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Supplemental Figure 4. Statistics used for the weighted gene co-expression analysis. 
a, A scale-free topology fit index was made to determine the optimal value for the soft threshold for the EC and 
VSMC datasets. Numbers in the plots illustrate the soft thresholding powers. The approximate scale-free topology 
can be achieved for ECs at the soft-thresholding power of 16 and for VSMCs of 10. b,c, The correlations between the 
average gene expression and overall connectivity between the EC and VSMC datasets were used to assess the 
comparability. d, Gene dendrograms based on the topological overlap dissimilarity index showing the final modules 
identified by WGCNA in the EC and VSMC datasets. 




