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Figure S1: Bayesian information criteria (BIC) for each value of K from 1 to 10 for the DAPC analysis as calculated using the “find.clusters” function in the R package adegenet for (a) 52 exome capture samples (20,840 SNPs) (b) 74 amplicon amplicon samples (212 SNPs) and (c) the combined set of 106 exome capture and amplicon samples (172 SNPs). 



[image: ]

Figure S2: Results from AMOVA of exome capture SNP data for hierarchal contribution of 1) the five major clusters DAPC clusters (bottom right), 2) populations within clusters (bottom left), 3) individuals within populations (top right), and 4) within individual variation (top left) in structuring the variance the genetic data. Each histogram shows the results from 1000 permutations for each comparison with the component of covariance on the x-axis. The black dot shows how the actual data compares to the permutations and is labeled with the p-value.


[image: ]
Figure S3: (a) Map and (b) PCA for the set of 74 amplicon samples (N=212 SNPs). Clusters were assigned using a DAPC for K=5. (c) Map and (d) PCA for the same amplicon samples with DAPC K=2.
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Figure S4: Pairwise Fst values and heatmap for each of the five clusters as identified using DAPC for the combined exome capture and amplicon data. Calculated from 176 SNPs.

Dataset S1: Table with individual sample metadata for all amplicon and exome samples included in this study (excel file). 
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