SUPPLEMENTARY MATERIALS AND METHODS (extended)

Double-digest RADseq protocol
The library was prepared using the double-digest RADseq protocol [1], with the following modifications. We used SphI and MluCl restriction enzymes (New England Biolabs). Pools consisted of 16 barcoded individuals. Size selection of 376-450 bp was carried out using a 2% agarose Pippin Prep® cassette (Sage Science). Unique Illumina Indexes were added to each pool, and the libraries were amplified using a Real-Time PCR library amplification kit (Kapa Biosystems). The concentration of each pool was quantified using a High Sensitivity Kit on a 2100 Bioanalyzer (Agilent Technologies), and then standardized and merged into a single pool. The library was sequenced on a single Illumina HiSeq 2000 lane, at the UCLA Neuroscience Genomics Core facility. 

Raw data filtering and loci assembly
We obtained 140 million raw reads (100 bp single end). Raw data was de-multiplexed, trimmed to 95 bp and reads with Phred scores below 10 were discarded, using the “process_rad_tags” script available in STACKS v1.09 [2, 3]. Sequencing resulted in 127.7 million quality filtered reads. Individuals with less than 25,000 retained reads were discarded. 

Loci were assembled using the STACKS de novo_map.pl pipeline. We chose a minimum of three identical reads to create a stack (m=3), three mismatches allowed between loci within an individual (M=3), five mismatches when aligning reads (N=5), and two mismatches when building the catalog (n=2). Assembly in STACKS resulted in a total of 535,904 loci. We used the “populations” script to filter loci and create output files, making sure that loci were shared between the seven populations (p=7), in at least 65% of individuals within a group (r=0.65) and with coverage of 8x (m=8). 

Data analysis: Genetic structure 
AMOVAs were performed in ARLEQUIN [4] with 10,000 permutations to test for genetic structure between the NWIO and WIO provinces. Pairwise FST values [5] were calculated between all populations, using 10,000 permutations in ARLEQUIN. A discriminant analysis of principal components (DAPC) [6] was executed using ADEGENET [7] for R (R Development Core Team 2015). The DAPC plot represents the individuals as dots and the groups (populations) as inertia ellipses. Ellipse centers are at the gravity center of each population’s cloud of points. The plot uses the best number of principal components (PCs) that we identified with the cross-validation method (“xValDapc” function) on each analysis. In addition, we ran the Bayesian clustering method implemented in STRUCTURE [8] with correlated allele frequencies in an admixture model, one million MCMC and 100,000 burnin chains. The most likely number of clusters (K) was determined by a combination of methods, first by looking at the assignment of the individuals. If most individuals are admixed, then we would expect no population structure and a K of 1. If there was more than one cluster, we applied the Evanno method [9] using STRUCTURE HARVESTER [10]. 

 DISTRUCT [11] was used for the graphics in Fig. 1. To test for IBD we compared matrixes of FST/(1-FST) and minimum ocean distance, estimated by plugging the coordinates and measuring the closest ocean distances with GOOGLE EARTH 7.1.2 (Google Inc., Mountain View, CA, USA). Mantel tests were performed with GENEPOP [12]. 
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