Table S1. Primer information of 6 microsatellite markers used in the study
	ID
	Repeat motif
	Forward primer (5’-3’)
	Reverse primer (5’-3’)
	Labeled
	Conc. (µM)
	References

	L10
	(AG)n
	GGTCAATTCAAAGTCAATTTCCC
	CATGTTTTCCCTTGACTGATCC
	FAM
	0.2
	Huvet et al. (2000)

	L16
	(AG)n
	CGGACGAATAAGATATTTGGTC
	TGGA TCTGCGCATCATCTCG
	SUN
	0.2
	Huvet et al. (2000)

	ucdCg-139
	(GA)n
	CCCAAACACCTTTACATTCCA
	GGCAATTGTCGTTTTCATTCA
	FAM
	0.2
	Li et al. (2003)

	ucdCg-133
	(CT)n
	GTTGGCGCGAAATATAGGAA
	TGAACTTGTGATGTGCAGGA
	FAM
	0.2
	Li et al. (2003)

	cgsili57
	(AAG)n
	CAGTCCCTCTACGCTACATC
	ACACTACCGCTTTCCTGATA
	SUN
	0.2
	Sauvage (2009)





Table S2. Genetic diversity parameters per locus within four studied populations using 5 microsatellites.
	Locus
	k
	N
	Ho
	He
	PIC
	Fnull

	L10
	30
	80
	0.863
	0.948
	0.939
	0.042

	L16
	24
	77
	0.727
	0.944
	0.935
	0.125

	ucdCg133
	25
	74
	0.527
	0.919
	0.907
	0.269

	ucdCg139
	17
	80
	0.788
	0.913
	0.900
	0.069

	cgsili57
	6
	80
	0.500
	0.631
	0.593
	0.096

	Mean
	20.4
	78.2
	0.681
	0.871
	0.855
	0.120

	Std.
	9.30
	2.68
	0.160
	0.135
	0.147
	0.089


k: number of alleles; N: number of genotyped individuals; Ho: observed heterozygosity; He: expected heterozygosity; PIC: polymorphism information content; Fnull: null allele frequency.

Table S3. Estimation of number of ancestral populations (K). The optimal number of K (bold) was determined through the maximum likelihood L(K) and the highest ΔK value.
	K
	L(K)
	Std.
	L'(K)
	Abs[L''(K)]
	ΔK

	1
	-2029.455
	0.4763
	NA
	NA
	NA

	2
	-1940.26
	13.0308
	89.195
	15.7
	1.204839

	3
	-1835.365
	2.5763
	104.895
	180.06
	69.89193

	4
	-1910.53
	57.391
	-75.165
	35.705
	0.622136

	5
	-1949.99
	66.1091
	-39.46
	7.665
	0.115945

	6
	-1997.115
	128.1111
	-47.125
	17.61
	0.137459

	7
	-2026.63
	77.5568
	-29.515
	34.335
	0.442708

	8
	-2021.81
	125.6133
	4.82
	409.665
	3.261319

	9
	-2426.655
	1494.5887
	-404.845
	193.9
	0.129735

	10
	-2637.6
	2365.5651
	-210.945
	NA
	NA



