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Supplementary Figures
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Supplementary Figure 1. Sample selection workflow.
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Supplementary Figure 2. Analytical workflow for variable importance evaluation using

Analysis procedure
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taxa identified from microbiota correlation analysis.

LASSO regression.

aE‘IO features consist of: tissue type, clinical (age, gender, race), immune expression signatures (ISG, T cell-inflamed, myeloid, angiogenesis, and TGF-B),
immune cell subsets (macrophage M1, macrophage M2, CD8 T cells, CD4 T cells), non-immune cell subsets (epithelial cell), HPV status, and 75 microbiota
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