
 
Figure S1. Co-expression network analysis protein dendrogram clustering. Based on topological overlap, protein 
dendrogram were clustered into 8 modules. 
 
 



 
 
Figure S2. Eigenprotein correlation. The red color represents high correlation and blue for low correlation. 



 
Figure S3. Topological overlap matrix (TOM) was visualized in a heatmap plot. Light color represents low overlap and 
red color represents higher overlap. 



 
Figure S4. Co-expression network module-time correlation. Each cell showed the corresponding correlation (up) and p-
value (down). Each cell was color coded based on correlation. The red color represents high correlation and blue for 
low correlation. The columns and rows indicate time points and module Eigenproteins respectively. 


