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Supplementary Figure S2. Protein/gene-protein/gene interaction network of the 27 genes that were 

stably and consistently dysregulated in 386 cases of hepatocellular carcinoma compared with 327 

cases of normal liver tissue according to the four independent microarrays retrieved from the 

Oncomine database. The network was generated using GeneMANIA tool. The interactions are 

indicated by the networks legend. 

 


