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Understanding the mechanisms by which Ctf4 protein suppresses repair of DNA
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between Ctf4 and Mms22 proteins is important for suppressing rDNA instability.

In this research project, | aimed to elucidate the mechanism by which the
DNA replication factor Ctf4 protein suppresses homologous recombination-mediated DSB repair, using
the ribosomal RNA gene (rDNA) region of budding yeast. By performing chromatin immunoprecipitation
experiments, 1 identified homologous recombination factors and DNA replication factors whose binding
to the DSB sites is altered in Ctf4-deficient cells. Additionally, I found that the interaction
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