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DNA extractions and sequencing
The DNA from each sample was quantified using the Qubit dsDNA BR Assay Kit (ThermoFisher) and assessed using a 2.0% agarose gel electrophoresis with GelRed® DNA stain (Biotium, Fremont, CA). Samples meeting minimal quality requirements were then cleaned using either the Qiagen DNeasy PowerClean Pro Cleanup Kit (Qiagen, Hilden, Germany) or Ampure magnetic beads (Agencourt Bioscience Corporation, Beverly, MA). Samples were run on a Qubit prior to normalization. Each sample was run through a test enzyme digestion using mseI restriction enzyme (New England Bio), following the New England Biolabs Optimizing Restriction Endonuclease Reactions protocol, to ensure enzymatic inhibitors were removed during cleaning.  

Sequence processing and bioinformatics

Filtering and missing data
	One hundred samples were filtered from the dataset due to a high percentage of missing data. Many of the samples that had high percentages of missing data were older samples (5-10 years old) and were not preserved with liquid nitrogen or cold 95% ethanol, resulting in a smaller quantity of high molecular weight DNA. Multiple filtering approaches were attempted, including removing loci with missing data to attempt to keep more individuals. However, removing loci with high amounts of missing data did not improve the individual sample retention and the approach of filtering out individuals with >90% missing data allowed for the retention of the most samples and loci.  
STRUCTURE
Within the API toolkit, each population was required to contain a minimum of 25% of its samples and SNPs that were shared across less than 10% of all the samples were excluded. STRUCTURE was run in replicate (n=3, burnin=20,000, numreps = 100,000) using population (K) values up to one more than the number of populations (K= 2-10). The results were averaged over the replicates (n=3) for each K value (2-10) and visualized using the package toyplot to assess the likelihood of each K value.  A K=6 was selected as the most likely number of ancestral populations based on the plot below of delatK.
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