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Figure S3. A Binary

Delta K [mean (|L"(K)|)/sd(L(K))]
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matrix of IRAP bands used for STRUCTURE analysis. The
scheme is derived from electrophoreses of PCR fragments produced using the pri-

mer ANG5+ in 25 stevia accessions.
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Figure S3. B Bilateral chart to access the optimal number of sub-population in
studied stevia accessions (K = 4), based on the above reported 39 polimorphic

loci.



