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WFIER R O (J£3C) : During early vertebrate embryogenesis, RNAs and proteins
deposited in oocytes (maternal gene products) play essential roles in formation of germ
layers and body axes. Bloom gene is involved in DNA repair and encodes a RecQ helicase.
In Bloom-deficient cells, the sister chromatic exchange frequently takes place. In this study,
we have developed a method to make maternal-effect mutants using Bloom-deficient
medaka. We show that this method can be used to identify maternal genes that control the
formation of the germ layers and body axes.
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