was predicted in:

Sequence  TCTTTGAAGA ATTTCAAAGT TAATCAAAGC CCTTTGAGTC ACTTTGAATA TCTTTGATCT TCTTTGAATT AGTTCAAAGG CTATCAAAGT ATTTCAAAGC

170 179 614 623 1041 1050 1667 1676 4677 4686 4900 4900 4987
193% 146% 469% 216% 286%
0.14099 015381 0.14099 0.14099 011536
030331 021084 0.12600 030331 023204

was predicted in:

Sequence  TGCAAAG CTTTGCT ATCAAAG AGCAAAG CTTTGCT CTTTGAT TGCAAAG ATCAAAG

38 388 631 637 1043 1049 2191 2197 2681 2687 4501 4907 5196 5202 6280 626
Dissimilarity 315% 000% 315% 000% 000% % 315% 315%
RE equally 082031 041016 082031 041016 041016 082031 082031 082031
RE query 110945 049275 110945 049275 049275 110945 110945 110945

Consensus sequence and matrix:

286% 076% 140%
011536 019226 015381
023204 024750 021084

4996 6067 6076 6278 6287 6624 6633

TCF/LEF response sequences
in human ACE2 promoter

was predicted in:

Sequence  TACCAAAG CTTTGCTC AATCAAAG TAGCAAAG CTTTGCTC CTTTGGTC CTTTGATC CTTTGGTC TATCAAAG

49 199 631 638 1042 1049 2190 2197 2681 2688 35 3605 4501 4908 5780 5787 6279 626
Dissimilarity 036% 000% 036%
RE equally 010254 0.10254 0.10254
RE query 022398 008590 013287 008590

Consensus sequence and matrix:

00000511
100 0 0 0205
000010110
0101010 0 281

[102905] | was predicted in:

Sequence CTTTGTTG GAACAAAG CTTTGCTT Sequence  GAGTCAAAGG Sequence
1639 1696 1995 2002 3076 3083 638 &7

Dissimilarity 0:69% 200% Dissimilarity 4649

RE equally 0.16022 0.45065 RE equally 011015

RE query 0.16770 055552 RE query 0.11089

Consensus sequence and matrix: Consensus sequence and matrix:

0000063
6000000
0000600
0666003

00000511
100 0 0 0205
000010110
01010100 281
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TGCAAAG CTTTGCT

78] | was predicted in:

3113

3082
315%

0.64087

071315

TCF/LEF response sequences
in human DPP4 promoter

Desquilles et al., Supplementary Fig. 4




