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	[bookmark: OLE_LINK3]Samples
	Raw Reads
	Clean Reads
	Clean Bases
	Error (%)
	Q20 (%)
	Q30 (%)
	GC Content (%)

	[bookmark: OLE_LINK1][bookmark: OLE_LINK2]D5CK_1
	46981942
	45959612
	6.89G
	0.03
	97.12
	92.41
	56.60

	D5CK_2
	54584056
	53161928
	7.97G
	0.03
	97.18
	92.48
	56.30

	D5CK_3
	50640698
	49722616
	7.46G
	0.03
	97.45
	93.14
	54.37

	D5S_1
	38377508
	36795066
	5.52G
	0.03
	97.20
	92.68
	56.05

	D5S_2
	54565662
	51363508
	7.7G
	0.03
	97.33
	93.11
	56.47

	D5S_3
	56862522
	54906618
	8.24G
	0.03
	96.39
	90.93
	56.11

	D20CK_1
	62465336
	61440442
	9.22G
	0.03
	97.17
	92.51
	55.97

	D20CK_2
	60074008
	58320880
	8.75G
	0.03
	97.63
	93.69
	54.95

	D20CK_3
	59358006
	58426536
	8.76G
	0.03
	97.41
	93.06
	55.04

	D20S_1
	50612284
	48862528
	7.33G
	0.03
	97.06
	92.53
	55.51

	D20S_2
	52502382
	51563336
	7.73G
	0.03
	96.96
	92.02
	56.16

	D20S_3
	48103528
	46483724
	6.97G
	0.03
	95.45
	89.38
	55.09

	Total
	635127932
	617006794
	92.54G
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