Q)]
2020 2022

Molecular mechanisms for recognition and pairing of homologous chromosomes

Hiraoka, Yasushi

34,900,000

RNA
RNA Rec8

RNA Rec8
RNA

Rec8

Pairing and recombination of homologous chromosomes during meiosis is an
important process that reorganizes the genome derived from the parents. This process is essential
for the normal chromosome segregation that occurs thereafter. In this study, we analyzed the
molecular mechanisms for recognizing homologous chromosomes to pair with each other. Using fission
yeast as an experimental system, we used live-cell fluorescence imaging, genetic analysis, and
biochemical analysis to focus on higher-order structures created by metotic cohesin, local
structures created by non-coding RNA, and fine structures created by histone modifications. Our
results revealed that recognition and pairing of homologous chromosomes requires non-coding RNA that

accumulates on chromosomes and a chromatin axis structure created by meiotic cohesin Rec8.
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