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Supplementary Figure 1: Condition-specific gene module discovery and validation workflow. The Brain and TCGA GEMs
were each used to create a GCNs and modules with KINC and link communities software, respectively. The genes in these LCMs were
compared between GCNs. Two modules, TCGA M0214 and Brain M0257, had 22 overlapping genes. Further analyses compared these
modules and their 22 overlapping genes. Dashed double-headed arrows represent these comparisons. Gene expression correlations in
random human RNAseq datasets were also compared to these modules. The resulting data was used to hypothesize a common role for
TCGA modules M0214 and M0257 in glioblastoma tumors.
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