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Establishment of the method fine-tuning response to environmental stress through
chemical and genetic manipulation of HDAC activity
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Histone proteins act to package DNA encoding genetic information of living
organisms, which wraps around the eight core histones. N-terminus of histone proteins are subjected
to a variety of chemical modifications such as acetylation and methylation. These chemical
modifications play a pivotal role in response to environmental stresses in plants. Representative
researcher has already revealed that the inhibition of HDA19 (an isoform in histone deacetylase gene

family) increased tolerance to abiotic stress in Arabidopsis. In this study, the alteration of
genomic primary structure of HDA19 increased tolerance to salinity stress with fertility.
Establishment of in vivo and in vitro systems measuring inhibitory effect of chemical compounds on
HDA19 or class | HDAC activity enables to find novel compounds for the manipulation of response to
abiotic stress in plants.
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