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Nucleosome analysis in Coprinopsis cinerea
Nucleosome distribution in vegetative mycelial cells

Hajime Muraguchi', Ryo Masuda', Ryoki Asano', Keiju Okano'

I Department of Biotechnology, Faculty of Bioresource Sciences, Akita Prefectural University

Nucleosomes are the fundamental chromatin structure, where ~150 bp of DNA wind around a histone octamer. Nucleosome distribution has been
implicated in the regulation of transcription and DNA repair in a variety of eukaryotes. Nucleosomal DNA is generally less accessible for DNA
binding factors than free DNA, suggesting that nucleosome distribution in the gene region influences gene expression. Here, we examined
nucleosome distribution in the whole genome of vegetative mycelial cells. We first looked for conditions that can yield nucleosomal DNA by
digestion with various concentrations of micrococcal nuclease. The resulting nucleosomal DNA was sequenced using Next Generation Sequencer
and mapped onto the genomic sequence, revealing a nucleosome distribution. We examined the relationship between the nucleosome distribution
and transcription levels using in RNA-seq data, and found that there are nucleosome-free regions before and behind certain genes with high
expression levels, including the actin gene. In future study, changes in nucleosome distribution should be examined and analyzed, combined with

the change in gene expression during fruiting body development.
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