Supplemental Figure 1
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Supplemental Figure 1. High expression of genes associated with glycolysis correlates with poor prognosis.
A-D) Shown are the Kaplan-Meier overall survival curves of HCC patients according to the designated gene
expression levels above or below the median value based on liver hepatocellular carcinoma data set analysed
with the KMplotter bioinformatic tool of genomic database (Szasz AM, et al. 2016).



