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	Sample
	Reads
	Bases
	Error rate
	Q20
	Q30
	GC content

	CON-1
	11592809
	0.580G
	0.01%
	98.94%
	96.74%
	49.36%

	CON-2
	13264445
	0.663G
	0.01%
	99.27%
	97.34%
	49.26%

	CON-3
	15759700
	0.788G
	0.01%
	99.44%
	97.88%
	49.51%

	APAP-1
	12156322
	0.608G
	0.01%
	99.48%
	97.96%
	49.72%

	APAP-2
	11632365
	0.582G
	0.01%
	99.44%
	97.81%
	49.06%

	APAP-3
	10879097
	0.544G
	0.01%
	99.44%
	97.91%
	51.60%

	PGE2-1
	14242853
	0.712G
	0.01%
	99.47%
	97.99%
	50.68%

	PGE2-2
	11176996
	0.559G
	0.01%
	99.49%
	98.01%
	52.96%

	PGE2-3
	13907511
	0.695G
	0.01%
	99.28%
	97.31%
	51.27%



