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Study on Biomarkers for Optimal Administration of Nivolumab for Recurrent
Metastatic Head and Neck Cancer

Asakage, Takahiro
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Among patients with recurrent metastatic head and neck cancer, nivolumab is
effective in only several percent. Patients who do not respond to the drug risk not only receiving
unnecessary medication, but also being exposed to the side effects of the drug. They also risk
losing the opportunity for other effective treatments. Therefore, it is very iImportant to know in
advance what kind of patients a drug will be effective for. We have attempted to identify effective
cases by using genetic analysis technology. As a result, we found that the response to nivolumab and

the aspect of genetic mutation differed after the age of 65 years.
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