S1 Table. Sources of public data.

Experimental data type Cell line GEO/SRA ID(s) Reference
Pol 1l ChIP-seq MCF7 GSM822295 [1]
H2A.Z ChIP-seq HMEC GSM1003500 [1]
H3K4me3 ChIP-seq HMEC GSM733712 [1]
H3K27ac ChIP-seq HMEC GSM733660 [1]
H3K4mel ChIP-seq HMEC GSM733705 [1]
HeK36me3 ChlP-seq HMEC GSM733707 [1]
TBP ChiP-seq GM12878 GSM935277 [1]
GATAZ3 ChlIP-seq MCF7 GSM1010783 [1]
SP1 ChIP-seq A549 GSM1010813 [1]
NFIC ChlIP-seq GM12878 GSM1010881 [1]
c-Fos ChIP-seq K562 GSM935355 [1]
c-Jun ChiP-seq K562 GSM935411 [1]
p300 ChlP-seq MCF7 GSM1010800 [1]
CHD1-A ChIP-seq K562 GSM1003575 [1]
Sap30 ChIP-seq K562 GSM1003445 [1]
BRG1 ChIP-seq Hela GSM935511 [1]
INI1 ChIP-seq Hela GSM935634 [1]
BAF155 ChlIP-seq Hela GSM935637 [1]
BAF170 ChIP-seq Hela GSM935638 [1]
CTCF ChlP-seq A549 GSM1003606 [1]
FAIRE-seq T-47D/A1-2 SRA044977 [2]
MNase-seq MCF7 GSM1856003, [3]
GSM1856004,
GSM1856005
Pol 1l ChIP-seq GM12878 GSM935386 [1]
Pol Il ChIP-seq K562 GSM935358 [1]
NET-seq HelLa GSM1505438, [4]
GSM1505439
NET-seq HEK239T GSM1505440, [4]
GSM1505441
GRO-seq GM12878 GSM1480326 [5]
GRO-seq K562 GSM1480325 [5]
GRO-cap GM12878 GSM1480323 [5]
GRO-cap K562 GSM1480321 [5]
PRO-seq K562 GSM1480327 [5]
SPT5 ChIP-seq Hela GSM1280295 [6]
NELF-A ChlP-seq Hela GSM1280296 [6]
NELF-E ChIP-seq K562 GSM935392 [1]
Ccnt2 ChlP-seq K562 GSM935547 [1]
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