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Environmental impact assessment of cause and seasonally delayed effect by
epigenomic marker, a case study of decline and flower-initiation relations of

beech forest

Saito, Hideyuki
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We showed a delayed reduction of photosynthetic capacity in summer season
caused by 03 exposure during bud break period, associated with increased DNA methylation of 16S rRNA
gene in chloroplast genome in beech saplings, suggesting epigenomic regulation in photosynthesis.

Also in bud break period, we showed lacks of sugars and/or phosphorus in the developing leaves
affected DNA methylation level of FT homologous gene in leaves, suggesting the nutrients supplied
from carry-over products determined the availability of flower bud differentiation in summer.
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