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Identification of genes for sex ratio in bittetr gourd
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For identifying genes and gene networks for sex determination in bitter
gourd (Momordica charantia), QTL mapping of F2 population was carried out using genome-wide RAD-seq
markers. Three loci were detected as QTLs for female flower frequency and the most effective locus
was presumed to be a gynoecious locus. Another QTL in LG5 was focused and several candidate genes in

this region, showing non-synonymous change in their sequences between parents, were found.
Additionally, bitter gourd reference genome sequence was re-constructed by de novo assembling of
PacBio long reads. Consequently, pseudomolecule, comprising 11 chromosomes, could be developed.
Resequencing analysis of 60 varieties and read mapping against this pseudomolecule demonstrated

unique region with low Fst between wild and cultivar groups, which corresponds to female flower
frequency QTL.
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