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Figure S5 Average likelihood estimates from STRUCTURE with varying K (hnumber of populations) values. STRUCTURE
was run on multiple datasets, and likelihood estimates are shown for (A) diploid dataset, (B) tetraploid as tetraploid
dataset, (C) tetraploid as diploid dataset, (D) tetraploid as diploid subset, and (E) diploid subset. The red arrows
indicate the inflection points in each graph if a clear inflection point was observed.
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