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Molecular dissection of low-nutrient tolerance in wild rice

Ohmori, Yoshihiro
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Wild rice (non-cultivated rice) forms a large amount of biomass in a natural
environment where fertilizers are not applied. In this study, 1 revealed the molecular strategy of
such a low-nutrient tolerance of wild rice as molecular networks (ion-gene co-expression networks)
by an integrated analysis of ionome and transcriptome. 1 could identify a novel relationship between
low-nutrient response and environmental responses of plants by ion-gene co-expression networks.
Furthermore, in the wild rice, it was suggested that Snfl-related kinase, which is required for
energy supply at night (dark condition), also functions in a low potassium condition. Therefore,
this study would provide information on a part of the strategy of low-nutrient tolerance at the gene
level.
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