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	Sample
	Total Raw Reads (M)
	Total Clean Reads (M)
	Total Clean Bases(Gb)
	Clean Reads Q20(%)
	Clean Reads Q30(%)
	Clean Reads Ratio(%)

	MH_8D_0_1
	21.29
	21.29
	1.06
	98.44
	90.96
	100

	MH_8D_0_2
	21.26
	21.26
	1.63
	98.36
	90.47
	100

	MH_8D_0_3
	21.36
	21.36
	1.07
	98.32
	90.4
	100

	MH_8D_75_1
	21.21
	21.36
	1.06
	98.5
	91.1
	100

	MH_8D_75_2
	21.2
	21.2
	1.06
	98.37
	90.55
	100

	MH_8D_75_3
	21.38
	21.38
	1.07
	98.48
	90.91
	100



