Supplementary Table 1. Sample information and summary indices of genetic variation for the 9882 SNPs identified at MAF = 1% and genotyped in > 90% of individuals. Nuclear variation is described using number of polymorphic loci (Npoly), observed and expected heterozygosities (HO and HE, respectively) and FIS (with significant values in bold).
	Sample
	Npoly
	HO
	HE
	FIS

	BB-S
	8138
	0.142
	0.162
	0.122

	BB-N
	8001
	0.142
	0.159
	0.101

	WC-F
	7328
	0.142
	0.165
	0.142

	WC-ES2
	8066
	0.145
	0.162
	0.102

	WC-ES1
	7973
	0.146
	0.161
	0.094

	WC-EA
	8222
	0.139
	0.158
	0.123

	CS-BC
	7760
	0.134
	0.159
	0.154

	EC
	8212
	0.139
	0.158
	0.111

	NS
	5680
	0.110
	0.152
	0.274



Supplementary Table 2. Blow diagonal - pairwise FST values estimated from all 9882 SNPs genotyped in over 90% of individuals. All values were statistically non-significant. Above diagonal – pairwise ΦST estimated from mtDNA haplotype data with significant values in bold. 
	
	BB-S
	BB-N
	WC-F
	WC-ES2
	WC-ES1
	WC-EA
	EC
	CS-BC
	NS

	BB-S
	-
	-0.015
	-0.012
	-0.005
	-0.003
	-0.017
	-0.009
	-0.019
	0.065

	BB-N
	0.002
	-
	-0.013
	-0.015
	-0.013
	-0.014
	-0.021
	-0.012
	0.021

	WC-F
	0.001
	0.001
	-
	-0.010
	-0.021
	-0.012
	-0.009
	-0.006
	0.029

	WC-ES2
	0.003
	0.002
	-0.001
	-
	-0.013
	-0.005
	-0.015
	-0.004
	0.011

	WC-ES1
	0.002
	0.001
	0.002
	0.003
	-
	-0.011
	-0.013
	-0.005
	0.014

	WC-EA
	0.002
	0.001
	-0.002
	0.002
	0.001
	-
	-0.007
	-0.016
	0.041

	EC
	0.004
	0.002
	0.002
	0.002
	0.003
	-0.003
	-
	-0.014
	0.014

	CS-BC
	0.003
	0.002
	-0.001
	0.002
	0.002
	0.001
	-0.003
	-
	0.049

	NS
	-0.007
	-0.003
	-0.003
	-0.001
	-0.005
	0.001
	0.001
	-0.011
	-



