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Figure S1. Selection of the soft-thresholding powers. The left panel shows the scale-

free fit index versus soft-thresholding power. The right panel displays the mean 

connectivity versus soft-thresholding power. Power 4 was chosen, for which the fit 

index curve flattens out upon reaching a high value (> 0.9).  

  



 

Figure S2. Heat map plot of the metabolites network. The heatmap depicts the 

Topological Overlap Matrix (TOM) among all metabolites in the analysis. Light color 

represents low correlation and progressively darker red color represents higher 

correlation. Blocks of darker colors along the diagonal are the modules. The metabolites 

dendrogram and module assignment are also shown along the left side and the top.  

  



 

Figure S3. Correlation matrix graph of module eigengene. The significance of 

correlation is indicated by the digit size. Module black and module green are inversely 

correlated as expected.  

 


