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Supplementary Figure S1

Supplementary Figure S1. GO analysis of down-regulated DEPs in COAD. (A) GO analysis of
the 92 down-regulated DEPs in COAD showing that these proteins were mainly enriched on
“oxidative phosphorylation” and “ATP synthesis coupled electron transprot”. (B) Heat map showing
DEPs relevant to fatty acid oxidation and glucose catabolic process were globally upregulated, but
oxidative phosphorylation associated proteins were decreased.
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Supplementary Figure S2

Supplementary Figure S2. The establishment of TOM. (A) Hierachical cluster tree displaying
several modules of DEPs. The samples of COAD and READ are designated by “Blue” and “Red”,
respectively. (B-D) Weighted gene co-expression network analysis (WGCNA) of differentially
expressed immune-related genes in the 40 CRC samples. Analysis of network topology for various
soft thresholding powers, mean connectivity and non-scale network's goodness of fit in TOM with
power of 1 to 30. High connectivity and model fit signified good TOM model. Power of 5 was
Ultimately determined as the best power to build TOM (B-C). (D) Hierachical cluster tree displaying
several modules of co-expressed genes. The two modules were validated and are designated by blue
and gray.
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Supplementary Figure S3

Supplementary Figure S3. Principal component analysis of the proteomic data. (A) The 62
immunity-relevant DEPs were subjected to PCA analysis, the percentage of explained variances for
each dimension were plotted (A). (B) The relation between dimension 1 (31.6%) and dimension 2
(11.2%) were plotted.



