Table 1 Summary of the assembled genome assessed
	BUSCO
	Gene number
	Percent (%)

	Complete
	4,417
	96.36

	Fragmented
	62 
	1.35

	Missing
	105 
	2.29

	Illumina short reads
	Base number
	Coverage ratio (%)

	1X depth
	1,172,158,010
	99.89

	5 X depth
	1,170,880,796
	99.78

	10 X depth
	1,168,900,486
	99.61

	20 X depth
	1,157,554,001
	98.65

	Error rate of base
	depth>=5x
	depth>=10x

	Homozygous SNP (%)
	0.000262
	0.000173

	Homozygous Indel (%)
	0.000321
	0.000177



