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EXPLORATORY FUNDAMENTAL STUDY OF GUT MICROBIOTA IN PATIENTS
WITH KIDNEY CANCER AND UROTHELIAL CANCER
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Aya HIRAMATSU, Yuki MATSUI Tsutomu UNOKI,
Takehiko NAKASATO, Kazuhiko OSHINOMI, Jun MORITA,
Yoshiko MAEDA, Kohzo FUJI and Yoshio OGAWA

Department of Urology, Showa University School of Medicine

Takuya TSUNODA

Department of Medicine, Division of Medical Oncology, Showa University School of Medicine

Kiyoshi YOSHIMURA

Department of Clinical Immuno Oncology, Clinical Research Institute for Clinical Pharmacology and Therapeutics,
Showa University

Abstract —— Recently there have been many new reports showing the relationship between gut mi-
crobiota and various diseases. In this study, we collected feces from kidney and urothelial cancer pa-
tients and examined whether the composition of gut microbiota affects metastasis and cancer type of pa-
tients with these cancers. We also investigated whether there are differences in the composition of the
gut microbiota depending on the values of the neutrophil to lymphocyte ratio (NLR) and the platelet to
lymphocyte ratio (PLR). It is reported that NLR and PLR reflect the inflammatory response and the im-
mune status, and it becomes a prognostic predictor in various cancer types. From April 2018 to Septem-
ber 2018, a total of 54 patients were enrolled in Showa University hospital. We analyzed gut microbiota
using 16S ribosomal RNA gene by next generation sequencer. We found a significant difference between
Clostridiaceae and Verrucomicrobiaceae in the comparison between kidney and urothelial cancer. Pepito-
streptococcaceae was significantly greater in the absence of metastasis of urothelial carcinoma. A signifi-
cant difference was found in Rikenellaceae and Veillonellaceae in comparison with PLR = 210 and PLR
< 210. The diversity of intestinal bacteria was poor in kidney and urothelial metastatic cancer compared
without metastatic cancer. In this study, we found differences in the gut microbiota according to cancer
type and the presence or absence of metastasis. Gut microbiota may be useful for the prevention of dis-
ease, treatment target, and prediction factor of a drug's effects. Further accumulation of research on this
topic is necessary.

Key words: gut microbiota, kidney cancer, urothelial cancer, neutrophil to lymphocyte ratio, platelet to
lymphocyte ratio
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