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By carrying out the RNA-seq analysis and metabolomics study of wild type
Drosophila and dG9a mutants, we have found that metabolic pathways and expression levels of genes
related to autophagy become abnormal in the dG9a mutants. In addition, in fat body of the dG9a
mutants, activity of autophagy is decreased and energy recycling is failed that result in decrease
of viability. Furthermore, dG9a mutants show hyperactivity under starvation conditions that further
decrease the energy storage. These observations are important to understand the mechanism underlying
epigenetic regulation responding to starvation stress.
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