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Supplementary Figure 1. GSTA4 gene analysis in hepatocellular carcinoma (Oncomine database). Oncomine analy-
sis of neoplastic vs. normal tissue showed that GSTA4 was significantly over-expressed inepatocellular carcinoma in 
different datasets (A: Chen [1]; B: Mas [2]; C: Roessler [3]; D: Roessler [3]). Box plots derived from gene expression 
data in Oncomine comparing expression of a specific GSTA4 gene in normal (left plot) and hepatocellular carcinoma 
tissue (right plot). 
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