Identification of a Candidate Locus and Development of a Molecular Marker for Male Sterility in Watermelon
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Supplementary Fig. 1s. Ploting result of a genome-wide BSA-seq analysis. The plot was created using the QTL-seq package of R (Core Team,
2020) with a 2.0-Mb window size and 10-kb step size. Red line, ASNP index; Orange line, < 0.01; Green line, p<0.05.
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