Table S1 - Statistical table of sequencing data.
	ID
	Clean reads
	Clean bases
	GC Content
	%≥Q30
	Total Reads
	Mapped Reads

	T01
	26,619,304
	7,945,007,470
	54.75%
	93.35%
	53,238,608
	48,167,538 (90.47%)

	T02
	27,312,961
	8,139,177,206
	55.22%
	93.55%
	54,625,922
	49,594,845 (90.79%)

	T03
	23,686,470
	7,051,646,102
	55.43%
	93.89%
	47,372,940
	43,143,769 (91.07%)

	T04
	30,804,176
	9,194,479,826
	55.85%
	92.49%
	61,608,352
	55,550,513 (90.17%)

	T05
	40,263,816
	12,011,205,324
	55.13%
	92.53%
	80,527,632
	73,181,159 (90.88%)

	T06
	33,781,527
	10,070,274,848
	55.70%
	92.28%
	67,563,054
	61,375,787 (90.84%)

	T07
	36,956,817
	11,030,917,666
	54.71%
	92.60%
	73,913,634
	67,342,035 (91.11%)

	T08
	40,394,670
	12,039,336,438
	54.77%
	92.43%
	80,789,340
	73,141,873 (90.53%)

	T09
	35,777,271
	10,665,389,836
	55.11%
	92.40%
	71,554,542
	64,554,145 (90.22%)

	T10
	34,201,288
	10,204,436,216
	55.03%
	92.20%
	68,402,576
	62,360,890 (91.17%)

	T11
	36,014,919
	10,745,035,236
	54.54%
	92.42%
	72,029,838
	65,667,585 (91.17%)

	T12
	32,725,185
	9,760,593,862
	54.79%
	92.38%
	65,450,370
	59,768,956 (91.32%)




