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Estimation of genetic risk of radiation on mouse spermatogonia by whole genome
sequencing
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It is important to know genome-wide effect of radiation exposure on_germ
cells. However, genome-wide analysis about genetic effects of radiation is limited. To examine the
radiation effects of paternal exposure and maternal exposure, we conducted whole genome sequencing
of F1 mice born to father (exposure to spermatogonia cells) or mother (to mature oocyte). The number

of de novo SNVs, indels, and multisite mutations were compared between F1 mice born before and
after irradiation. Indels were increased in F1 mice after irradiation. It is indicated that mutation
frequency of indel type mutations was increased by radiation exposure to spermatogonia cells.
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