Supplementary Figure 1 legend: Selenoprotein gene expression profiles from tumor-normal data of human colorectal tumor (red boxes) and mucosa (grey boxes) tissues from the TCGA database. 
Results of gene expression profiling were visualized by GEPIA (Gene Expression Profiling Interactive Analysis) tool (http://gepia.cancer-pku.cn/, see Tang et al. Nucleic Acids Res. 2017;45(W1):W98-W102).
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