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Basic proteomic study of monitoring method for anti-cancer drug resistance via
receptor tyrosine kinases signaling reactivation
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Molecularly targeted therapy to receptor tyrosine kinase (RTK) suppresses
the progression and metastasis of cancer and leads to improvement in QOL of patients with cancer and
prolongation of survival. However long-term administration of RTK targeted drugs causes the
emergence of drug-resistant cancer cells. Therefore, a biomarker, which can be to measure for the
resistance or the response state against the RTK targeted drugs in the cancer cells, has great
clinical significance. In this study, we found potential protein -biomarker candidates reflecting
the ?ctivation state of RTK signaling in the RTK targeted drug -resistant GIST cell line by proteome
analysis.
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