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Metabolic adaptation in drug resistance

Matsuda, Fumio
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The development of resistance against anticancer and other drugs has become
a problem. In this study, metabolic measurements of cancer cells were carried out to clarify the
involvement of energy metabolism in the development of drug resistance. We found that the balance
between two energy acquisition pathways - respiration in the mitochondria and aerobic glycolysis in
the cytoplasm - is important for drug resistance. Disrupting this balance is expected to be a new
approach to avoid the development of drug resistance.
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