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Supplementary Figure S2
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Supplementary Figure S5
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Supplementary Figure S7
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Supplementary Figure S12
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Supplementary Figure S13
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Supplementary Figure S17
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5 Pre-mRNA Poly-A site 3
ARURAR ] " GUreh ——
—10-35——>¢—~50—)
Canonical polyA signals:

AACAAA l Cleave and add Poly-A tail
AATAAA 5 Pre-mRNA 3
AATACA C AAUAAA AAAAAAAAAAA/A o000
AATAGA
AATATA
AATGAA
ACTAAA
AGTAAA
ATTARN Poly-A sites 35,092 30,301 86%
CATAAA Human 4 ’
GATAAA
TATAAA Control 203,303 30,519 15%
TTTAAA

Poly-A sites 27,152 23,249 86%

Mouse
Control 175,240 20,423 12%
Human Mouse

. Motif upstream [‘ No motif upstream

. Motif upstream [‘ No motif upstream

known

novel

known novel

18,000
17,000
16,000 -
15,000
14,000 4
13,000
w 12,000
© 11,000 1
‘@ 10,000 -
9,000
8,000
7,000
6,000 -
5,000
4,000
3,000
2,000

# PolyA

1,000 |

0-

14,000 1
13,000 1
12,000 1
11,000
10,0004
9,000 4
8,000
7,000+
6,000
5,000+
4,000 4
3,000+
2,000+
1,000+

# PolyA sites

0-




Supplementary Figure S21

H uman Captured TSSs:
distance to closest FANTOM5 CAGETSS (hs)
N = 44736
20000 -
15000 -
3
10000 - =
5000 -
-
g 125000
= N = 200425
Q 100000 -
75000 -
3
ol
50000 -
25000 -
0 -
RN N RN ECRR R I RN
Distance to closest FANTOM5 CAGE TSS
(upstream <—[Captured TSS wrt CAGE TSS] —>downstream)
M ouse Captured TSSs:
distance to closest FANTOM5 CAGE TSS (mm)
N = 32230
15000 -
10000 - )
5
5000 -
Ao
g
B N = 155083
g 75000 -
50000 - 3
ol
25000 -
0 -

LORERERPDLDORDC 590D D HH® 00

Distance to closest FANTOM5 CAGE TSS
(upstream <—[Captured TSS wrt CAGE TSS] —downstream)



Supplementary Figure S22
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Supplementary Figure S41
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Supplementary Figure S49
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Supplementary Figure S50
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