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Figure S1 — Maximizing average allelic coverage (Cv) and Cavalli-Sforza and Edwards (Dce) genetic

distance. Values of Cv and Dce were maximized simultaneously with respect to a weight assigned to

each measure. The Core Hunter software was run independently for 10 different weight values assigned

to Cv and Dce measures. When a weight of 50%, 60%, 70%, 80% and 90% was assigned to Cv and

50%, 40%, 30%, 20%, and 10% to Dce, respectively, all observed alleles were captured in the sampled

subset (50-50).
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Allele frequency in the core collection (Cv-Dce30)

Figure S2 — Frequency distribution of the 118 alleles recovered with the final core collection Cv-Dce30
(30 genotypes with Core Hunter multi-strategy) compared with the whole hazelnut germplasm

collection (181 genotypes) after analysing 10 SSR loci.
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Figure S3 — The most likely K subpopulations according to AK method (Evanno et al. 2005). K=3 was
the optimal number of genetic clusters in our set of genotypes, but a second most likely subpopulation

stratification was observed at K=5.



