Supp. Table 1. The quality control results for the sequencing data
	Sample
	index
	The quantity of data（Gb）
	Reads（M）
	Q30（%）

	01180635I
	TCCTCATG
	12.326
	82.18
	94.2

	01180635II
	GTCCTAAG
	12.746
	84.98
	92.96

	01180635III
	CTTAGGAC
	12.993
	86.63
	93.08

	00617149I
	TCCACGTT
	13.647
	90.98
	92.88

	00617149II
	GTCAGTCA
	14.47
	96.47
	94.76

	00617149III
	CGAATACG
	12.955
	86.37
	94.37

	01180656I
	TCTAGGAG
	13.759
	91.73
	94.41

	01180656II
	CGCAACTA
	12.923
	86.16
	94.17

	01180656III
	CTTCACTG
	9.521
	63.48
	92.89

	01180656III（Supp）
	CTTCACTG
	2.894
	19.3
	94.39


[bookmark: _GoBack]Note：Q20=bases of Q>=20 / all bases of sequencing，Q30=bases of Q>=30 / all bases of sequencing.
