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Figure 2 

Largest protein-protein interaction subgraph derived on the basis of differentially 
regulated genes with a fold change over 1.5, respectively. Blue nodes (98 DEGs) 
indicate up-regulated genes by GBF treatment and orange nodes (34 DEGs) up-
regulated genes by IBF treatment. Gray nodes represent proteins identified by the 
nearest neighbour expansion method.  
 

 

 

 


