Supplementary Figure S2: (a) Genetic Similarity matrix of 15 Lavandula individuals based the BLASTN analysis against S. splendens exome, and
relative observed homozygosity (Obs. Ho) and heterozygosity (Obs. He). (b) Average genetic similarity of Clusters identified through the
construction of the UPGMA dendro-gram, and average observed homozygosity (Avg. Obs. Ho)
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