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Supplementary Figure S1. Maximum-likelihood tree of all sampled individuals of the genus Salamandra, with Lyciasalamandra 
used as outgroup. White dots on nodes indicate branch support (> 70% non-parametric bootstrap [BS]), while black dots denote full 
branch support (100% BS). Barplots represent Q-ancestries for each individual (K = 11) computed with STRUCTURE (see Table S3 
for details). Individuals in bold were selected as non-admixed representatives for analyses with the reduced dataset.
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Supplementary Figure S2. Map showing localities of selected non-admixed samples in the reduced dataset (Fig. 4). Color codes like 
in Fig. 4.


