Table S2 Sequencing Data Statistics
	Sample
	Raw reads
	Raw bases
	Clean reads
	Clean bases
	Error rate (%)
	Q20(%)
	Q30(%)
	GC
content (%)

	CK_1
	45071212
	6805753012
	44471460
	6434175241
	0.024
	98.45
	95.1
	50.43

	CK_2
	41351852
	6244129652
	40909684
	6071863131
	0.0237
	98.59
	95.39
	51.3

	CK_3
	44223328
	6677722528
	43666378
	6343519539
	0.0237
	98.59
	95.45
	51.15

	Ca2_1
	49093402
	7413103702
	48723804
	7247421221
	0.0246
	98.17
	94.52
	51.77

	Ca2_2
	45921970
	6934217470
	45617200
	6792932257
	0.0244
	98.26
	94.72
	51.84

	Ca2_3
	48545500
	7330370500
	48122412
	7173070916
	0.0247
	98.13
	94.41
	51.96

	Ph2_1
	46072104
	6956887704
	45775756
	6808896418
	0.0244
	98.26
	94.68
	51.71

	Ph2_2
	44509964
	6721004564
	43982076
	6528033625
	0.0246
	98.23
	94.5
	51.78

	Ph2_3
	42239414
	6378151514
	41884444
	6218874899
	0.0239
	98.51
	95.22
	51.82



