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Elucidation of post-transcriptional regulation involved in plant traits and epigenom
e analysis in Brassica
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The aim of this research is to elucidate of the epigenetic status of Brassica rapa
at the whole genome level. We examined the DNA methylation and histone modification status at the whole g
enome level. Next, we assessed the change of epigenetic modification after vernalization or infection by p
athogens. We found accumulation of H3K27me3 level at the FLC locus and repression of its expression after
vernalization.
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