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	Sample name
	Clean read
	Clean bases
	Errow rate（%）
	Q20%
	Q30%
	GC%

	Ren_IA4601
	41,891,256
	6,259,599,115
	0.0288
	96.47
	90.79
	47.67

	Ren_IA4603
	42,713,770
	6,382,150,904
	0.0277
	96.95
	91.73
	42.82

	Ren_IA4621
	46,481,158
	6,924,341,276
	0.0283
	96.68
	91.28
	48.39
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