
 
Figure S4: Topological Overlap Matrix Heatmap 
During weighted gene co-expression network analysis, the topological overlap similarity measure between 
genes is calculated to determine module membership. The topological overlap matrix values for 1,000 
randomly selected genes in the analysis were graphed in a heatmap with red indicating high 
interconnectedness. Hierarchical clustering is performed on the matrix and tree cutting is used to define co-
expression modules. The trees on both axes represent clustering genes with the color beneath the tree 
indicating which Module each gene belongs to.  
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