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Comprehensive analysis of the regulation of stress responses by the modulation
of NADH metabolism in plants
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Plants have developed various defense systems in response to stress
environments which is modulated by changes in the cellular redox state as signals. In this study, we
tried to reveal physiological significance of the NADH metabolism in plant cells by the NADH
pyrophosphohydrolases, AtNUDX6 and 7. It was demonstrated that the expression of AtNUDX6 and 7 is
regulated in tissue-specific and stress-type-specific manners, and the modulation of intracellular
NADH levels by these enzymes is involved In the abiotic stress responses through the regulation of
expression of various genes. On the other hand, either AtNUDX6 and 7 proteins themselves or
interaction of them with other regulatory proteins were found to play roles in the regulation of
biotic stress responses. We identified the interactor for AtNUDX6 which might be involved in the
biotic stress responses.
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