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Elucidation of the mechanism of radioresistance in cancer cells using
trans-omics approach and development of clinical biomarkers for radiotherapy.
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In this study, we aimed to identify the molecules involved in
radioresistance of cancer cells and to elucidate its mechanism. Here, we quantitatively compared the
proteomes and the metabolomes of clinically relevant radioresistant 5CRR) cell lines and their
parent strains. In CRR cells, the chaperones and the proteins involved in oxidative stress were
higher than control cell lines. Pathways such as amino acid metabolism and fatty acid metabolism
were found to be highly enriched in CRR cells. These molecules can be expected as radiation

tolerance markers and/or new targets for cancer therapies.
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