Tab. S2 Summary of sequencing results after Illumina sequencing
	Sample name
	Clean Reads (M)
	Clean Bases (G)
	≥Q30 (%)
	GC Content (%)

	CK1
	48.07
	7.09
	92.43
	45.27

	CK2
	46.7
	6.9
	93.16
	45.11

	CK3
	49.33
	7.29
	93.29
	45.1

	D1
	49.04
	7.21
	93.15
	44.32

	D2
	49.67
	7.29
	94.21
	44.19

	D3
	50.99
	7.51
	93.24
	44.53

	MD1
	49.24
	7.21
	94.22
	44.59

	MD2
	50.46
	7.4
	94.03
	44.4

	MD3
	50.85
	7.48
	90.69
	44.62


Note: Clean reads: the total number of pair-end reads in the Clean Data; Clean bases: the total number of bases in the Clean Data; GC content: the GC content of the Clean Data, that is, the percentage of the G and C bases in the Clean Data to the total bases; ≥Q30%: The percentage of bases whose Clean Data quality value was greater than or equal to 30.
