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Sources of the datasets shown in Figure 4.

Modification | Series/Submission | Dataset Sample name Reference
H3K27me3 DRA001232 DRX013192 HEK293 H3K27me3 [1]
H3K9me3 GSE66530 GSM1624502 | 309M3-B lotl_ChlIPSeq [2]
experiment 2
H3K79me3 GSE89052 SRX2263477 CTL H3K79me3_ChlPSeq [3]
H4K20me3 GSE85940 GSM2288151 | CLO110_H4K20me3 PAR_02 | [4]
_REP2 119
POLR2A GSE31477 GSM935534 Yale_ChipSeq_HEK293 Pol2 | ENCODE
_std
H3K4me3 GSE35583 GSM945288 UW_ChipSeq_HEK293 H3K4 | ENCODE
me3
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