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Revealing aging-associated chromatin structural change at the nucleosome level
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Revealing chromatin structure is a key for understanding genomic function
including transcription. In this study, we attempt to capture chromatin structural changes
associated with yeast aging by using our developed chromatin structural analysis, Hi-CO. We here
used yeast cells in exponential growth phase as pre-senescent cells and yeast cells in
stationary-phase as senescent cells. Our Hi-CO can reveal nucleosome folding in these cells by
detecting spatial proximity among nucleosomes. We showed that nucleosome interactions in promoter
regions were significantly changed before and after senescence. We also found that these structural
changes are associated with gene expression. These results suggest that local nucleosome folding at
promoter regions is involved in the changes in gene expression associated with aging.
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