Human SKIL
Human SKiI
Mouse SKI

Human SKIL
Human SKiI
Mouse SKI

Human SKIL
Human SKI
Mouse SKI

Human SKIL
Human SKI
Mouse SKI

Human SKIL
Human SKI
Mouse SKI

Human SKIL
Human SKI
Mouse SKI

Human SKIL
Human SKI
Mouse SKI

TGF-B
SMAD2 -
SMAD3 -

SMAD4 -

A
B
C
D
E

SKI amino acid sequence 19-35

MENLQTNFSLVQGSTKKLNGMGDDGSPPAKKMITDIHANGKTINKVPTVKKEHLDDYGEA

21 28 3132 3435 (SKI)
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116 117 (SKI)

CFQVGGEKRLCLPQVLNSVLREFTLOQQINTVCDELYIYCSRCTSDQLHILKVLGILPFNA
CFVVGGEKRLCLPQILNSVLRDFSLOQQINAVCDELHIYCSRCTADQLEILKVMGILPFSA
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PSCGLITLTDAQRLCNALLRPRTFPONGSVLPAKSSLAQLKETGSAFEVEHECLGKCQGL
PSCGLITKTDAERLCNALLYGGAYPPPCKKELAASLALGLELSERSVRVYHECFGKCKGL
PSCGLITKTDAERLCNALLYGGAYPPPCKKELAASLALGLELSERSVRVYHECFGKCKGL
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FAPQFYVQPDAPCIQCLECCGMFAPQTFVMHSHRSPDKRTCHWGFESAKWHCYLHVNQKY
LVPELYSSPSAACIQCLDCRLMYPPHKFVVHSHKALENRTCHWGFDSANWRAYILLSQDY
LVPELYSSPSAACIQCLDCRLMYPPHKFVVHSHKALENRTCHWGFDSANWRAYILLSQDY
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LGTPEEKKLKIILEEMKEKF ———-—--
TGKEEQARLGRCLDDVKEKFDYGNKY
TGKEEQARLGRCLDDVKEKFDYANKY

*, ks %k kg skkkk
SAND domain (amino acids 219-312)
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amino acid substitution
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R-SMAD binding domain (amino acids 11-45)

Dachshund homology domain (DHD) (amino acids 91-192)

Figure 4 Supplement 1



