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	Samples
	Raw reads
	Clean reads
	Q20 (%)
	Q30 (%)
	GC (%)
	Mapping rate (%)

	C_0h_1
	44,822,088
	44,401,358
	97.42
	93.02
	39.89
	87.71

	C_0h_2
	46,604,268
	46,067,346
	97.39
	92.97
	38.64
	87.25

	C_0h_3
	42,199,716
	41,745,596
	97.08
	92.31
	39.10
	86.13

	C_4h_1
	42,594,570
	42,050,900
	97.56
	93.35
	39.79
	88.28

	C_4h_2
	45,122,216
	44,583,624
	97.37
	92.89
	40.01
	87.80

	C_4h_3
	43,910,186
	43,339,204
	97.44
	93.00
	39.72
	87.67

	Cd_4h_1
	44,237,100
	43,609,904
	97.45
	93.06
	40.65
	88.39

	Cd_4h_2
	45,963,126
	45,180,404
	97.49
	93.07
	39.24
	87.38

	Cd_4h_3
	45,268,732
	44,022,418
	97.58
	93.27
	40.04
	87.88

	C_24h_1
	45,374,672
	44,918,056
	97.51
	93.17
	39.82
	88.32

	C_24h_2
	40,894,638
	40,402,580
	97.59
	93.30
	38.92
	88.10

	C_24h_3
	42,664,646
	42,060,564
	97.65
	93.45
	38.74
	87.88

	Cd_24h_1
	42,041,608
	41,591,474
	97.52
	93.15
	39.70
	87.88

	Cd_24h_2
	43,777,446
	43,297,372
	96.91
	91.51
	38.92
	87.45

	Cd_24h_3
	43,976,924
	43,513,024
	97.32
	92.66
	38.89
	87.33



