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Following publication of the original article [1], we have 
been notified that the Figure 2 was published incorrectly. 
Also, the Figures  2 and 7 captions should be extended 
and Funding note needs to be corrected.

They should be as follows:

Fig.  7 Demethylation at enhancer region (cg08889930) 
significantly negatively correlated with NUP37 mRNA 
expression. A Diagram showing the CpG islands in 
the promoter region of human NUP37 gene. B Heat-
map showing overall methylation patterns in the DNA 
sequence of human NUP37 gene. C Correlation heat-
map visualizing the relationship between NUP37 
mRNA expression and the methylation level of CpG 
island at DNA sequence of NUP37 gene. D–F Scat-
ter plot showing that NUP37 mRNA expression signifi-
cantly negatively correlated with the methylation level 
of cg08889930 in HCC patients from 3 independent 

datasets. G NUP37 mRNA expression in Huh7 cells sig-
nificantly increased after decitabine treatment ***p < 
0.001, based on ANOVA. H NUP37 mRNA expression 
in Huh7 cells significantly reduced after treatment with 
CPI-455. ****p < 0.0001, based on ANOVA. I–J Repre-
sentative immunoblot of HCC cells (Huh7) lysates show-
ing that decitabine increased NUP37 protein expression 
and CPI-455 decreased NUP37 protein expression. The 
NUP37, GAPDH and MCM2 (Fig 6I-J) bands of Huh7 
cell lysates were obtained from same gel.
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Fig. 2  MCM2 and NUP37 are upregulated in human HCC. A Box plots showing MCM2 and NUP37 mRNA expression levels between HCC and 
nontumor samples from TCGA dataset (TCGA-LIHC, n = 421). B Box plots showing MCM2 and NUP37 protein expression levels between HCC and 
peri-tumor samples from NODE dataset (OPE00321, n = 330). p value is based on Wilcoxon test. C, D Representative immunoblots of 10 pairs of 
HCC sample lysates showing that MCM2 and NUP37 were overexpressed in HCC. The MCM2, NUP37, and GAPDH bands of each paired sample 
group were acquired in the same gel. E MCM2 and NUP37 mRNA expression levels were determined by RT-PCR in 10 pairs of HCC samples. *p 
< 0.05, **p < 0.01 by paired Student’s t-test. F, G Box plots showing MCM2 and NUP37 mRNA expression levels between HCC and the paired 
nontumor tissues samples from GSE57957 and E-MTAB-4171 dataset respectively. H–J MCM2 and NUP37 expression were detected by immunoblot 
and RT-PCR in human HCC cells and normal liver cells. HCC, hepatocellular carcinoma; TCGA, ****p < 0.0001, based on ANOVA. TCGA, The Cancer 
Genome Atlas; LIHC, liver hepatocellular carcinoma; NODE, National Omics Data Encyclopedia; RT-PCR, real-time PCR
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