
 
Figure S1. Box plot showing the differential expression of the six candidate genes in normal versus 

primary gastric adenocarcinoma (TCGA: The cancer genome atlas). All the gene expressions were 

reported as median, upper quartile, lower quartile, maximum and minimum expression. All com-

parisons are statistically significant in comparison to the healthy controls (*p < 0.01; **p < 0.001; ***p 

< 0.0001). 


