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Multi-omics study for targeting genes related to heat tolerance and
functionality in leaf bunching onion cultivar

SHIGYO, MASAYOSHI
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Japanese bunching onions (JBOs) have been used by the Japanese people for a
long time and have been one of the essential ingredients in stir-fries, soups, and nabe dishes, in
addition to being used as a condiment since ancient times. In addition, JBOs are believed to be a
potentially useful health food, and this has been substantiated in today®s basic research in the
field of medical science and in extensive clinical studies. In this study, we focused on the
chemical constituent groups (sulfur-containing compounds, carbohydrates, flavonoids, and saponins)
of JBOs, which are a treasure trove of functional metabolites, and conducted an integrated omics
analysis of heat-resistant leaf leek lines and Yamaguchi Prefecture original breeding lines with
dark green leaf blade parts. More SEecifically, we have almost elucidated the genetic systems of
metabolite productions involved in heat tolerance and health functionality, which are useful for
sustainable agricultural production.
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(NADA KAZUYOSHI)

(40293807) (14101)

(FUJIT KOUEI)

(50505196) (85503)




(SATO SHUSEI)

(70370921) (11301)
(MEGA RYOSUKE)
(80738526) (15501)
(HIRAI MASAMI)
(90415274) (82401)

(HIRAKAWA HIDEKI)




