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Additional file 3: Fig. S3. Protein-protein interaction (PPI) network analysis of gene modules upregulated in the Pro-T group. A-F PPI network analysis (upper) and GO analysis (lower) of six gene clusters (cluster T1-T6) upregulated in the Pro-T group identified by STRING clustering analysis. Genes in PPI network that intersected with the black and blue gene modules from WGCNA that are upregulated in the Pro-T group were colored in olive green and dark turquoise, respectively.
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