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We broadly, including myeloid cells fraction, investigated the immune tumor
microenvironment (TME) in renal cell carcinoma using flow cytometry and analyzed by combining the
immune cells data and clinicopathological data. The TMEs of the renal cell carcinomas were divided
into three clusters (Cluster 1: T cell enriched subtype, Cluster 2: Myeloid cell enriched subtype,
Cluster 3: Immune cells poorly infiltrated subtype). We will analyze the association between the
immune cells data and prognosis data when enough observation period is reached.
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