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	Sample
	Library type
	Clean reads
	Clean reads Q20 (read1/read2)
	Clean reads Q30 (read1/read2)
	Total paired mapped reads
	Peaks
	FRiP

	D1_1
	ATAC-seq
	135222526
	96.86%/97.24%
	86.24%/92.66%
	129574150(95.82%)
	128444
	0.07

	D1_2
	ATAC-seq
	159260680
	97.02%/96.85%
	86.50%/91.92%
	151598982(95.19%)
	137435
	0.06

	D35_1
	ATAC-seq
	127981110
	97.00%/97.37%
	87.33%/92.97%
	114190018(89.22%)
	105246
	0.10

	D35_2
	ATAC-seq
	123230764
	97.06%/96.86%
	87.04%/91.89%
	113754358(92.31%)
	102970
	0.07

	D75_1
	ATAC-seq
	123531232
	97.48%/97.58%
	88.70%/93.33%
	117933976(95.47%)
	101909
	0.06

	D75_2
	ATAC-seq
	143687212
	97.40%/97.29%
	88.46%/92.74%
	136668828(95.12%)
	106351
	0.06



