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Detecting genes resposible for tuberous root traits in radish

Mitsui, Yuki
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Identification of quantitative loci (QTL) that control useful morphological
traits in crops will contribute to understand mechanisms of growth and morphogenesis, and the
promotion of breeding programs at the molecular level. In this study, using radish, which has a wide

range of variation In tuberous root traits, we generated hybrid progeny among multiple cultivars
with different root and hypocotyle morphologies to elucidate the mode of inheritance. Then, we
detected genomic regions involved in variation of tuberous roots using the QTL-seq analysis.
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