Figure S15. Human-mouse-fugu alignment and predicted TFBS of CNES.

TFBS on the forward strand are shown in blue and TFBS on the reverse strand are shown in
red below the human-mouse-fugu sequence alignment. The binding TF and position weight
matrix similarity score are listed next to each predicted site.

human CCTTCATTTCTGTATAGCTGTGTTTGCCTCAGGGCCACGCTGCTTGTTTTGACAGTGGAT 60
mouse CCTTCATTTCTGTATGGCTGTGTTTGCCTCAGGGCCACGCTGCTTGTTTTGACAGTGGAT 60
fugu CTCTCACTGTTCAGTGAATCGGCTTGCCTTAGGGCCCTGCTGCTTGTTTTGACAGAGCTT 60

tttGCCTcagggecca 0.961 AP2.02
gggCCACgctget 0.959 ATF6.01
tttTGACagtg 1 TGIF.01

human CCCCCTAGATAGTTGGGATTAGTCGAGCTTGTTTAGATAAACTTGAA-——-———~ ATCAAG 113
mouse CCCCCTAGATAGTTGGGATTAGTCGAGCTTGTTTGGATAAACTTGAA-—————~ ATCAAG 113
fugu CCCCT--GATAGTTAGGATTAGTCCAGCTTGTTTGGCTARACTAGGAGAGGGGGATCTTA 118

agatAGTTgggat 0.944 MYT1L.O1
atagttgggaTTAGtcg 0.969 PTX1,01
agttGGGAttagt 0.98 IK2.01
tggGATTagte 1 TFII-IR4.01
gagcttgTTTAgataaa 0.927 HFH1.01
tttaGATRaactt 0.95 GATAL1.03

tgahA-—=-—==—= ATCaag... 0.963 GFI1.01
human GCCTTCT 120
mouse GCCTTCT 120
fugu GGCTACT 125

..gcctt 0.963 GFI1.01



