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Compounds affecting cancer metabolism are expected to contribute to the
elucidation of the mechanism of cancer metabolism and a discover of such compounds may leads to the
creation of new anticancer drugs. A study was conducted for the purpose of constructing a metabolic
inhibitor evaluation analysis system by improving ChemProteoBase, which is a drug target analysis
system using proteomic analysis by 2D-DIGE. An improved system was developed to evaluate the effect
of inhibitors on metabolism by analyzing the expression level of the spots relating cancer
metabolism such as glycolytic enzyme proteins, and targets of novel compounds were clarified.
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