MeDIP sequencing statistics

	Name
	Total reads
	Total reads after quality filtration
	Aligned read pairs
	Unaligned reads
	% aligned read pairs
	% unaligned reads

	N-term
	56020610
	53824720
	20680258
	12464204
	76.843
	23.157

	C-term
	66957360
	64390474
	25144850
	14100774
	78.101
	21.899

	F-len
	60111690
	55864520
	22358397
	11147726
	80.045
	19.955

	Input
	55973046
	54156972
	22173189
	9810594
	81.885
	18.115




[bookmark: docs-internal-guid-d916acc6-7fff-5193-22]Table S1. The table shows the number of raw MeDIP-sequencing reads, quality-filtered reads (using fastp at default parameters) and aligned or unaligned reads (after alignment with unmasked hg38 using Bowtie2; read length range constraint of 100bp-1000bp).

