHCLCPPGWDGAYCDVLN
LCSRSPCKNKGTC VQKK: AESQCLCPSGWAGAYCDVPN
LCSRSPCKNKGTC VQKK:

AESQCLCPSGWAGAYCDVPN
* .

VTLNFKVVLDGIIVQEEQKAELSGMTFFNESGTILIGKSLLDGKLIESGFIGDVSQVALF
NECDGVD TNGTCV-DLINNYTCQCSDGFTGQFCEINID
VSCAVA GTIC ANGGTCF-DSNGVQSCTCKPGFTGSYCRTNID
ISCQDAADRKGLSLRQLC-—======== NN-GTCK-DYGNSHVCYCSQGYAGSYCQKEID

VSCAAAASERGVLLGELC- —QNGGSCV-DTGNSHNCNCPAGYRGSYCSEEID
MSCDTAARNKGLSVSHLC— —RHGGRCI-DAGNTHHCQCSRGFEGSYCEKEVD
MSCQDYAARNGIQVELVC--——==-=-—=— KHSGRCV-NVGNAHQCQCLPGYTGSYCNEMVD
VSCEVAASQRGVAVQDLC-———-———-—— QHAGVCI-NTGFSHRCQCRQGYIGSYCEGELD
VSCQVAASQRGITVDQLC- —QHSSHCL-NVGNTHRCQCRVGYTGSYCEEQLD
VSCKAAALQKGVPVEHLC- —QHSGICI-NAGNTHHCQCPLGYTGSYCEEQLD
VSCDIAASRRGVLVEHLC- —QHSGVCI-NAGNTHYCQCPLGYTGSYCEEQLD
VSCDIAASSRGVLVEHLC-—-—-—-———-—— QHSGVCI-NAGNTHYCQCPLGYTGSYCEEQL
ok .
KRV-———————————— LDS---TEIAGL-VRNCSRNISDSIIPWVGLMADAGPNVSLLET

DCAGINCNNG-TCVDGIGSYQCDCLLGYTGPSCDTIIDDCAG---MPCMNNASCIDLEFNN
ECAKGPCKYGATCHDAVANYTCTCTAGFTGKNCDININECAS---NPCQR-GSCLDLVNG
ECQSQPCONGGTCRDLIGAYECQCRQGFQGONCELNIDDCAP---NPCQONGGTCHDRVMN
ECASSPCQONGAQCRDGLGTYSCVCRAGYQGVNCEQEINECIS---NPCQNGGTCIDMVNE
ECTSNPCHNGATCRNFLGSYKCECPVGYHGLNCDYEINECLS---QPCQNGGKCIDLVNR
ECLSNPCRNGATCMDYQGTYECMCKAGYQGVNCEYDVDECHS---NPCHHGGTCINLINR
ECASNPCQONSAACVDRHGGYECKCLPGYQGVNCEYEIDECQL---QPCHNGGTCVDLVNQ
ECDSSPCQONGATCRDHLGGYQCECVPGYQGVNCEYEVDECQF---QPCQNGGTCIDLVNH
ECASNPCQHGATCNDFIGGYRCECVPGYQGVNCEYEVDECQN---QPCQONGGTCIDLVNH
ECASNPCQHGATCSDFIGGYRCECVPGYQGVNCEYEVDECQN---QPCQONGGTCIDLVNH
ECVSNPCQHGATCSDFIGGYRCECVPGYQGVNCEYEVDECQN---QPCQONGGTCIDLVNH

* Lx, .
WTCGTNVCPPEFTGKFCQTKIDKIPPTVVE-——————————— CPSPIKVYTEESSVEVTW
YTC---VCSDGFTGRFCEVNIDDCLNI--——————— NCNNGSCEDLINDHM--CNCFPGF
YLC---SCPKGYIGKHCEVNADDCFVN-——————— ACFNGGSCVDGIAEFK--CTCPLGF
FSC---SCPPGTMGIICEINKDDCKPG-——-———-—— ACHNNGSCIDRVGGFE--CVCQPGF

ACYHDGTCVDGIGEFT--CRCRPGY
VCPPGTQGILCEINTDDCNPGPDAPMPGPRCFNGGSCVDGVGSFT--CSCPPGF
ACPPGTNGVQCEVNVDDCAPKPG--SWELRCLNGGQCVDGVGRYT--CSCPPGF

FRC---SCPPGTRGALCEENIDDCAPSAE----GPHCFNGGRCIDRIGGYR--CECLPGF
FRC---SCPPGTRGRLCEENVDDCISESG----GPRCFNGGQCIDQIGGYS--CLCLPGF
FKC---SCPPGTRGLLCEENIDEC---AG----GPHCLNGGQCVDRIGGYT--CRCLPGF
FKC---SCPPGTRGLLCEENIDDC---AR----GPHCLNGGQCMDRIGGYS--CRCLPGF
FKC---SCPPGTRGLLCEENIDDC---AR----GPHCLNGGQCMDRIGGYS—--CRCLPGF

* * *ookronox, oo . :
KEPQFDDDVAVVEVIRSHSPNGLESWGDYVITY I —===========—=————= AK-DAFE

TDQRCETDINECDGN-PCNDG---TCTDGINSFSCSCPPDYTGDTCDTEINLCLMEQPCL
SGSRCEVDVDECASS-PCSALGTEKCINNIGAYHCQCKQGFLGRHCDLNINECLS-YPCR
VGARCEGDINECLSN-PCSNAGTLDCVQLVNNYHCNCRPGHMGRHCEHKVDFCAQ-SPCQ
VGPRCEGDVNECLSN-PCDAEGTQDCVQLENDYRCDCKPGYTGGRCERTVDSCES-DPCL
VGERCEGDVNECLSN-PCDPRGSLDCIQLVNDYKCQCRPGFTGHNCEVVINTCRL-EPCR
AGEHCEGDVNECLSG-PCHSPGSLDCVQLANDYQCRCRLGYTGRHCESMVDLCQS-KPCH
AGERCEGDVNECLSS-PCSSKGSLDCIQLANNYLCKCKPVFTGRHCETIQDLCPS-RPCL
AGERCEGDINECLSN-PCNPRGSLDCIQLINDYTCICRSAFTGRHCESVIDVCPR-KPCQ
AGERCEGDINECLSN-PCSSEGSLDCVQLKNNYNCICRSAFTGRHCETFLDVCPQ-KPCL
AGERCEGDINECLSN-PCSSEGSLDCIQLTNDYLCVCRSAFTGRHCETFVDVCPQ-MPCL
AGERCEGDINECLSN-PCSSEGSLDCIQLTNDYLCVCRSAFTGRHCETFIDVCPQ-MPCL
s ke . .

NSVSCTFEI-N-VTPFN SE FQTANNSIH
NNGTCTSDKIEGIPIYNCSCSVPLYSGDNCEQIN--SCSLSPCONNATCTGNLTTGDYTC
NGGECKDGA----GEYTCLCP-HGFSGDDCERRV-YTCSDQPCLNSGTCRT--VHNTYNC
NGGNCNIRQ----SGHHCICN-NGFYGKNCELSG-QDCD
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XP_019643529.1[B.belcheri]
XP_032815028.1[P.marinus]
XP_014025097.1([S.salar]
XP_018114267.1([X.laevis]

NP_001238962.2[G.gallus]
NP_035058.2[M.musculus]
Q04721 .3[H.sapiens]

XP_009243797.2[P.abelii]

XP_012554603.1[H.vulgaris]
XP_019853114.1[A.queenslandica]l
XP_032230096.1[N.vectensis]
NP_001245510.1[D.melanogaster]
XP_019643529.1[B.belcheri]
XP_032815028.1[P.marinus]
XP_014025097.1[S.salar]
XP_018114267.1([X.laevis]
NP_001238962.2([G.gallus]

NP_035058.2[M.musculus]
Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]
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XP_032815028.1[P.marinus]
XP_014025097.1([S.salar]

XP 018114267.1([X.laevis]

NP_001238962.2[G.gallus]
NP_035058.2[M.musculus]
Q04721.3[H.sapiens]
XP_009243797.2[P.abelii]

XP_012554603.1[H.vulgaris]
XP_019853114.1[A.queenslandical
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NP_001245510.1[D.melanogaster]
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XP_032815028.1[P.marinus]
XP_014025097.1[S.salar]
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XP_014025097.1[S.salar]
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NP_035058.2[M.musculus]
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XP_019643529.1[B.belcheri]
XP_032815028.1[P.marinus]
XP_014025097.1[S.salar]
XP_018114267.1([X.laevis]
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XP_032230096.1[N.vectensis]
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XP_018114267.1[X.laevis]

NP_001238962.2[G.gallus]
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XP_012554603.1[H.vulgaris]

NGGACSQSG----NNYVCDCQ-PGFGGDNCELVC-~~~~ Dmmmmmmmmmm e
NGGTCMITV-NTLLGFTCLCA-PGYAGHACEDNA-YACGN
NSGTCSMNM-SSVHGYTCICQ-PGFTGENCGEVEGYNCAK
NGGTCAVAV-NMPEGFTCQCP-SGFLGSKCQYSN-NTCEH
NGGTCAVAS-NMPDGFICQCP-PGYSGAKCEFSSHSTCGQ
NGGTCAVAS-NMPDGFICRCP-PGFSGARCQ----SSCGQ
NGGTCAVAS-NMPDGFICRCP-PGFSGARCQ----SSCGQ
NGGTCAVAS-NMPDGFICRCP-PGFSGARCQ-~-=SSCGQ-==============—=——~

*, % .
ACGTWKYGRFCDYKCH EKY-
HCSENYYGTHCER-FDYCHSNPCONDGTCINGSPGNLISDTFLCICMPQFNGSDCSMEL—-
SCRPGVYGKQCEWNKDECLSAPCRNGGTCIDGYGS—---—-— YSCKCPLGFAGANCEESI-
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