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Table 1.  Summary of the number of alleles detected (num.alleles), expected heterozygosity (exp.het), and observed heterozygosity (obs.het) for each locus in each stratum.  Bolded loci deviated significantly from Hardy-Weinberg equilibrium (D12t in MHI and EV94t in CNP).

a) MHI
	locus
	num.alleles
	exp.het
	obs.het

	D12t
	7
	0.716
	0.543

	EV1t
	7
	0.802
	0.827

	EV94t
	7
	0.770
	0.845

	KWM12at
	8
	0.834
	0.869

	KWM2at
	8
	0.798
	0.800

	KWM2B
	4
	0.249
	0.255

	PcraEv14t
	5
	0.707
	0.743

	PcraSW19t
	10
	0.837
	0.778

	SL1026t
	12
	0.848
	0.845

	SL125t
	9
	0.831
	0.808

	Ttr11
	9
	0.803
	0.792

	Ttr34
	5
	0.712
	0.700

	Ttr48
	10
	0.834
	0.808

	Ttr58
	5
	0.666
	0.696

	TtrRC11
	7
	0.769
	0.833

	TV5t
	10
	0.769
	0.758



b) NWHI
	locus
	num.alleles
	exp.het
	obs.het

	D12t
	5
	0.771
	0.842

	EV1t
	5
	0.650
	0.579

	EV94t
	6
	0.578
	0.632

	KWM12at
	7
	0.824
	0.737

	KWM2at
	7
	0.778
	0.895

	KWM2B
	4
	0.245
	0.263

	PcraEv14t
	6
	0.731
	0.895

	PcraSW19t
	10
	0.912
	0.895

	SL1026t
	7
	0.817
	0.895

	SL125t
	11
	0.890
	0.944

	Ttr11
	8
	0.885
	0.789

	Ttr34
	3
	0.647
	0.789

	Ttr48
	8
	0.825
	0.895

	Ttr58
	3
	0.656
	0.737

	TtrRC11
	11
	0.849
	0.947

	TV5t
	7
	0.794
	0.895



c) CNP
	locus
	num.alleles
	exp.het
	obs.het

	D12t
	6
	0.714
	0.652

	EV1t
	5
	0.768
	0.846

	EV94t
	8
	0.753
	0.500

	KWM12at
	8
	0.828
	0.750

	KWM2at
	11
	0.885
	0.846

	KWM2B
	4
	0.393
	0.346

	PcraEv14t
	6
	0.686
	0.615

	PcraSW19t
	10
	0.883
	0.917

	SL1026t
	10
	0.873
	0.84

	SL125t
	10
	0.834
	0.692

	Ttr11
	9
	0.856
	0.885

	Ttr34
	4
	0.655
	0.731

	Ttr48
	9
	0.876
	0.846

	Ttr58
	3
	0.601
	0.731

	TtrRC11
	13
	0.821
	0.846

	TV5t
	10
	0.796
	0.692



d) ETP
	locus
	num.alleles
	exp.het
	obs.het

	D12t
	9
	0.746
	0.667

	EV1t
	6
	0.802
	0.839

	EV94t
	9
	0.771
	0.767

	KWM12at
	10
	0.806
	0.893

	KWM2at
	11
	0.796
	0.867

	KWM2B
	4
	0.342
	0.367

	PcraEv14t
	6
	0.625
	0.613

	PcraSW19t
	10
	0.878
	0.867

	SL1026t
	12
	0.844
	0.774

	SL125t
	11
	0.887
	0.935

	Ttr11
	8
	0.841
	0.690

	Ttr34
	5
	0.712
	0.839

	Ttr48
	9
	0.829
	0.759

	Ttr58
	4
	0.639
	0.581

	TtrRC11
	13
	0.741
	0.742

	TV5t
	9
	0.833
	0.839





Table 2.  Mean log-likelihood and K for STRUCTURE runs.

	K
	Mean
	SD
	K

	1
	-10168.00
	0.35
	--

	2
	-9979.48
	0.88
	159.60

	3
	-9931.64
	3.30
	175.67

	4
	-10464.40
	145.03
	4.08

	5
	-10405.42
	109.46
	0.078

	6
	-10355.02
	187.98
	--








[bookmark: _GoBack]Figure 1.  Estimates of mutation-scaled migration rate (M=m/) generated by MIGRATE.  Estimates are based on nucDNA data only.  Squares show median values while bars show 95% confidence intervals.  




Figure 2.  Estimates of mutation-scaled effective population size (=4Ne) generated by MIGRATE.  Estimates are based on nucDNA data only.  Squares show median values while bars show 95% confidence intervals.  
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