Table S2 Genotyping by sequencing data and SNP statistics

	Statistics types 
	Results/Criteria

	Raw data
	~110 GB

	Read number
	208 M (Lib_384) and 217 M Lib_288

	Rate of read with barcode
	Lib_384: 88.3% and Lib_288: 39.0%

	Average count number of tag per site
	1264.75

	Average missing number and rate for SNP
	323.80 and 0.65%

	Average missing number and rate for individual
	54316.73 and 0.65%

	SNP number
	83, 875

	Eleven genotypes removed
	< 6 SNPs

	Number of allele per site
	Two




