Figure S8. Human-mouse-fugu alignment and predicted TFBS of CNEI.

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 AGCACGTCACGCTGGCCC————-— ABAATGAAATGCTGACAAATGTAGATATTTCAAATTT 55
mouse CGCACGTCACGCTGGCCC-——--- GRAAATGAAGTGCTGACAAATGTAGATGTTTCAAATTT 55
fugu AGCACCTTATAATGGGCCCAGCACAAATGGTATGTTGACAAATGCAGATATTTCAATTTT 60

aatgaaatGCTGacaaatgta 0.993 MARE.O1
atattTCARattt 0.956 CHR.01
tttcaaattT... 0.999 S58.01

ttcaaattT... 0.936 LHX3.02
ttcaaatTT... 0.93 HMX3.02
aaatTT... 0.93 HMX3.02
aattT... 0.956 GSH2.01
aattT... 0.961 BRIGHT.01
tTT... 0.941 NEX61.02
human AATTGACATTTAAATGTACTT T6
mouse AATTGACATTTAAATGCACTT 76
fugu AATTGACACCACGAGGCAGTT 81

...AATtgac 0.999 S8.01

...AATtgaca 0.936 LHX3.02

...AAttga 0.93 HMX3.02

...AAttgacat 0.93 HMX3.02

...AATtgacattta 0.956 GSHZ.01

...AATtgaca 0.961 BRIGHT.O0l

..AAttgaca 0.941 NKX61.02
aatTGACattt 1 TGIF.01

ttgacatTTAAatgt 0.949 HMX3.02
acatTTAAatgtact 0.2949 HMX3.02



