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Proteomics analysis of serum extracellular vesicles from renal cell carcinoma
treated with immune checkpoint inhibitors
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In our study, we identified proteins which is uniquely upregulated or
downregulated in peripheral T cells of advanced kidney cancer patients by means of proteome
analysis. We already collected plasma samples from kidney cancer patients before anti-PD-1 treatment

(nivolumab) and at 3, 6 months after starting nivolumab. Now, we are trying to quantitate candidate
proteins identified previously using these plasma samples, which will be predictive markers in
addressing patients who respond to immune checkpoint inhibitors.
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] G0:0090150: establishment of protein localization to membrane
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] hsa05203: Viral carcinogenesis
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