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Additional Figure S1. Hierarchical clustering and heatmap of module eigengenes (labeled by their colors) and the CAD. On top was hierarchical clustering of module eigengenes that summarize the modules found in the clustering analysis. Branches of the dendrogram (the meta-modules) group together eigengenes that are positively correlated. Below was heatmap plot of the adjacencies in the eigengene network. Each row and column in the heatmap corresponds to one module eigengene (labeled by color). In the heatmap, red represents high adjacency, while blue color represents low adjacency. Squares of red color along the diagonal are the meta-modules
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Additional Figure S2. Module membership – gene significance correlation analyses. Scatterplot shows a highly significant correlation between gene significant (GS) versus module membership (MM) with coronary artery disease (CAD) in the greenyellow (A) and magenta (B) modules.
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Additional Figure S3. Preservation analysis of five network modules. The Y-axis represents preserved values and the X-axis represents module size. (A) median Rank test; and (B) Z summary statistics test.
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[bookmark: _Hlk54104509][bookmark: _Hlk54105505]Additional Figure S4. The expression pattern of ITGAM, CAMP, TYROBP and ICAM1 in three eligible datasets. 
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