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Additional File 7: Co-expression gene network with Pearson’s correlation coefficient   
> 0.5.  

Up-regulated genes (IRAK1, CDC7, KLK6, BUB1, CHEK1, and CHEK2) of the TCGA data 
are mapped as a co-expression network (GSE3149). STC2 not represented as the average 
Pearson’s co-correlation coefficient < 0.5 

 


