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DNA double-strand breaks gDSBs) are the most threatening ?enomic damage to
cells and individuals and must be repaired promptly. In this study, we aimed to elucidate the entire
DSB repair system, especially the molecular mechanisms and physiological significance of two minor
repair pathways, alt-EJ (aka TMEJ) and SSA, by utilizing human gene-knockout cell lines, which led
us to obtain many novel findings. We also analyzed the effects of specific environmental chemicals
by using a system that can quantitatively evaluate the individual activities of DNA recombinational

repair, leading to several interesting findings.
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