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Figure S1. Plots of residuals from the fitting of the power equation vs. predicted values for of four
randomly chosen genes, AATK (A), AKAP11 (B), CD8A (C), and CDH9 (D), with expression index (EI)
for low-risk (red) and high-risk patients (green). The ticks at the x-axis indicate the expression indices

of samples.
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Figure S2. Voronoi treemaps that visualize fine-grained idopNetworks among genes from module 2

for high-risk and low-risk patients. Each polygon area (node) is represented by a gene (with its name

shown), with the color metric being proportional to the overall expression level of this gene.

Activation and inhibition are denoted by arrowed red and blue lines, respectively, with the thickness

of lines being proportional to the strength of microbial interactions.
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Figure S3. Voronoi treemaps that visualize fine-grained idopNetworks among genes from module 38
for high-risk and low-risk patients. Each polygon area (node) is represented by a gene (with its name
shown), with the color metric being proportional to the overall expression level of this gene.
Activation and inhibition are denoted by arrowed red and blue lines, respectively, with the thickness
of lines being proportional to the strength of microbial interactions.
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Figure S4. Voronoi treemaps that visualize fine-grained idopNetworks among genes from module
31for high-risk and low-risk patients. Each polygon area (node) is represented by a gene (with its
name shown), with the color metric being proportional to the overall expression level of this gene.
Activation and inhibition are denoted by arrowed red and blue lines, respectively, with the thickness
of lines being proportional to the strength of microbial interactions.
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