Weighted gene coexpression network analysis identifies specific modules and hub genes related to coronary artery disease
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Additional file: Tables S1. Gene expression profiles of 114 samples.
Additional file: Tables S2. Disease phenotypes of 114 samples.
Additional file: Tables S3. Total of 309 genes in the magenta module.
Additional file: Tables S4. GO functional enrichment analysis of the genes in the magenta module.
Additional file: Tables S5. KEGG functional enrichment analysis of the genes in the magenta module.
Additional file: Tables S6. The integrated gene expression profile was obtained after eliminating the batch effects between three datasets.
Additional file: Tables S7. A total of 2409 DEGs (1125 upregulated and 1284 downregulated genes) were identified in CAD compared with normal subjects.
Additional Figure S1. Hierarchical clustering and heatmap of module eigengenes (labeled by their colors) and the CAD.
Additional Figure S2. Module membership – gene significance correlation analyses.
[bookmark: _Hlk54104509]Additional Figure S3. The expression pattern of ITGAM, CAMP, TYROBP and ICAM1 in three eligible datasets. 


