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Exploration of novel therapeutic targets for renal cancer by multi-omics
analysis and development of treatment algorithm
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In recent years, the treatment for metastatic renal cancer with poor

prognosis has undergone a major change, and immune checkpoint inhibitors (ICIs) have come to be used
primarily instead of molecularly targeted drugs, further improving the prognosis. On the other
hand, since ICIs are known to cause serious immune-related adverse events and have limited
therapeutic efficacy, there has been a growing demand for the establishment of personalized medicine
through the prediction of therapeutic efficacy and the emergence of adverse effects before or early
in the course of treatment. The results of this study were compared with those of mutations present
in cancer tissues by obtaining profiling of cfDNA. The results were published as a proposal for a
biomarker for early treatment changes.
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