Table S1. The ChIP-seq data set included in the study
	Antibody
	Data type
	reference
	GEO ID

	Flagged H3.1 and H3.3 
	ChIP-seq
	
	GSE64652

	Flagged macroH2A
	ChIP-seq
	(Tolstorukov et al. 2012)
	GSM937967

	H2A.Z
	ChIP-seq
	(The ENCODE Project Consortium 2012)
	GSM1003483

	H3K4me1
	ChIP-seq
	(The ENCODE Project Consortium 2012)
	GSM798322

	H3K27ac
	ChIP-seq
	(The ENCODE Project Consortium 2012)
	GSM733684

	PolII
	ChIP-seq
	(The ENCODE Project Consortium 2012)
	GSM733759

	DNaseI 
	DNase-seq
	(The ENCODE Project Consortium 2012)
	GSM736510

	RNA-seq
	RNA-seq
	(The ENCODE Project Consortium 2012)
	GSM591682

	GROseq
	GROseq
	(Andersson et al. 2014)
	GSE62046
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