
Supplementary Table S3. WGCNA co-expression modules and correlation with cellular cAMP elevation 

Module name Size  ME vs. Trait  GS vs. MM CRGs Hubs 

 (n) R p-value  R p-value (n) (n) 
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Note: WGCNA (Weighted Correlation Network Analysis) was performed to determine co-expression modules. The 

modules in bold indicate their significant relationship with cellular cAMP elevation by the threshold p < 0.05 of 

correlation coefficient (R). Size, number of genes in the module; CRGs, number of cAMP-responsive genes included 

in the module; Hubs, number of hub genes that were defined with more than 4 connections in the constructed network 

of top 10% genes with highest KME in the module, wherein KME represents eigengene connectivity measured for each 

gene by correlating its gene expression profile with the module eigengene (ME) which is defined as the first principal 

component of gene expression values and represents the gene expression profiles in the module. ME vs. Trait, the 

correlation between ME and trait (i.e. induction of cAMP elevation); GS vs. MM, the correlation between module 

membership (MM, also known as KME) and gene significance (GS) which is defined as the correlation of gene 

expression profiles with the trait.   


