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Study of genetic effects of atomic bomb radiation using high-density microarray

KODAIRA, Mieko
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We have analyzed a total of 127 mother-father-child trios using high-density
microarrays. We identified about 300 copy number variants (CNV) per individual genome. Eleven CNVs
observed in 11 children were not identified among the parents and were thought to be de novo germline
mutations. Seven of the mutations were deletions; one was 140kb deletion but the remaining 6 were small
deletions (5kb-30kb). Our model experiments on F1 mice derived from irradiated spermatogonia revealed
that one deletion, which size is larger than 100kb, was induced among approximately 100 genomes per 1 Gy
of radiation. The results of the current study on the offspring of the A-bomb survivors suggest that the
radio-sensitivity of humans are not different from that of mice and the genetic risk of radiation maybe
much smaller than currently estimated.
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