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Supplementary Figure S1. Phylogenetic tree of Ahasll genes of sunflower genotypes build using SNPs
data for. Five divergent groups are indicated by numbers.
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Supplementary Figure S2. Sequence analysis of FAD2 gene helps to match the reference sequence with the
obtained reads for sunflower for deletion identifying (A). (B) PCR results with specific primer pairs

flanking the deletion for sunflower samples. (C) Identification of deletion after multiple alignment of
sequences obtained by Sanger sequencing.




