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Figure S1. The STUCTURE analysis for the two main Eastern Cape (South) sample groups (Alice and King William’s Town) to assess the occurrence of possible genetic substructure within these groups. Although the deltaK values indicate that the most probable K is equal to 5 or 7, we do not observe any signs of substructuring at these values.
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Figure S2. The genetic structure analysis performed with TESS using the historical dataset. Genetic structuring indicates two main genetic clusters with the southern populations separate from the remaining localities. Each vertical line in the represents an individual and is coloured according to every individual’s estimated membership coefficient values.
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Figure S3. The genetic structure analysis performed with TESS using the contemporary dataset. Genetic structuring indicates two main genetic clusters with the northern group separate from the remaining localities. Some admixture is apparent for the central group. Each vertical line in the represents an individual and is colored according to every individual’s estimated membership coefficient values.
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Figure S4. Principle coordinates analysis (PCoA) of pairwise historical dataset FST values obtained from GenAlEx. The diamond colors indicate the different sampling regions: blue – South, red – Central, yellow – North. The dashed ellipses resemble the genetic clusters observed for the historical STRUCTURE and TESS results.
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Figure S5. Principle coordinates analysis (PCoA) of pairwise contemporary dataset FST values obtained from GenAlEx. The diamond colours indicate the different sampling regions: blue – South, red – Central, yellow – North. The dashed ellipses resemble the genetic clusters observed for the contemporary TESS results.
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