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The epigenetics-driven adaptive evolution concept and its application to microbe
engineering

Yano, Hirokazu
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We revealed the functionality of diverse methyltransferase genes in the
pathogen (H. pylori) genome. We established experimental and analytical protocols for bacterial
methylome and transcriptome studies. We discovered an epigenetic network consisting of multiple
regulatory networks governed by site-specific DNA methyltransferases. We discovered a novel
restriction-modification system potentially useful for epigenome engineering.
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