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AD1
PPRFKLSSCLSLLSTRDRRLCDFAKMHHQORMAALGTDKELSDLLDFSAMEFSPPVSSGKNGPTSLASGHEFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
NPSTLGGQG-————————— LCDFAKMHHQQORMAALGTDKELSDLLDEFSAMEFSPPVSSGKNGPTSLASGHFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS

PPRFKLSSCLSLLSTRDRRLCDFAKMHHQORMAALGTDKELSDLLDFSAMESPPVSSGKNGPTSLASGHEFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
MHHQORMAALGTDKELSDLLDEFSAMEFSPPVSSGKNGPTSLASGHFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
MORAKTELFRLQIVTDDLRKNEMEFSPPVSSGKNGPTSLASGHEFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
MRASKGSEGCQHAVTSQLVTGAGGDQTEMFSPPVSSGKNGPTSLASGHFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
MLEREGVKERVRMEFSPPVSSGKNGPTSLASGHFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEFVNS
MEMDIATFMAKMESPPVSSGKNGPTSLASGHEFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
MEFSPPVSSGKNGPTSLASGHFTGSNVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMT SRDLGSHDNLSPPEVNS
MLKMFFRISQVAGSSWYSKDVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
MEEDSRDVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS
MSIFENVEDRSSSGSWGNGGHPSPSRNYGDGTPYDHMTSRDLGSHDNLSPPEVNS

MTSRDLGSHDNLSPPEFVNS

MKDIFFQFIIARVRKCYSLSCLHTLPVV

1 NLS
RIQSKTERGSYSSYGRESNLQGCHgEELLGGDMDMGNPGTLSPTKPGSQYYQYSSNNPRRRPLHSSAMEVQTKKVRKVPPGLPSS YAPSASTADYNRDSPGYPSSKPATSTFPSSFFMQODGH

PTLRKTERGSYSSYGRESNLQGCH LLGGDMDMGNPGTLSPTKPGSQYYQYSSNNPRRRPLHSSAMEVQTKKVRKVPPGLPSSVYAPSASTADYNRDSPGYPSSKPATSTEFPSSEFFMQODGH
MDMGNPGTLSPTKPGSQYYQYSSNNPRRRPLHSSAMEVQTKKVRKVPPGLPSSVYAPSASTADYNRDSPGYPSSKPATSTFPSSFFMQODGH
MYCAYTIPGMGGNSLMYYYNGKAVYAPSASTADYNRDSPGYPSSKPATSTEFPSSFFMQODGH
MKFKQCRCSDTGLCCLDHEGKAEVYAPSASTADYNRDSPGYPSSKPATSTEFPSSFFMQODGH

MQDGH

AD2
HSSDPWSSSSGMNQPGYAGMLGNSSHIPQSSSYCSLHPHERLSYPSHSSADINSSLPPMSTFHRSGTNHYSTSSCTPPANGTDSIMANRGSGAAGSSQTGDALGKALASIYSPDHTNNSESSN

.3
PSTPVGSPPSLSPFTAVWSRNGGQASSSPNYEGPLHSLQSRIEDRLERLDDAIHVLRNHAVGPSTAMPGGHGDMHGIIGPSHNGAMGGLGSGYGTGLLSANRHSLMVGTHREDGVALRGSHSL

4 bHLH
LPNQVPVPQLPVQSATSPDLNPPQDPYRGMPPGLQGQSVSSGSSEIKSDDEGDENLQDTKSSEDKKLDDDKKDIKSIT@SR%FNNDDEDLTPEQKAEREKERRMANNARERLRVRDINEAFKE

LGRMVQLHLKSDKPQTKLLILHQAVAVILSLEQQVRERNLNPKAACLKRREEEKVSSEPPPLSLAGPHPGMGDASNHMGQOM

Supporting Figure S1. Alignment of TCF4 isoforms. Amino acids different from the consensus are in blue, localization of functional domains is indicated with
lines above the sequence. Amino acid(s) in parentheses are absent from (1) isoforms coded by transcripts spliced at acceptor 1l of exon 8, (2) A isoforms coded by
transcripts without exons 8-9, (3) isoforms coded by transcripts spliced at acceptor Il of exon 15, (4) — isoforms (as opposed to + isoforms) coded by transcripts
spliced at donor | of exon 18. AD, activation domain; NLS, nuclear localization signal; bHLH, basic helix-loop-helix domain.



