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Development of strategy to design anticancer drug based on ceRNA network

Nobuyoshi, Akimitsu

14,300,000

RNA
RNA-RNA RNA

RNA-
RNA- RNA

RNA-

The Bost—transcriptional gene regulation is achieved by RNA-based gene

regulatory networks. The RNA-based networks are classified by RNA-RNA and RNA-protein network. In

this study, we investigate these RNA-based network to reveal gene regulation of cancer and we aimed

development of new strategy to develop anticancer drugs. Our study has revealed that RNA-protein

network is remodeled in response to chronic hypoxia and we found the target molecules of RNA-protein
network under hypoxia.
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