
TSS

-2921

-2403

-1800

-1195

+1

-602

TCTTGTGTATGGTG
GAGTACACACACACACTGAGATCT

AAATCAGTAACCTACTTCTTGTCTTCTGT
TCCATGGGACTT

CAGAAAGTTTTTATACAAGCATAAAGAAATTAAAGATTCCCCTCTAGA
GAGATGGCTCAGCAAGTTAAGAGCATTGGCTGCTCTTGCAGAGGACATAGGTTCTATTCCCAGTACC
TAGCTGAGGTGGCTCACACCAAGGTAACTCCAGCCCCAGTGGATCAGATGCCCTCTTCTGGTCTCAG

CACACACACACATAGAAATATTTTAA
TTATCCTTTTTCTTACATATACTTAAGGAATACAACATGACATTTTGATATACCTACACACAATGAAAT

GCATCTCTACTCTTTGGGGGGCACTCTAAAGTCTTACTATGGGCTGTT
CAAGGCTTTTACCT

ACCTCTGACTTCAATGGCTGTCTTCCCTGTGGCACACATTGCC
ATGTGGCCGTTTTGAATACGGCAGCCTCTGAGTTGAGAGCTCCTTCCTT

CAAACAGCCTGACTAGCCAGGCCAGAGAGACAACGTTAAC
TATGACAGCTGGGAACTTTCTAGATGTGGA CCGCAGCCTCCT GCAGCTGCTCGCTTTCTGGATGGC

CTGTTGTTTCCCACAAGACACTCATCAGAGGCAATGTCTTAAAGC CGTTCCAGATT
CAGGGGTGCCTGGGTAGTTGTAATGTCTTTTTAATATTTTAAAAATTTCCTTCTTATATTCATGCTTG
TGTGCATACAGAGAGAGAGAGGTTTTTTTTTT TCTTTTTTGTTTTGTTTTGTT TTTTGTATTAGTTT

TTTCAAATAAGAAATGTGTGTGTGATGAATTTTTTGAGATATGGC
TACATGGCTCAGGTTGGCTTTGGCTTTGAACTCTTCCCACTTCTGCTTCCTGAGTCCAAGGTTGCAGA

GTTGGATATACAAGTA

AAGGGAATGGGGCATGAAGTAGCTTTTGATGGCTGGGGGC GGTTCTGCCC  
GTGGCACCTTGACTCCATCCATCAAACACGTG CATGCGTCA  
GACTGTGGTCTGAGTGTTTTGCAATTCCTGT  
ATAGTTATGATGATGTAATCGCCACAAGAAGCTGAGTGGGGTGG AACACTTTC 
TGTGAGTCTAAAA  

 

TAGGCAACAGCACTCATATGTAGACACACACACACACACACA
 

TGTGACGATAGTTAACTCA  
AGCAATTGGATGAGACAGTCCAGAGCGAGCACGGTCCACTCTGAG GGTGTAA  
TTAATATTCTACATAGA A  
AGGTCTGTGGTGACACA  
CAGATCTCACAGAGGACAAT  

 
CAGCGGAAGAC  

 
 

GTTGCTTTTTAGGAAAT TATAC  
 

CATATATCACTGTTTCTGTCTAAGCTCTATACTCAAGGAGTCCAATGTGACC  
CGTAGGGCAATGGTTCTGCTCCGCGGAGATTTACACTCCGTTTCACACACCCATTAGCCTATTTACAC 
ACCCACCCATGTCTTCATTTCCAGGCTTGGAGAAGAGTCTCCTTTAAATGTCAAGGGCATGGGATCC 
TTTCAAAGGACTTCTTAAGGTGGCACATGGTCAGCTGTGGTGGATCAGAGGAGTGAGTAGAGGGAA 
CCTATGGTGACAAGACCGATCCCAGGGCC GGCTGGGAATTGTTCCTTCGTGCTAGATCTGCCC A 
ATCCGTGCCTCTGTCTGCATCAGAGCCAGCAGTGTTTCA GCACTGAAGGCATCTGCCCACAGAGA 
TTAGTAA TGAAGACCGATGTCAAAAAGGA GTCCCCCAAATG ATAGACCATTCAGTAAATA  
CGGAACGAAAATCGATTAAATACATTTACTCCA AAACAAATTAATATTTTAGTCTTGTGCATAACTGT 
AATA ATTCTCT TAAATATCCTTGAATAAT TTAATTTTTCAAAAGGTATTTTGTCTATAAA 
ATAGAGATATGCTGGGCTTTTTAATTACATTTTTAGTTGCCATACAAAATAATGGACTTCGTTGTG 
TAGCTCA GTGGTAGGGCACTTGAAAGACTCTTC TGAGTAACCCACCCACACCCTCCCAACACA C
ACACATCACCCTCCCAACACATACACATACAAACACATACACACAC  

 
 
 

ATACACATACCCACATACACAC 
ACAAACCACATATACATAC CCACATACACACACAAACCACTCACACATACACATACCCACA 
TATACACACAAACCACATACACATACCCATACCCACATACATACACATACACACCACACACACACATG 
TATTTCATCAAATGTTGTTAATCCTCACATTCCTGCTACCCTTGGTCCCTCTTCCTGCCTCTGGTGTC 
CAGTTAGTTTCCTCTCCCCAAACTTTTCCCTTATTCACTCAAGCACACATGGATGCACACATCACACA 
CAAATAAATATACAAATAAATAATAAAAATAGTACTGTTGGAGAAATAAGTCTAGTGGCCATGTGGG 
AATCAACAGTACAAATAGGGTGGACAAGCAAAGCCTGGAAGACAGCGGTGCAGGCCCAGGTGACAG 
ATGATGCAAAGATGCTGGCTTAAGGTGACTAGCAGCTTAATCCCCTTCCCAAACCTGTGACCGTGAC 
GACCTGCATGGGAAATGGGCCTCACAGGGATGACAGCTAAGAATCTCCAGGTGGG AGGGTTGTTCTG  
TATTATCC GGgCAAGCTGACCCAGTTGTAAAGGACTtTAAATGAGTGTGATGGGAGGGTCAGA  

G TCGAGGCAAGATGTGAGCACAACCTGGAGCAAGGGTGACTCGATGCCCAGGAAGAGAGCAGCCAA
 

TGTGGGAAAA
ATGTATA

AAGGGAATGG

ACATGTTGCT ATTTGCAATACTTTGCATTGACCAAAAGGACCCTAAACTG GCTGACC
TCA CAAGCGACCT ACTCTGTACT CCGCATCCTA TAACACTCTCACAATGACAG GAG G G 
GTTTCTGTTTGGTAGTTTCCTGGGCTAATGGGAGACAGAGCTCAGACA GAAAGGAATG
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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 
   ½ EREs; grey box, AP-1; magenta box, Sp1; yellow box, GATA; olive box, C/EBPα;  
   orange box, C/EBPβ and  blue box, NKX2.5. The mismatches in TATA box and in full ERE
   are shown in lowercase letters. 
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