Table S1. Summary statistics for SSR data. PIC is polymorphism information content1. Obs. is the number of observations. Availability is the number observations divided by the number of samples.
	Marker
	Major allele frequency
	Genotype#
	Obs.
	# alleles
	Availability
	HE
	HO
	PIC

	notssr2
	0.7647
	12
	340
	7
	0.9659
	0.3781
	0.3235
	0.3345

	notssr8
	0.6203
	25
	266
	9
	0.7557
	0.5757
	0.5338
	0.5444

	notssr26
	0.2930
	46
	340
	16
	0.8920
	0.7953
	0.4713
	0.7673

	notssr13
	0.6764
	16
	343
	6
	0.9744
	0.5113
	0.4548
	0.4821

	notssr36
	0.3536
	16
	338
	6
	0.9602
	0.7315
	0.5059
	0.6840

	notssr6
	0.6181
	14
	271
	6
	0.7699
	0.5558
	0.4465
	0.5063

	Ncu13
	0.9517
	4
	352
	3
	1.0000
	0.0921
	0.0909
	[bookmark: _GoBack]0.0881

	notssr22
	0.9236
	6
	347
	3
	0.9858
	0.1439
	0.1153
	0.1388

	notssr18
	0.6160
	23
	349
	8
	0.9915
	0.5845
	0.5559
	0.5564

	BC9
	0.1905
	60
	294
	16
	0.8352
	0.8773
	0.8299
	0.8649

	Mean
	0.6008
	22
	321
	8
	0.9131
	0.5245
	0.4328
	0.4967
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