cagctAAGGAGAAAGCAAAACAAAAACAATgataaaaacgtttaaaatccaaggacaaaaaccggagtcg
gtctcaaaatccgegecegttcagtgetccactcggtagtcgactcggetgeaggececeggectggecggageaacgeggs
ggacacccccgattccgetggggagcegcageccacagcetecccctcgecaggegeccaaggaccctcaaggegeggss
cccacacttgaagcctgggaacgcgcagacaggaaaccctcttectcctaageagtttctigetegteggatgagaggegce
ccaattgaagcagaatgatcctcatctactaatatccagegtggecacaaagcegactggcecatttacgccaccactttaaa
caaagatatttggttattcccgggaagcaagagcacttttgecatggetgagetgegggeggaggegagecteggeccage
ctceegeccgctgagetgeccgceaccteggeattegeccectectggecagegetccagecgeeggggttcaggetcagtt
ccgeccggcraacagacagacgggcactcacgecgceteectgetegegegcetceectgaageatcagaggggaaaacage
gtggctctgggetegggtgetggggcetgtgatgtectcggaaagtcagctccagecccagateececgegtgtctgggagat
gggcgagggtcagggacaccaggtttgttcgaggtggggcaacttcagtgacggaccctceecgtgagacccectteccate
ctcccagcetctgggggecagtgetgtgttigetcggeegggggtegggggeggggsggaagacctigggggaggegtst

tagcgggggtggeccactgaaaaaccectgagetgegggggeggstigtggcteggggatecgggacagecteeggg
aggcagtcgatcccctactcagegeccecteegecegeteggattetctecggtagggggaaagggggeggggageaga

ggTGTCcctctgacggcggcagaagagaggCAGACAGACtgaCAGACacgtAGACcaacagtgeggeccca

gggttcgtcccCAGACtcgctcgcetcatttgtiggcgactggggctcagegecagegaageccgatgtggtccggaggea
gtgggaaggegegggectgggaggecgeggegggagggaggageagecccggeaggetcaggtgaaacceccaccct
gtccctcagecccectectectaaagacctgtecgtgeccggggaaccecgaccgaattggaaagtggttccactttgtaact
ccgcaagttggttgcaaagceagceattcaccttecttectctcaaccatctetectectetgttactcceccaccecacctectg

ccctececgetceteggtteectectecttecectecectecacctecteccegegetecgetggtaccccacaaaaaatgggg
gtggggetgtccaagggaggggggaaatgcetitgggtctegtetetgectctctctetetctetttgagacctaaaaatectg

acaagtgaaacT(+1)taa

Deletion control: aaggagaaagcaaaacaaaaacaat (-1590/-1566)

Deletionl : GACAGACtgaCAGACacgtAGACca (-538/-514)
Deletion2: AGACacgtAGAC (-527/-516)
Mutation control:ggtgtccc (-570/-563)
ggctgtcc
Mutation1: gaCAGACacgtAGAC (-530/-516)
gaGCTTCTcgtCTTC
Mutation2: gCAGACAGACtgaCAGACACgtAGAC (-541/-516)
gTGCCTTGACtgaGCTTCTcgt CTTC
Mutation3: gCAGACAGACtgaCAGACAcgtAGACcaacagtgeggcecccagggttcgtcccCAGAC (-541/-484)

gTGCCTTGACtgaGCTTCTegtCTTCcaacagtgeggecccagggttcgtccc TCTGCT

SUPPLEMENTARY FIG. S4. NKX2-1 promoter and putative SMAD binding elements (SBEs). This region contains 1599 bp,
from —1595 to +4 relative to the transcription start site of NKX2-1. Bold: transcription start site. Red letters for mutated
nucleotide residues. Putative SBEs, including a consensus sequence [CJAGAC in capitals.





