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Correction: PKM2 promotes metastasis by recruiting myeloid-
derived suppressor cells and indicates poor prognosis for 
hepatocellular carcinoma
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This article has been corrected: In Figure 1, the 2nd row, 3rd panel image is an accidental duplicate of the 2nd row, 
2nd panel image. The corrected Figure 1, produced using the original data, is shown below. The authors declare that 
these corrections do not change the results or conclusions of this paper.

Original article: Oncotarget. 2015; 6:846–861. https://doi.org/10.18632/oncotarget.2749

Correction

https://creativecommons.org/licenses/by/3.0/
https://doi.org/10.18632/oncotarget.2749


Oncotarget2www.oncotarget.com

Figure 1: Expression of PKM2 in human cancers and HCC tissues/cell lines. (A) Microarray data analyses of PKM2 
expression in human cancers are shown. PKM2 mRNA levels in human normal/cancer tissues (breast, lung, and colon) are plotted. 
The Student t test was conducted using the Oncomine software. The boxes represent the 25th through 75th percentiles. The horizontal 
lines represent the medians. The whiskers represent the 10th and 90th percentiles, and the asterisks represent the end of the ranges. 
(B) Quantitative RT-PCR confirmed different PKM2 mRNA expression in HCC cell lines. Data shown as mean (±SD) from three 
independent experiments. (C) Expression of PKM2 in normal human liver epithelial cells (L02) and 7 HCC cell lines was examined 
using Western blotting; β-actin was used as a loading control. (D) Quantitative RT-PCR analysis of PKM2 levels in HCC tissues and 
corresponding peritumoral tissue. β-actin was used as a control. Error bars indicate standard deviation (SD) (n = 48). (E) Fluorescence 
microscopic analysis for PKM2 expression. *p < 0.05. **p < 0.01.


