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	Raw reads
	Raw bases
	Clean reads
	Clean bases
	Error rate(%)
	Q20(%)
	Q30(%)
	GC content(%)

	T0_1
	53753192
	8116731992
	52931804
	7595782458
	0.0267
	96.61
	94.23
	46.8

	T0_2
	60742354
	9172095454
	59689360
	8557749881
	0.0264
	96.74
	94.42
	46.81

	T0_3
	83953652
	12677001452
	82756462
	11900042997
	0.0265
	96.69
	94.4
	46.72

	T1_1
	59199582
	8939136882
	58335060
	8379102683
	0.0268
	96.56
	94.15
	46.63

	T1_2
	50175014
	7576427114
	49372798
	7054352099
	0.0269
	96.54
	94.07
	46.65

	T1_3
	46561278
	7030752978
	45910572
	6565404811
	0.0274
	96.28
	93.71
	46.61

	T2_1
	52922952
	7991365752
	52072872
	7517657034
	0.0267
	96.62
	94.24
	46.5

	T2_2
	49660500
	7498735500
	48835280
	7028445458
	0.0269
	96.53
	94.1
	46.34

	T2_3
	49177732
	7425837532
	48382336
	6957800727
	0.0273
	96.36
	93.83
	46.45



