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Figure S2

Rabbit anti-CTCF:Mouse anti-CGGBP1 No primary antibody
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Figure S3
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Figure S4

Starved_RM (5kb max)
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Figure S5
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Figure S7
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Figure S8
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Figure S9

CT read density on UCSC LINEs
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Figure S10
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Figure S11
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Figure S12
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Figure S13

CT reads on Motif-negative LINE-positive CTCF peaks
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Figure S14

Replication origins
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Figure S15
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Figure S16
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Figure S17
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Figure S18
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Number of permissive TSSs
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1x10°-
1x%104-
1%103-
1x10%
1%101-

1%100-

1%10-1-
O O O & & & &
@Q Q“Q @Q @Q QQQ QQQ QQQ
S & & & S S
2 N P WS

Distance from CGGBP1-dependent CTCF-binding sites



