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Supplementary Fig. 1 For determining the number of genetic clusters, either the maximal value
of L(K) - or the smallest value before the K values plateau — is taken into consideration (visually
estimated as K =13, left plot), or the highest delta K value is chosen (K =3, right plot),
depending on the biological relevance
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Supplementary Fig. 2 NJ trees based on genetic distance values of the unreduced
datasets of the AGES gene bank (left) and the Arche Noah gene bank (right). Per
accession, the individuals are numbered from 01 — 16. The only foreign individual
(BVAL-903426 09) interfering in BVAL-901519 is marked with an asterisk. All
other admixtures are indicated by the vertical labelling
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Supplementary Fig. 3 NJ trees based on genetic distance values of the unreduced datasets
of the Tyrolean (left) and the Agroscope (right) gene bank. Per accession, the individuals are
numbered from 01 — 16. Admixtures are indicated by the vertical labelling



