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Figure S5 Visualization of reads mapping on the M regions of YBLWTy2-1. Alignments without filtering are represented
along the 30,000-30,250 sequence of YBLWTy2-1 (chr. Il: 29,644-35,602) containing the TYA Gag gene, obtained in (A) the
virtual HTS profile and in (B) the experimental HTS data. The (C) and (D) panels represent the My regions along the
YBLWTy2-1 (~6kb) sequence in the virtual HTS profile and corresponding HTS experimental data, respectively. Note that

two My regions peaks, indicated by red arrows in virtual HTS profile (C), are missing in the HTS experimental data (D). This
indicates the loss of specific polymorphism in the experimental sample, probably a loss or gain of an intra SNVs.
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