2021 2022

RNA

Search for a pioneer polymerase complex that opens chromatin in non-coding RNA
transcribed regions
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Although noncoding RNA transcription has been found in a variety of
organisms and Is assumed to have essential functions in life, the functions of most noncoding RNAs
are unknown. We have discovered a noncoding RNA, mlonRNA, in the upstream region of the fission
yeast fbpl gene, and found a chromatin remodeling phenomenon by this RNA transcription and a
transcription activation mechanism associated with this mlonRNA expression mediated chromatin
remodeling. In this study, we elucidate that the regulation by this noncoding RNA is a universal

mechanism involved not only in transcription but also in the regulation of various DNA-based
reactions such as genome-wide recombination.
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