Fig. S1

E-cadherin promoter region

-250 GGCGGGGCTG GGATTCGAACCCAGTGGAATCAGAACCGTGCAGGTCCCAT

-200 AACC|CACCT

AGACCCTAGCAACTCCAGGCTAGAGGGTCACCGCGTCTATG

-150 CGAGGCCGGGTGGGCGGGCCGTCAGCTCCGCCCTGGGGAGGGGTCCGCGC

-100 TGCTGATTGGCTGTGGCCGGCAGGTGAACCCTCAGCCAATCAGCGGTACG

-50 GGGGGCGGTGCCTCCGGGGCT [CACCT

:l: ZEB1 binding site;

GGCTGCAGCCACGCACCCCCTICTC

Red: EMSA probe
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561 TGDGNLSPSQ PPLKNLLSLL KAYYALNAQP Wild type
561 TGDGNLSPSQ PPLKNLLPIV KAYYALNAQP Mutant
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