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immune markers with gut-microbiota. (B) Association of immune markers with cancer.

Figure S1. Flowchart of the association analysis for immune markers, gut-microbiota and cancer. (A) Association of
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Figure S2. Flowchart of the association analysis for white blood cells, gut-microbiota and cancer. (A) Association of

white blood cells with gut-microbiota. (B) Association of white blood cells with cancer.
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Figure S3. Histograms of the white blood cells before and after natural log transformation. (a) Lymphocytes, (b)
Granulocytes, and (c) Platelets count before log transformation. (d) Lymphocytes, (e) Granulocytes, and (f) Platelets

count after log transformation.
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Figure S4. Histograms of the immune markers before and after natural log transformation. (a) NLR, (b) PLR, and (c)

Sl before log transformation. (d) NLR, (e) PLR, (f) SlI after log transformation.



