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Table S1. Basic statistics of the sequence data used. 
	SNP statistics
	Mean
	Range

	Total SNPs
	14,448
	

	AvgReadDepth
	614.8
	3 – 363

	AvgCountSnp
	25.9
	2 – 252

	Call rate
	0.92
	0.39 – 1

	OneRatioSnp (% samples for which SNP = 1)
	0.25
	0 – 1

	FreqHomSnp (%samples which score homozygote)
	0.16
	0 – 1

	FreqHets (%samples which score heterozygote)
	0.09
	0 – 1

	PIC SNP
	0.16
	0 – 0.5



	Call rate
	The proportion of samples for which the genotype call is either '1' or '0', rather than '-'.

	OneRatioSNP
	The proportion of samples for which the genotype score is '1', in the SNP allele row.

	FredHomSNP
	The proprtion of samples which score as homozygous for the SNP allele.

	FredHets
	The proprtion of samples which score as heterozygous.

	PIC SNP
	The polymorphism information content (PIC) of the SNP allele row.

	AvgCountSNP
	The sum of the tag read counts for all samples, divided by the number of samples with non-zero tag read counts, for the SNP allele row.





[bookmark: _GoBack]Table S2: Descriptive population genetic estimates and statistics of single nucleotide polymorphisms (SNPs)
	Markers statistics
	Mean
	Minimum
	Maximum

	Call Rate
	0.98
	0.9
	1

	Minor Allele Frequency
	0.29
	0.05
	0.5

	Major Allele Frequency
	0.71
	0.5
	0.95

	Expected HWE P
	0.5
	0
	1

	Minor Allele Count
	428.57
	72
	752

	Major Allele Count
	1045.87
	678
	1428

	Missing Allele Count
	29.56
	0
	150
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