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markers to identify “WGCNA patient groups”

3 Relate WGCNA groups to clinical variables
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5 Conduct a conventional Cox regression analysis
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T Si 0 091 G d 0 15.  Conduct a conventional Cox regression analysis 
of the 26 TMA markers = “COX patient groups”
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6.  Compare WGCNA, WGCNA* and COX groups to 
clinical variables in bivariate and multivariate 
models Low Mod. High
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7.  Validate WGCNA* and COX groups in independent 
gene expression data sets
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