ChIP sequencing statistics

	Name
	Total reads
	Total reads after quality filtration
	Aligned read pairs (100-1000bp)
	Unaligned reads

	N-term_ChIP
	208220488
	206747624
	10823838
	184797572

	N-term_Input
	48081704
	47567824
	736852
	45712874




[bookmark: docs-internal-guid-5553d0b4-7fff-577f-21]Table S8. The table shows the number of raw ChIP-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).
