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Elucidation of genes involved in blue discoloration of Japanese radish root
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Radish blue discoloration, in which the inside of radish turns blue within a
few days after harvest. It has occurred nationwide, which has become a problem for producers and
market participants. So far, we have identified the substance responsible for radish blue
discoloration as 4-hydroxyglucobrassicin. In this study, we analyzed in detail the expression of
metabolism-related genes of indole glucosinolate from tryptophan to 4-hydroxyglucobrassicin by
RNA-seq method. As a result, there was a significant difference in the expression level of the
CYP81F-type genes in the part where glucobrassicin branches into 4-hydroxyglucobrassicin and
1-hydroxyglucobrassicin between varieties that are prone to blue discoloration and those that are
not.
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