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In this study, we aimed to understand the mechanism of homologous
recombination by clarifying the genetic relationship of the BLM-TOP3alpha-RMI1-RMI2 (BTR) complex,
which resolves the DNA strand entanglements produced during homologous recombination process. As a
result, we found synthetic lethality between RMI1/RMI2 and revealed that the synthetic lethality was

suppressed by deletion of BLM. Considering the results obtained in yeast, it became clear that the
regulation of homologous recombination by the BTR complex is a highly conserved mechanism from yeast
to higher eukaryotes.
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