Appendix 4a

Complete protein sequences for Amphioxus 2A-like (NCBI accession number is provided in
bold)

XP_002204853.1
MGIDLSTYRARIGCFSNPGHDSLHCWAEASCLLVWMVISQLMLKLAGDVEENPGPOERYLGKTMGTQPMRDEMKR
EEWKILGKAQPLWTLDLSNONHKDLPDEVFELEELEALKLTYNESISLSNKLVKLTNLKVLCLENCNLDKLPPVV
LKLSHLQVLDISKNKAISLPKMILKKLKKLKVLKLRDCDLVTIGRQIFQOESQLEELDLSGNMQIDLPDELRTLK
NIRVLRLNRAGMTTVPPAVLELSQLEKLDLSGNKQIKLSDQLLGLTNLKVLRLSRTEMASVPEVVWKLTHLEELH
LLSNPLOTLSVKVGQLSRIKRLDLSNCHLRTLPPEVGTLTQLERLKVANNRALQTLPGELWQVTNIKRLDLSNCQ
LHTLPPEVGTLTQLEWLDLSEFNTLQTLPRELGHVTNIKRLDLSHCQLHTLPPQVGKLTHLKWLKVKNNPLQTLPG
ELGOQVASIKHLDLSNCWLHTLPPEVGTLTQLERLKVANNPLOTLPGELWKVTNIKRLDLSSCWLDTLPPEVGTLT
QLEWLSLOGNPLOMLPKQIGQLTAIKHLNLSFCQLHTLPPEMGTLKQLEWLSLOGNPLOMLPKQVENLTHIKWMN
LSHCRLOMLPPEFGKLTQLERLYLSCNGELQTLPTRQLTNIKHLDLSNCSLOQTLPPEVGELKHVEYLRLSSNPLQ
KLPPEVRHLTNIKHLDMSNCRLNELPIEVGTMTQLROLDLRYNQLOMLPVEITQHINLYHLDVRGNPLIRPPAEV
CSQGMVAVRQYFEELESGEAVSTHLKVVVLGKELAGKTSLIQTLLSGDSSLTQQEDRTHGVEITQWKPDDNITFEFE
VYDEFGGHDAYHLTHQFFLTQODSLHLLTVDLOQTYCCTEQDYKNAVGEWLDTLNARVPGAMVTIVCSKSEGSVDIEK
KTHDIEVKFKEQODTWKRNLERQLKIIERAENQEDLKQQFEDIQQLMTRPLOFKGLCCVSSAGPTGLETLTAHVL
ELAKNTQLFQTHKGILPQTWVDFEQRLRNLRDNEAKWLMPADYQQOQAQLAGLPTDKLEPVLSYLQQVGTILRYTD
IPELRDFVFHDPPALIEIFKGLFHHNTSDLESTLDIYFTPLDLDKFKSDLDDRGLILKKVMKHLLPPDTPSNIVT
SLMOHYDLCFEIDECKTKASDEETRQYMIPWYLHKTMOQEKWQHNWPOHVPEEQLOLMCNIKGFCPRGLEFPRESVG
THSLIKDRVDWKDSVMAYRQDFPVLALCSKPGTDDTYITIATRGRLAQADEMWGVVYPLLEVLVQLLOKWPGVLY
SLHVTCAHCIKARLDNPHQYNLRDQTADDDRIVRCPKADFRATVSTDLVYRPLOONKVFQRYKMKTDPRGLALITI
SNINFMDPETDRQGGNKDLENIWKICDKLKLKAENKDDLTGQEIADTLQEVSERDHSCYDCEFVLEFLLSHGDEKGV
LGTDEDRMISVDSITSSLOQLCKSLVGKPKLFFIQACRGDNFDEGVEYMTTDDIKSPSRVGAEALSESIMATDSAS
HOSTTPTASDSGNAKRKTIPTASDRLVMNATVQGQVAWRDKNTGSPFIQALADVITEHADTVTLODMATLVNEKV
ADYEADADDDYKQQSEVSHSLRKKLYFFPETAVD

XP_002218646 (not tested)
MSSLVNCRKRIAFMTHRRLLKCLFLLGIVAVTVGAEIPPVYQTAEGWSCHKCPRGQFVASDCASDDPASTDCRNC
TGDRFQPNEWTSEKRCYNCDECDPGLDGSLGGDPHTPCTIFENAVCRCPVAFFWSQAQRRCEEVTECPPGQGVTH
PATIKTDTVCEPCREEAYSAKSSAEKPCAACLICEEWQREASPCNQTHNRVCONVSMATGIPPTPKHPQEVSDTE
DSQTDNTVAIVAPVAVVTVDFPSNPILSFSWFEAKMCYCSYVILVLLLLMAGDVEVNPGPGODPFSTSNFFKEFKI
AGLQHEVQQOAQQOQOOQOOQOQQQOMYQOVLYIPVAQQTQHVPQAALNEERQRRLEAEESARNLERQLRECRRQVQL
AERALREERGVAARANERVAEVERRVAELEQRVKSKKEVRQKRSSFKKMGSTKPSSQLTASGNKKRKQAYKARLN
HTFRNFHTDVKKARVELFLEGHNKPHITKWEEREPSSPQPSQDSDKTREVQKWLRVKDKFTISDEGYHETRMMDQ
ANVPPLYRVIEERVRONKTIDIITEANNNMARRPVRELLKELLKHPKYGGTVSDQISVRESGDGRQVTRNNRIGA
VMGTLRIVPNRNTINEDTPSTRLHHTINEEASIFVYEGGEDHEVQKQTAATVYQEIKDIRENGLIIGSKTVKVQW
YLTADWKFLAILLGLNQANSNSFCLWCHCTKDQICNFDILNWDIQRKVGDHTCLIGQREHKGHILTPLVDEFKEFDA
ITPDVLHMGMRIRGKLENQVVVWAINQRRTKELAAAMKETGVPFRLVEGTGDDGKGSIKTWTQLNAKQLERVFHK
LNLHAVLTDRWSANGISVASLNVAKLRTELOQKHGVETIPSKSKKADLVRLLTDALDSDQDFEELAVAMKAAPGAAG
HLTHTVFKQKARDWGTFFRRVTYDEHVTPYTHAMVYHVPQFLEKYHFINDLSCESVEQVMEYENRDLYAVVHELD
RKKANMGPNAAQRRATMQEEQQGEEEVFVPQGEDEDEEGDEEGDEEGEEEGDEDEKRRKNLYRRVRRKMRMRKS S
KKMMMMTHNVMLYTNCQSFE



XP_002224141
MGVDLATYRARIGCFQNPTPRSVRCWSQASALLVGVILAQIWDKVTGDGQGEVVSSPSDWVLPASHOTEVQTYQL
HCHPQSRCFYVMMSCLLVWFMMVHKLLLQAGCHERPNPEP T LRLOSLQTLDVSVNNITELPGKLGDLSSLTVLNVG
SNHLKDLPESFTKLVNLTSVDISSNDLKAIPEEMFEFVNMTEFNIAGNKIETLPNTICELQNLEYLSLEENNIRV
LPTQFGKLHKLHHFGKEQIQDNPMEQPPIEVFEQGMEGVVAYFEELNLSKAVEVPRVKALLLGEVAAGKT SLCNA
IRLGKSNLTDIADRTAGIEVHPTRLQDSIQVLMHDFGGHKIYHLTHQFFFSNAALYLIVVDLKAFKRSSFAAAVK
YWLNVIKARIDSKPVLRIVGTHIDLCDSEEIKEKADLIMKKMKQIENIEIETLRKHLSDIDHALSRAGTPPSDWC
YALEGFDTQSLRKRRKFIEHLIDNRPIFPEHIDLRRKRALEECGKSPAPEEVMMEKQPRYSEQEPDISVRNNTTV
HATCVPSDCNAQNYDDTENAWERFRSMALDMQPQGEGNRLATHLMESGLKLRPDVPKDGNCLFYAVFDQLVRTGS
TAISHSQLRQDVVGYLGKHPHNEHGDHLRAFVPNEDWEDY LOQMSRDGVWGDHIVLQAMASMLGRDIRIVSSIDA
ENYTTILSPMGNQQVTTGPPLLLGHYAENHYASLDVCQGSAVLLISDEYGTSKGGISTINHQLAQLLRCFGAVVY
CTVLWVTTEDEEDARKDGVHLIRPSVQAGDARNPSLDWLTYDHRIRY PNLPKDVGY IVGHGAVTDKAAENIKNSR
YPQAKLYTFNHTIPEDTEHYKGGRRAIKAWEKETDLLKIADVADAVFSVGRRI YNHFETMYKGDKKPKAHHLFLP
KPSKTFENTHIKSGGEQKVVLSIGRVKNAEQLKGHDLAARTMGQVAE I IKNVRWRVRGINEDDFEKSKKILEDNL
QSGRLKPTLLPYGTQKEISDDMKMAHVVLMPSRSEPFGLVGLEATAADHNEHKTKRLQDIMPGKEEELVQLVSQA
KKKLTALGEKPQYIREAVASIETNMOTVIQDVIEATTESIVRLEESMKTQRDALIKQIEKQCRDNISVLSDDRST
IERDRSLLADTIHLSEAAATHKDALEILSCIEALKELGVLSEDEEKVLAPMLTFVPASPNASYSLGSVTTDDGKA
SDVEEEEIECSMGIGNDSETSSEYISERNKKGSIYPKPIQIVRFGLKGKEEGEFDQPVAVIATDKGLFVLDONNH
RMQIFDMTGKFKRSFPVSLPEETGSKPCSFSMHPTRDRMVVLDSGLKLAKLFTKKGKFLKTLGKGQLKEPSIVKY
LEQAQGIIVGVTDKNELVLFDLKGDIFARICLSTECEVPSKQPIGPGYFSVANNMTKQLLFYRADFSLAYVIGGH
GQGGGRFKGPIGRGTYIDSHDHDFVVPDQGSGRLQYFDRFCNFVGLIADRDDGLGNPSCVTRTPRGLVVSDVGKN
CIFFFNYLPEHNKTCCVII

XP_002229629
MPTRDPTASVVVGLCSYTRGYDLNWRLHASLRRVCSPDATATKNCAMYMLLLSGOVBENPGBCKLRI PAPLGGKQ
RDTHLRGYYDLRVDWSDLAVCCDNCDICYHSSPVVMSPDTGNSLPRDETDLSLPAANLSNKTPPDSSHSTDCSQD
SVTAGILPPKSHNWRTLVVNADGI IGKVAQFANLVSYTKPDATILMCETKLGPHHHSAEFMPPGYSPPVRRDRASG
AGGVLIAVRDCYTAVEVEQPSET

XP_002234262
MASPKESRLILFSFVLLSIAACILVNNGHSNMPGSNLHLWRKLGMPTRDPTASVVVGLCSYTRGYELNLSLHASL
RRVCSPDATTTKNCAMYMLLLCGDVEPNBGPCKLEMPAPLGGKQRDDHLCGYCDLRVDWSDLAVCCDNCDIWYHR
PCHGMTTEEFGNVHDVHWTCFKCNSSNSDNNTFHSFELDSNSYYLHDTSDSPSSVPSPSSFRPSYHSSPVVVSPD
TGNNAPRDGTEPDSSHSTDCSQDSVTAGLLPPKSHNWRTLVVNADGI IGKVAQFANLVSYTKPDAILMCETKLGS
HHHSAEFMPPGYSPPVRRDRASGAGGVLIAVRDCYTAVEVEQPSEIKAEI SWIKVSLRNKKSLYLGSYYRTPSGK
HSEQLDELEKSIKHIRNLTKNNPGSTIIGGDFNLGDVDWETESIPKNSRERVPGERLISIFNNNRVSQMOREPTR
FGRLLDLFVTSKPSLVKTMSNLPGIAYDNIRELFGAFARELDTNINQHTVEESWSALKNKIHDLISSHVPSKTTS
KRHHLLWMNGELKR



