-2921 ACATGTTGCT ATTTGCAATACTTTGCATHGRBEAAAAGGACCCTAAACTGTGTGGGAAAAGC TIGAIGE
TCACAAGCGACCT ACTCTGTACTCCGCATCCTA TAACACTCTCACAATGACAGATGTATAGAG G G
GTTTCTGTTTGGTAGTTTCCTGGGCTAATGGGAGACAGAGCTCAGACA GAAAGGAATGAAGGGAATGG
AAGGGAATGGGGCATGAAGTAGCTTTTGAT BEBERGGEGGGC GGTTEIGEEETCTTGTGTATGGTG
GTGGCACCTTGACTCCATCCATCAAA CACGTG CATGCGTCA GAGTACACACACACACTGAGATCT
GACTGTGGTCTGAGTGTTTTGCAATTCCTGT CTTATCA AAATCAGTAACCTACTTCTTGTCTTCTGT
ATAGTTATGATGATGTAAT CGCCACAAGAAGCTGAGTGEBBBIGE TCCATGGGACTTAACACTTTC
TGTGAGTCTAAAA TTATCT CAGAAAGTTTTTATACAAGCATAAAGAAATTAAAGATTCCCCTCTAGA

-2403 GAGATGGCTCAGCAAGTTAAGAGCATTGGCTGCTCTTGCAGAGGACATAGGTTCTATTCCCAGTACC
TAGCTGAGGTGGCTCACACCAAGGTAACTCCAGCCCCAGTGGATCAGATGCCCTCTTCTGGTCTCAG
TAGGCAACAGCACTCATATGTAGACACACACACACACACACA CACACACACACATAGAAATATTTTAA
TTATCCTTTTTCTTACATATACTTAAGGAATACAACATGACATTTTGATATACCTACACACAATGAAAT
TGTGACGATAGTTAACTCAGCATCTCTACTCTTTGGGGGGCACTCTAAAGTCTTACTATGGGCTGTT
AGCAATTGGATGAGACAGTCCAGAGCGAGCACGGTCCACTCTGAG GGTGTAA CAAGGCTTTTACCT
TTAATATTCTACATAGAGATAGAAACCTCTGACTTCAATGGCTGTCTTCCCTGTGGCACACATTGCC
AGGTCTGTGGTGACACA ATGTGGCCGTTTTGAATACGGCAGCCTCTGAGTTGAGAGCTCCTTCCTT
CAGATCTCACAGAGGACAAT CTATCA CAAACAGCCTGACTAGCCAGGCCAGAGAGACAACGTTAAC

1800 TATGACAGCTGGGAACTTTCTAGATGTGGA CCGCAGCCTCCT GCAGCTGCTCGCTTTCTGGATGGC
CAGCGGAAGACCTGTTGTTTCCCACAAGACACTCATCAGAGGCAATGTCTTAAAGC CGTTCCAGATT
CAGGGGTGCCTGGGTAGTTGTAATGTCTTTTTAATATTTTAAAAATTTCCTTCTTATATTCATGCTTG

TGTGCATACAGAGAGAGAGAGGTTTTTTTTIT TCTTTITTTGTTTITGTTTTGTT TTTTGTATTAGTITT
GTTGC CAAATAAGAAATGTGTGTGTGATGAATTTTTTGAGATATGGCTATAC
TACATGGCTCAGGTTGGCTTTGGCTTTGAACTCTTCCCACTTCTGCTTCCTGAGTCCAAGGTTGCAGA
CATATATCACTGTTTCTGTCTAAGCTCTATACTCAAGGAGTCCAATGIGRBE GTTGGATATACAAGTA
CGTAGGGCAATGGTTCTGCTCCGCGGAGATTTACACTCCGTTTCACACACCCATTAGCCTATTTACAC
CATGTCTTCATTTCCAGGCTTGGAGAAGAGTCTCCTTTAAATGTCAAGGGCATGGGATCC
-1195 TTTCAAAGGACTTCTTAAGGTGGCACA GCTGTGGTGGATCAGAGGAGTGAGTAGAGGGAA
CCTATGGTGACAAGACCGATCCCAGGGCC WGWCCTFCGTGW A
ATCCGTGCCTCTGTCTGCATCAGAGCCAGCAGTGTTTCA GCACTGAAGGCAT ACAGAGA
TTAGTAA TGAAGACCGATGTCAAAAAGGA CTAT CCGTCCCCCAAATG ATAG ACCATTCAGTAAATA
CGGAACGAAAATCGATTAAATACATTTACTCCA AAACAAATTAATATTTTAGTCTTGTGCATAACTGT
AATA ATTCTCT GTATCT TAAATATCCTTGAATAAT TTAATTTTTCAAAAGGTATTTTGTCTATAAA
ATAGAGATATGCTGGGCTTTTTAATTACATTTTTAGTTGCCATACAAAATAATGGACTTCGTTGTG
TAGCTCA GTGGTAGGGCACTTGAAAGACTCTTC TGAGTAA BEERBE CACACCCTEEEAREACAC
ACACATCACCCTEEEAREGACATACACATACAAACACATACACACACATACACATACCCACATACACAC
-602 ACAAACCACATATACATAC AGATAC CCACATACACACACAAACCACTCACACATACACATACCCACA
TATACACACAAACCACATACACATACCCATACCCACATACATACACATACACAC CACACACACACATG
TATTTCATCAAATGTTGTTAATCCTCACATTCCTGCTACCCTTGGTCCCTCTTCCTGCCTCTGGTGTC
CAGTTAGTTTCCTCTCCCCAAACTTTTCCCTTATTCACTCAAGCACACATGGATGCACACATCACACA
CAAATAAATATACAAATAAATAATAAAAATAGTACTGTTGGAGAAATAAGTETAGTGGCCATGTGGG
AATCAACAGTACAAATABBGEGEACAAGCAAAGCCTGGAAGACAGCGGTGCAGGCCCAGGTGACAG
ATGATGCAAAGATGCTGGCTTAAGGTGACTAGCAGCTTAATCCCCTTCCCAAACCTGRGRBBGTGAC
GACCTGCATGGGAAATGGGCCTCACAGGGATGACAGCTAAGAATCTCCA GBBRBGE AGGGTTGTTCTG

TATTATCC GEgERAGETGABECAGTTGTAAAGGACTETAAATGAGTGTGATGGGAGEGIGRGA
|—>TSS +1

G TCGAGGCAAGATGTGAGCACAACCTGGAGCAAGGGTGACTCGATGCCCAGGAAGAGAGCAGCCAA

Supplementary Figure 1. Trascription factor binding sites in -2921 nt upstream of KCNE2
TSSs (red font and underlined). The predominant start site T is bold and marked with an
arrow. All numbering are based on this site (+1). The potential TATA box is in blue font
and underlined. Transcription factor binding sites that were identified using Transcription
Element Search Software (TESS) and Matinspector are highlighted. Green box, ERE and
Y2 EREs; grey box, AP-1; magenta box, Sp1; yellow box, GATA,; olive box, C/EBPq;
orange box, C/EBP and blue box, NKX2.5. The mismatches in TATA box and in full ERE
are shown in lowercase letters.
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