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Fig S1. Ordination for dataset B (7,420 SNPs for 94 genotypes with 2% missing data). Genetic subpopulations 1 – 3 correspond to the wild population and the translocated samples of unknown origin (210 and 211) are highlighted. Sample 222, also of unknown origin, was removed during filtering.	Comment by Rachel Binks: I don’t think this adds anything helpful but I have an idea to replace it - see comments in the manuscript and below. 
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