Supplementary Fig.1

Supplementary Fig.1 Analysis from the TCGA database showed that HCC patients with
higher HIF-1a expression in HCC compared to adjacent liver tissues suffered from
significantly worse prognosis than those with lower HIF-1a (B), though there was no

difference of HIF-1a between HCC and normal liver tissues (A).
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Supplementary Fig.2

Supplementary Fig.2 Analysis from the TCGA database displayed that there was no
difference of STAT3 mRNA between HCC and normal liver tissues (A), and no apparent
difference was found between Low STAT3 patients who had less STAT3 mRNA expression
in HCC tissues and High STAT3 patients with more STAT3 mRNA in HCC tissues compared

to adjacent liver tissues (B).
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