File S2. Structure results after splitting Iberian Peninsula and Hungary. Figure S2a. Log-likelihood values for Iberian Peninsula (ten independent runs). Figure S2b. Membership coefficient of probability for Iberian Peninsula (K = 3). Figure S2c. Log-likelihood values for Hungary (ten independent runs).
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For Iberian Peninsula, STRUCTURE results show that K = 3 was the most probable number of genetic clusters in our data set (Figure S2a). Despite the existence of some migrant or descendant of migrant individuals, the genetic clusters generally matched with three geographic areas: western Iberian Peninsula, Azagala and Santa Amalia (Figure S2b).
For Hungary, STRUCTURE results show that K = 1 was the most probable number of genetic clusters in our data set (Figure S2c).
