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To understand mechanisms underlying energy allocation in organisms, we used
the freshwater zooplankton Daphnia magna which has been used as a model for studying environmental

responses. First, we attempted to introduce a reporter gene into the DNMT3.1 gene that controls
energy allocation under starved conditions in Daphnia magna. Unexpectedly, attempts to introduce a
reporter gene into the DNMT3.1 gene resulted in embryonic lethality. We established a novel DNMT3.1

null mutant and identified another gene responsible for energy allocation. These results contribute
to understanding the molecular basis of energy allocation.
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