
Appendix 4a  
 

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

bold) 

 

 

 

XP_002204853.1 
MGIDLSTYRARIGCFSNPGHDSLHCWAEASCLLVWMVISQLMLKLAGDVEENPGPQERYLGKTMGTQPMRDEMKR

EEWKILGKAQPLWTLDLSNQNHKDLPDEVFELEELEALKLTYNESISLSNKLVKLTNLKVLCLENCNLDKLPPVV

LKLSHLQVLDISKNKAISLPKMILKKLKKLKVLKLRDCDLVTIGRQIFQQESQLEELDLSGNMQIDLPDELRTLK

NIRVLRLNRAGMTTVPPAVLELSQLEKLDLSGNKQIKLSDQLLGLTNLKVLRLSRTEMASVPEVVWKLTHLEELH

LLSNPLQTLSVKVGQLSRIKRLDLSNCHLRTLPPEVGTLTQLERLKVANNRALQTLPGELWQVTNIKRLDLSNCQ

LHTLPPEVGTLTQLEWLDLSFNTLQTLPRELGHVTNIKRLDLSHCQLHTLPPQVGKLTHLKWLKVKNNPLQTLPG

ELGQVASIKHLDLSNCWLHTLPPEVGTLTQLERLKVANNPLQTLPGELWKVTNIKRLDLSSCWLDTLPPEVGTLT

QLEWLSLQGNPLQMLPKQIGQLTAIKHLNLSFCQLHTLPPEMGTLKQLEWLSLQGNPLQMLPKQVENLTHIKWMN

LSHCRLQMLPPEFGKLTQLERLYLSCNGELQTLPTRQLTNIKHLDLSNCSLQTLPPEVGELKHVEYLRLSSNPLQ

KLPPEVRHLTNIKHLDMSNCRLNELPIEVGTMTQLRQLDLRYNQLQMLPVEITQHINLYHLDVRGNPLIRPPAEV

CSQGMVAVRQYFEELESGEAVSTHLKVVVLGKELAGKTSLIQTLLSGDSSLTQQEDRTHGVEITQWKPDDNITFE

VYDFGGHDAYHLTHQFFLTQDSLHLLTVDLQTYCCTEQDYKNAVGFWLDTLNARVPGAMVTIVCSKSEGSVDIEK

KTHDIEVKFKEQQDTWKRNLERQLKIIERAENQEDLKQQFEDIQQLMTRPLQFKGLCCVSSAGPTGLETLTAHVL

ELAKNTQLFQTHKGILPQTWVDFEQRLRNLRDNEAKWLMPADYQQQAQLAGLPTDKLEPVLSYLQQVGTILRYTD

IPELRDFVFHDPPALIEIFKGLFHHNTSDLFSTLDIYFTPLDLDKFKSDLDDRGLILKKVMKHLLPPDTPSNIVT

SLMQHYDLCFEIDECKTKASDEETRQYMIPWYLHKTMQEKWQHNWPQHVPEEQLQLMCNIKGFCPRGLFPRFSVG

IHSLIKDRVDWKDSVMAYRQDFPVLALCSKPGTDDTYITIATRGRLAQADEMWGVVYPLLEVLVQLLQKWPGVLY

SLHVTCAHCIKARLDNPHQYNLRDQTADDDRIVRCPKADFRATVSTDLVYRPLQQNKVFQRYKMKTDPRGLALII

SNINFMDPETDRQGGNKDLENIWKICDKLKLKAENKDDLTGQEIADTLQEVSERDHSCYDCFVLFLLSHGDEKGV

LGTDEDRMISVDSITSSLQLCKSLVGKPKLFFIQACRGDNFDEGVEYMTTDDIKSPSRVGAEALSESIMATDSAS

HQSTTPTASDSGNAKRKTIPTASDRLVMNATVQGQVAWRDKNTGSPFIQALADVITEHADTVTLQDMATLVNEKV

ADYEADADDDYKQQSEVSHSLRKKLYFFPETAVD 

 

 

 

XP_002218646 (not tested) 
MSSLVNCRKRIAFMTHRRLLKCLFLLGIVAVTVGAEIPPVYQTAEGWSCHKCPRGQFVASDCASDDPASTDCRNC

TGDRFQPNEWTSEKRCYNCDECDPGLDGSLGGDPHTPCTIFENAVCRCPVAFFWSQAQRRCEEVTECPPGQGVTH

PATIKTDTVCEPCREEAYSAKSSAEKPCAACLICEEWQREASPCNQTHNRVCQNVSMATGIPPTPKHPQEVSDTE

DSQTDNTVAIVAPVAVVTVDFPSNPILSFSWFEAKMCYCSYVILVLLLLMAGDVEVNPGPGQDPFSTSNFFKFKI

AGLQHEVQQAQQQQQQQQQQQQQMYQQVLYIPVAQQTQHVPQAALNEERQRRLEAEESARNLERQLRECRRQVQL

AERALREERGVAARANERVAEVERRVAELEQRVKSKKEVRQKRSSFKKMGSTKPSSQLTASGNKKRKQAYKARLN

HTFRNFHTDVKKARVELFLEGHNKPHIIKWEEREPSSPQPSQDSDKTREVQKWLRVKDKFTISDEGYHEIRMMDQ

ANVPPLYRVIEERVRQNKTIDIITEANNNMARRPVRELLKELLKHPKYGGTVSDQISVRFSGDGRQVTRNNRIGA

VMGTLRIVPNRNTINEDTPSTRLHHTINEEASIFVYEGGEDHEVQKQTAATVYQEIKDIRENGLIIGSKTVKVQW

YLTADWKFLAILLGLNQANSNSFCLWCHCTKDQICNFDILNWDIQRKVGDHTCLIGQREHKGHILTPLVDFKFDA

IIPDVLHMGMRIRGKLFNQVVVWAINQRRTKELAAAMKETGVPFRLVEGTGDDGKGSIKTWTQLNAKQLERVFHK

LNLHAVLTDRWSANGISVASLNVAKLRTELQKHGVEIPSKSKKADLVRLLTDALDSDQDFEELAVAMKAAPGAAG

HLTHTVFKQKARDWGTFFRRVTYDEHVTPYIHAMVYHVPQFLEKYHFINDLSCESVEQVMEYENRDLYAVVHELD

RKKANMGPNAAQRRATMQEEQQGEEEVFVPQGEDEDEEGDEEGDEEGEEEGDEDEKRRKNLYRRVRRKMRMRKSS

KKMMMMTHNVMLYTNCQSF 

 

 

 

 

 

 

 



 

XP_002224141 
MGVDLATYRARIGCFQNPTPRSVRCWSQASALLVGVILAQIWDKVTGDGQGEVVSSPSDWVLPASHQTEVQTYQL

HCHPQSRCFYVMMSCLLVWFMMVHKLLLQAGDIEPNPGPTLRLQSLQTLDVSVNNITELPGKLGDLSSLTVLNVG

SNHLKDLPESFTKLVNLTSVDISSNDLKAIPEEMFEFVNMTEFNIAGNKIETLPNTICELQNLEYLSLEENNIRV

LPTQFGKLHKLHHFGKEQIQDNPMEQPPIEVFEQGMEGVVAYFEELNLSKAVEVPRVKALLLGEVAAGKTSLCNA

IRLGKSNLTDIADRTAGIEVHPTRLQDSIQVLMHDFGGHKIYHLTHQFFFSNAALYLIVVDLKAFKRSSFAAAVK

YWLNVIKARIDSKPVLRIVGTHIDLCDSEEIKEKADLIMKKMKQIENIEIETLRKHLSDIDHALSRAGTPPSDWC

YALEGFDTQSLRKRRKFIEHLIDNRPIFPEHIDLRRKRALEECGKSPAPEEVMMEKQPRYSEQEPDISVRNNTTV

HATCVPSDCNAQNYDDTENAWERFRSMALDMQPQGEGNRLATHLMESGLKLRPDVPKDGNCLFYAVFDQLVRTGS

TAISHSQLRQDVVGYLGKHPHNEHGDHLRAFVPNEDWEDYLQQMSRDGVWGDHIVLQAMASMLGRDIRIVSSIDA

ENYTTILSPMGNQQVTTGPPLLLGHYAENHYASLDVCQGSAVLLISDEYGTSKGGISTINHQLAQLLRCFGAVVY

CTVLWVTTEDEEDARKDGVHLIRPSVQAGDARNPSLDWLTYDHRIRYPNLPKDVGYIVGHGAVTDKAAENIKNSR

YPQAKLYTFNHTIPEDTEHYKGGRRAIKAWEKETDLLKIADVADAVFSVGRRIYNHFETMYKGDKKPKAHHLFLP

KPSKTFENTHIKSGGEQKVVLSIGRVKNAEQLKGHDLAARTMGQVAEIIKNVRWRVRGINEDDFEKSKKILEDNL

QSGRLKPTLLPYGTQKEISDDMKMAHVVLMPSRSEPFGLVGLEAIAADHNEHKTKRLQDIMPGKEEELVQLVSQA

KKKLTALGEKPQYIREAVASIETNMQTVIQDVIEATTESIVRLEESMKTQRDALIKQIEKQCRDNISVLSDDRST

IERDRSLLADTIHLSEAAATHKDALEILSCIEALKELGVLSEDEEKVLAPMLTFVPASPNASYSLGSVTTDDGKA

SDVEEEEIECSMGIGNDSETSSEYISERNKKGSIYPKPIQIVRFGLKGKEEGEFDQPVAVIATDKGLFVLDQNNH

RMQIFDMTGKFKRSFPVSLPEETGSKPCSFSMHPTRDRMVVLDSGLKLAKLFTKKGKFLKTLGKGQLKEPSIVKY

LEQAQGIIVGVTDKNELVLFDLKGDIFARICLSTECEVPSKQPIGPGYFSVANNMTKQLLFYRADFSLAYVIGGW

GQGGGRFKGPIGRGTYIDSHDHDFVVPDQGSGRLQYFDRFCNFVGLIADRDDGLGNPSCVTRTPRGLVVSDVGKN

CIFFFNYLPEHNKTCCVII 

 

 

 

XP_002229629 
MPTRDPTASVVVGLCSYTRGYDLNWRLHASLRRVCSPDATATKNCAMYMLLLSGDVETNPGPCKLRIPAPLGGKQ

RDTHLRGYYDLRVDWSDLAVCCDNCDICYHSSPVVMSPDTGNSLPRDETDLSLPAANLSNKTPPDSSHSTDCSQD

SVTAGILPPKSHNWRTLVVNADGIIGKVAQFANLVSYTKPDAILMCETKLGPHHHSAEFMPPGYSPPVRRDRASG

AGGVLIAVRDCYTAVEVEQPSEI 

 

 

 

XP_002234262 
MASPKESRLILFSFVLLSIAACILVNNGHSNMPGSNLHLWRKLGMPTRDPTASVVVGLCSYTRGYELNLSLHASL

RRVCSPDATTTKNCAMYMLLLCGDVEPNPGPCKLHMPAPLGGKQRDDHLCGYCDLRVDWSDLAVCCDNCDIWYHR

PCHGMTTEEFGNVHDVHWTCFKCNSSNSDNNTFHSFELDSNSYYLHDTSDSPSSVPSPSSFRPSYHSSPVVVSPD

TGNNAPRDGTEPDSSHSTDCSQDSVTAGLLPPKSHNWRTLVVNADGIIGKVAQFANLVSYTKPDAILMCETKLGS

HHHSAEFMPPGYSPPVRRDRASGAGGVLIAVRDCYTAVEVEQPSEIKAEISWIKVSLRNKKSLYLGSYYRTPSGK

HSEQLDELEKSIKHIRNLTKNNPGSTIIGGDFNLGDVDWETESIPKNSRERVPGERLISIFNNNRVSQMQREPTR

FGRLLDLFVTSKPSLVKTMSNLPGIAYDNIRELFGAFARELDTNINQHTVEESWSALKNKIHDLISSHVPSKTTS

KRHHLLWMNGELKR 

 

 

 

 

 

 

 

 

 

 


