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HBV Upregulates CtBP2 Expression via the X Gene
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Background. Hepatitis B virus (HBV) infection causes acute and chronic liver diseases that can eventually develop into cirrhosis
and hepatocellular carcinoma (HCC), but the carcinogenesis of HBV is not fully understood. Carboxyl-terminal-binding protein
2 (CtBP2) plays an important role in tumorigenesis and progression. The aim of this study was to investigate the effect of HBV on
CtBP2 expression and to explore its mechanism.Methods. Real-time quantitative reverse transcription polymerase chain reaction
(RT-qPCR) and western blotting were used to evaluate the CtBP2 mRNA and protein expression levels in tissues and cells. The
HBV infectious clone pHBV1.3 and plasmids expressing a single gene of the HBV genome were cotransfected with the CtBP2 gene
promoter pGL3-CtBP2 into the human hepatoma cell line HepG2, and luciferase activity was determined using a luminometer.
Results. CtBP2 expression was higher in HBV-related HCC tissues than in paracancerous tissues. CtBP2 expression was higher in
HepG2.2.15 cells integratedwith theHBV genome than inHepG2 cells. pHBV1.3 upregulated CtBP2mRNA and protein expression.
The HBV X gene significantly activated CtBP2 gene promoter activity, and CtBP2 mRNA and protein expression were upregulated
by theHBVX gene.This activation effect was enhanced by the increase in the dose of the X gene, showingmetrological dependence.
Conclusion. HBV may be involved in the occurrence and development of HCC by upregulating CtBP2 expression.

1. Introduction

Primary hepatocellular carcinoma (HCC) is highly malig-
nant. Currently, hepatitis B virus (HBV) is commonly rec-
ognized as one of the main causes of HCC. More than
2 billion people are infected with HBV worldwide, with
an estimated 320 thousand deaths occurring every year, of
which approximately 30-50%are due toHCC.Clinical studies
have shown that the risk of HCC is 200 times higher in
individuals with chronic HBV infections than in the general
people without HBV infections [1–3]. HBV contains four
open reading frames (S, C, P, and X). Among them, the X
gene is closely related to carcinogenicity. This gene encodes
the X protein, which has 154 amino acid residues and a
mean molecular weight of 17 kDa. The X protein plays
an important role in the occurrence and development of
HCC and participates in the proliferation and transformation

of liver cells [4, 5]. Carboxyl-terminal-binding protein 2
(CtBP2) is an important member of its family and is located
on chromosome 21q21.3 [6]. Many recent studies have found
that CtBP2 expression is closely related to tumors [7–10]. In
our previous study, a gene microarray was used to screen
HBV-related differentially expressed genes in HCC tissues
and paracancerous tissues [11].The results showed that CtBP2
expression was higher in the HCC tissues. To date, no
relevant research on HBV and CtBP2 has been reported.This
study investigated the regulation of CtBP2 by HBV and the
underlying molecular mechanism.

2. Materials and Methods

2.1. Clinical Specimens and Tissues. Thirty-five cases of pri-
mary HCC specimens with a history of HBV infection were
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collected after surgical resection in the Department of Hep-
atobiliary Surgery, Zhongnan Hospital. Paracancerous liver
tissues were also collected from the above HCC patients as
controls. The fresh specimens were placed in liquid nitrogen
for cryopreservation immediately after surgical resection.
This study was approved by the Ethics Committee, and all
subjects signed the informed consent form.

2.2. Cell Culture and Transfection. The human hepatoma cell
lines HepG2 and HepG2.2.15 were cultured in high-glucose
Dulbecco’s modified Eagle’s medium (DMEM) containing
10% fetal bovine serum and 1% streptomycin and were
incubated in a 37∘C and 5% CO

2
incubator. When the cell

growth reached the logarithmic phase, the HepG2 cells were
seeded into 24- or 6-well plates. When the cell confluence
reached 80%, the operations were conducted following the
kit instructions. First, 0.6 𝜇g of the eukaryotic expression
plasmid containing the HBV genome (PCMV-S, pCMV-
E, pCMV-C, pCMV-X, and pCMV-P) and 2 𝜇L of the
Lipofectamine 2000 transfection reagent were diluted in 30
𝜇L of DMEM or 2 𝜇g of pCMV-X plasmid DNA and 4 𝜇L of
the Lipofectamine 2000 transfection reagent were diluted in
100 𝜇L of DMEM.The transfection solutions were incubated
at room temperature for 20min and then added to the culture
medium in the 24- or 6-well plates.The cells were cultured in
the CO

2
incubator.

2.3. Real-Time Quantitative Reverse Transcription Polymerase
Chain Reaction (RT-qPCR). The cells were harvested, and 1
mLof the TRIzol reagentwere added to extract the total RNA.
cDNA was synthesized from 1 𝜇g of total RNA by reverse
transcription. After the cDNA was diluted 10-fold, 1 𝜇L of
cDNA was added to each PCR reaction. The CtBP2 gene was
quantitatively detected using the SYBR� GreenER qPCR kit.
The primer sequences were as follows: CtBP2 (sense): 5-CGT
TCT CAGAGC TGGGAT GC-3 and CtBP2 (antisense): 5-
TCT GCT GTG CCA TAC GTC AG-3. The GAPDH gene
was used as the internal reference [12].

2.4. Determination of Luciferase Activity. The cells were
harvested and lysed with cell lysis buffer. After mixing 10 𝜇L
of cell lysate and 100 𝜇L of luciferase substrate, the luciferase
activity was measured with a luminometer.

2.5. Western Blotting. Total protein was extracted from the
tissues and cells and boiled for 5 min in loading buffer. The
sodium dodecyl sulfate–polyacrylamide gel electrophoresis
(SDS-PAGE) stacking gel and 10% separation gel were pre-
pared. A total of 30 𝜇g of protein was loaded onto each
well. The electrophoresis was performed at 60 V for the
stacking gel and at 110 V for the separation gel. The separated
proteins were transferred onto the membrane at 100 V for
70 min. After blocking with 8% skimmed milk for 2 h,
the membrane was incubated with the primary antibody
overnight at 4∘C, followed by 3 washes with phosphate-
buffered saline with Tween-20 (PBST) and then incubated
with the secondary antibody at room temperature for 2 h.
After washing with PBST again, the appropriate amount of
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Figure 1: CtBP2 expression in HBV-related HCC tissues. (a) Total
RNA was extracted using TRIzol from thirty-five pairs of HBV-
related HCC tissues and paired paracancerous liver tissues, and
CtBP2 mRNA expression was detected by RT-qPCR. (b) Total
protein was extracted from thirty-five pairs of HBV-related HCC
tissues and paired paracancerous liver tissues, and CtBP2 protein
expression was detected by western blotting.∗p < 0.05.

electrochemiluminescence (ECL) solution was added onto
themembrane in a dark room, and themembrane was placed
on a protein gel imaging system for imaging.

2.6. Statistical Analysis. All data are represented as the mean
± standard deviation. SPSS 20.0 statistical analysis software
was used for data processing. The means were compared
using a t-test. Additionally, correlation between HBx and
CtBP2 was analyzed by Pearson correlation coefficients;
differences with p < 0.05 were considered significant.

3. Results

3.1. CtBP2 Expression Was Higher in the HBV-Related HCC
TissuesThan in the Paracancerous Tissues. TheCtBP2 expres-
sion levels in the thirty-five pairs of paired HBV-related HCC
tissues and paracancerous liver tissues from each of patients
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Figure 2: Effect of HBV on CtBP2 expression in HepG2 cells. (a) TRIzol was used to extract the total RNA from HepG2.2.15 cells integrated
with theHBV genome and the control HepG2 cells, andmRNA expressionwas detected by RT-qPCR. (b) Total protein was extracted from the
HepG2.2.15 cells and the control HepG2 cells, and protein expression was detected using western blotting; (c) HepG2 cells were transfected
with 0.6 𝜇g of HBV1.3 and the control plasmid pBlue-ks, and CtBP2 mRNA expression was detected by RT-qPCR after 48 h; (d) HepG2 cells
were transfected with 0.6 𝜇g of HBV1.3 and the control plasmid pBlue-ks, and CtBP2 protein expression was detected by western blotting
after 48 h.

weremeasured by RT-qPCR and western blotting.TheCtBP2
mRNA and protein expression levels were higher in the HCC
tissues than in the paracancerous liver tissues (Figures 1(a)
and 1(b)).

3.2. RNA and Protein Expression Were Upregulated by HBV
in HepG2 Cells. Using RT-qPCR and western blotting, the
CtBP2 expression levels were measured in HepG2.2.15 cells
integrated with the whole HBV genome and in control
HepG2 cells.The CtBP2mRNA and protein expression levels
were higher in the HepG2.2.15 cells than in the HepG2 cells
(Figures 2(a) and 2(b)), which was consistent with the gene
microarray screening results.

The HBV infectious clone pHBV1.3 was transfected into
HepG2 cells, and transfection with the pBlue-ks vector was
used as the blank control. After 48 hours, the mRNA and
total proteins were extracted from the cell lysate, and CtBP2
expressionwas detected byRT-PCRandwestern blotting.The
CtBP2mRNA and protein expression levels were higher after
transfection with pHBV1.3 than after transfection with the
control plasmid pBlue-ks (Figures 2(c) and 2(d)), indicating
that HBV upregulated the CtBP2 mRNA and protein expres-
sion levels.

3.3. HBV X Gene Expression Activated the CtBP2 Promoter.
Each of the eukaryotic expression plasmids containing all of
the genes of the HBV genome (pCMV-S, pCMV-E, pCMV-
C, pCMV-X, and pCMV-P) and the pBP3-CtBP2 promoter
were cotransfected into HepG2 cells with pCMV-tag2B as
the blank control. Activation of the CtBP2 gene promoter
by these proteins was detected using a luciferase activity
assay. The luciferase activities detected after transfection
with pCMV-S, pCMV-E, pCMV-C, pCMV-X, pCMV-P, and
pCMV-tag2B were 268.42 ± 28.16 RUL/𝜇g protein, 289.33 ±
24.45 RUL/𝜇g protein, 256.61 ±27.39 RUL/𝜇g protein, 285.42
± 31.74 RUL/𝜇g protein, 1058.65 ± 52.39 RUL/𝜇g protein,
and 260.53 ± 33.58 RUL/𝜇g protein, respectively. The HBV
X gene had a significant activation effect on the CtBP2
gene promoter, whereas the other HBV genes showed no
significant activation effects (Figure 3(a)).

To investigate the activation of the CtBP2 promoter by
the HBV X gene, the eukaryotic expression plasmid for the
X gene (pCMV-X) was cotransfected into HepG2 cells at
different doses (0 𝜇g, 0.2 𝜇g, 0.4 𝜇g, 0.6 𝜇g, and 0.8 𝜇g) with
pGL3-CtBP2. The effect of the different doses of the X gene
on pG3-CtBP2 activation was detected using the luciferase
activity assay. The luciferase activities after transfection of
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Figure 3: Effect of the HBV X gene on CtBP2 promoter activity. (a)
Luciferase activity was measured 48 h after cotransfection of 0.6 𝜇g
of the eukaryotic expression plasmid containing each gene of the
HBVgenome (pCMV-S, pCMV-E, pCMV-C, pCMV-X, andpCMV-
P) and 0.2 𝜇g of the CtBP2 gene promoter pGL3-CtBP2 into HepG2
cells using pCMV-tag2B as the blank control. Each experiment was
repeated three times. (b) Different doses of pCMV-X (0 𝜇g, 0.2 𝜇g,
0.4 𝜇g, 0.6 𝜇g, and 0.8 𝜇g) and pGL3-CtBP2 were cotransfected into
HepG2 cells, and the luciferase activity was detected after 48 h. ∗p <
0.05.

the X gene were 196.35 ± 24.22 RUL/𝜇g protein, 385.68
± 28.47 RUL/𝜇g protein, 655.15 ± 39.34 RUL/𝜇g protein,
11143.48 ± 63.18 RUL/𝜇g protein, and 1365.79 ± 69.42 RUL/𝜇g
protein for the doses of 0 𝜇g, 0.2 𝜇g, 0.4 𝜇g, 0.6 𝜇g, and
0.8 𝜇g, respectively, demonstrating that the CtBP2 promoter
activity increased with the increase in X protein expression
(Figure 3(b)). Thus, the HBV X gene can specifically activate
the CtBP2 gene promoter.

3.4. CtBP2 mRNA and Protein Expression Were Upregulated
by the HBV X Gene. To investigate the effect of the HBV X
gene onCtBP2 expression at the transcription and translation
levels, different doses of the X gene eukaryotic expression
plasmid pCMV-X (0 𝜇g, 0.5 𝜇g, 1 𝜇g, and 2 𝜇g) were
transfected into HepG2 cells for 48 h, and CtBP2 mRNA
and protein expression were detected by qPCR and western
blotting. The CtBP2 mRNA and protein expression levels
increased in a dose-dependent manner with the increase in
the X gene concentration (Figures 4(a) and 4(b)), which was
consistent with the luciferase activity assay results. Further-
more, positive correlation between HBx and CtBP2 expres-
sion was found in HCC tissues using the Pearson correlation

pCMV-tag-HBx
0g 0.5g 1g 2g

Ct
BP

2/
G

A
PD

H
Fo

ld
 (m

RN
A

)

1

0.5

2

1.5

2.5

0

(a)

pCMV-tag-HBx
0g 0.5g 1g 2g

CtBP2

-actin

HBx

(b)

Ct
BP

2
(R

el
at

iv
e e

xp
re

ss
io

n)

(Relative expression)
HBx

1.6

1.4

1.2

0.8

1.0

0.6

0.4

0.2

0.05 0.150.10 0.250.20 0.350.30 0.450.40

r2=0.853
p<0.05

(c)

Figure 4: Effect of the HBV X gene on CtBP2 mRNA and protein
expression. (a) CtBP2 mRNA expression was detected by RT-qPCR
48 h after transfection of different doses of the X gene eukaryotic
expression plasmid pCMV-X (0 𝜇g, 0.5 𝜇g, 1 𝜇g, and 2 𝜇g) into
HepG2 cells. (b) CtBP2 protein expression was detected by western
blotting 48 h after transfection of different doses of the X gene
eukaryotic expression plasmid pCMV-X (0 𝜇g, 0.5 𝜇g, 1 𝜇g, and
2 𝜇g) into HepG2 cells. (c) Correlation between HBx and CtBP2
expression in HBV-related HCC tissues.

analysis (Figure 4(c)). Thus, the HBV X gene upregulated
CtBP2 expression at the transcription and translation levels.

4. Discussion

Recently, protein differential screening, protein microarray,
and protein mass spectrometry technologies have been
widely applied, and an increasing number ofHBVpathogenic
factors have been discovered. To further explore the patho-
genesis and carcinogenesis of HBV, in our previous study
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we used gene microarray technology to screen differentially
expressed genes in HepG2 and HepG2.2.15 cells as well as
HBV-related HCC tissues and paracancerous tissues and
found that CtBP2 was highly expressed in the HepG2.2.15
cells and HCC tissues (data not shown). Because certain
false positives are present inmicroarray screening results, the
results were verified using RT-PCR and western blotting.The
results showed that theCtBP2 expression levelswere higher in
the three pairs of HCC tissues than in the paracancerous tis-
sues and that CtBP2 expression was higher in the HepG2.2.15
cells than in the HepG2 cells, which was consistent with the
gene microarray screening results. Then, the HBV infectious
clone pHBV1.3 was transfected into HepG2 cells; the results
showed that HBV upregulated CtBP2 mRNA and protein
expression in the HepG2 cells.

To explore the regulatory mechanism underlying the
effect of HBV on CtBP2, the CtBP2 gene promoter was
cloned into the pGL3-basic vector containing a luciferase
reporter gene, and regulation of the CtBP2 promoter by
HBV was detected using the luciferase reporter gene system.
All genes in the HBV genome were cotransfected with the
CtBP2 gene promoter into HepG2 cells. By measuring the
luciferase activity, we found that theHBVXgene activated the
CtBP2 gene promoter and that this activation effect was dose-
dependent, indicating that CtBP2 expressionwas upregulated
by the X gene at the promoter level. Furthermore, CtBP2
mRNA and protein expression were detected by RT-qPCR
and western blotting. The results showed that the HBV X
gene upregulated CtBP2 mRNA and protein expression in
a dose-dependent manner, indicating that HBV activated
CtBP2 expression via the X gene.

HBV can regulate the abnormal expression of many
cellular proteins in an HBV-infected organism, and these
proteins are involved in tumorigenesis [11–16].The HBx gene
has the smallest open reading frame in the HBV genome.
As a transactivating factor, HBx can bind to a variety of
factors related to transcription and gene regulation and
widely activate the promoters of the virus and cells.Thus,HBx
is involved in regulation of host gene expression [17–21].

The results of the study showed that CtBP2 played
an important role in the development and progression of
tumors. For example, in colorectal cancer, the interaction
of CtBP2 with TCF-4 can activate its transcription activity,
leading to activation of the downstream target gene𝛽-catenin
and resulting in cell migration [22]. Overexpression of CtBP2
in lung cancer cells can induce the dephosphorylation of its
target gene PTEN and enhance the cell proliferation ability
[22, 23]. Moreover, CtBP2 can also be used as an independent
prognosticmarker after hepatectomy [24]. HBV is well recog-
nized as one of themost important causes of HCC, which can
lead to the occurrence of liver cancer [25, 26].Therefore,HBV
may upregulate CtBP2 expression via its HBx gene and thus
promote the occurrence and development of HCC.

5. Conclusions

This study investigated the regulation of CtBP2 expression by
HBV and explored its regulatorymechanism at themolecular

level. These results laid a foundation for elucidating the
pathogenesis and carcinogenesis of HBV. However, further
investigation is needed to identify the specific signaling
pathways involved in the regulation of CtBP2 expression by
HBx and the role of CtBP2 in HCC.

Data Availability

The dataset supporting the conclusions of this article is
included within the article.

Conflicts of Interest

The authors have no conflicts of interest to declare.

Authors’ Contributions

Xinghui Liu and Chengliang Zhu contributed equally to this
work.

Acknowledgments

The present study was supported by the Special Grant for
Scientific and Technological Development Conducted by
The Central Government of China in 2016: Quality Test
and Operation with Anesthesia Center of Experimental
Animal of Hubei Province (Grant no. 2060403), the Pudong
New Area Science and Technology Development Fund
(Grant no. PKJ2016-Y56), theDisciplineGroupConstruction
Project of Pudong Health Bureau of Shanghai (Grant no.
PWZxq2017-15), the Key Specialty Construction Project of
Shanghai Municipal Health Bureau (Grant no. ZK2015B16),
the National Science Foundation of China (no. 81672079),
the Open Research Program of the State Key Laboratory of
Virology of China (no. 2016KF003), and the Research Fund
for Independent Innovation of Departments of Huazhong
University of Science and Technology (no. 2016YXMS174).

References

[1] C. Bosetti, F. Turati, and C. La Vecchia, “Hepatocellular
carcinoma epidemiology,” Best Practice & Research Clinical
Gastroenterology, vol. 28, no. 5, pp. 753–770, 2014.

[2] S. Locarnini, A. Hatzakis, D.-S. Chen, and A. Lok, “Strategies
to control hepatitis B: Public policy, epidemiology, vaccine and
drugs,” Journal of Hepatology, vol. 62, no. 1, pp. S76–S86, 2015.

[3] J. J. Ott, J. Horn, G. Krause, and R. T. Mikolajczyk, “Time
trends of chronic HBV infection over prior decades – A global
analysis,” Journal of Hepatology, vol. 66, no. 1, pp. 48–54, 2017.

[4] M. Motavaf, S. Safari, M. Saffari Jourshari, and S. M. Alavian,
“Hepatitis B virus-induced hepatocellular carcinoma: The role
of the virus x protein,” Acta Virologica, vol. 57, no. 4, pp. 389–
396, 2013.

[5] C. Xu, W. Zhou, Y. Wang, and L. Qiao, “Hepatitis B virus-
induced hepatocellular carcinoma,” Cancer Letters, vol. 345, no.
2, pp. 216–222, 2014.



6 BioMed Research International

[6] N. Katsanis and E. M. C. Fisher, “A novel C-terminal bind-
ing protein (CTBP2) is closely related to CTBP1, an aden-
ovirus E1A-binding protein, and maps to human chromosome
21q21.3,” Genomics, vol. 47, no. 2, pp. 294–299, 1998.

[7] Y.-W. Chen, S. Paliwal, K. Draheim, S. R. Grossman, and B. C.
Lewis, “p19Arf inhibits the invasion of hepatocellular carcinoma
cells by binding to c-terminal binding protein,”Cancer Research,
vol. 68, no. 2, pp. 476–482, 2008.

[8] T. X. Cui, I. Kryczek, L. Zhao et al., “Myeloid-derived sup-
pressor cells enhance stemness of cancer cells by inducing
microRNA101 and suppressing the corepressor CTBP2,” Immu-
nity, vol. 39, no. 3, pp. 611–621, 2013.

[9] K.-I. Takayama, T. Suzuki, T. Fujimura et al., “CtBP2 modulates
the androgen receptor to promote prostate cancer progression,”
Cancer Research, vol. 74, no. 22, pp. 6542–6553, 2014.

[10] C. Zhang, C. Gao, Y. Xu, and Z. Zhang, “CtBP2 could promote
prostate cancer cell proliferation through c-Myc signaling,”
Gene, vol. 546, no. 1, pp. 73–79, 2014.

[11] C.-L. Zhu, D.-Z. Cheng, F. Liu et al., “Hepatitis B virus upreg-
ulates the expression of kinesin family member 4A,”Molecular
Medicine Reports, vol. 12, no. 3, pp. 3503–3507, 2015.

[12] R. Zhang, Y. Cao, L. Bai et al., “The collagen triple helix repeat
containing 1 facilitates hepatitis B virus-associated hepatocellu-
lar carcinomaprogression by regulatingmultiple cellular factors
and signal cascades,” Molecular Carcinogenesis, vol. 54, no. 12,
pp. 1554–1566, 2015.

[13] X. Chen, L. Zhang, T. Zhang et al., “Methylation-mediated
repression of microRNA 129-2 enhances oncogenic SOX4
expression in HCC,” Liver International, vol. 33, no. 3, pp. 476–
486, 2013.

[14] Y. Li, J. Chen, C. Wu, L. Wang, M. Lu, and X. Chen, “Hepatitis
B virus/hepatitis C virus upregulate angiopoietin-2 expression
throughmitogen-activated protein kinase pathway,”Hepatology
Research, vol. 40, no. 10, pp. 1022–1033, 2010.

[15] D.-Y. Wang, L.-P. Zou, X.-J. Liu, H.-G. Zhu, and R. Zhu,
“Hepatitis B virus X protein induces the histone H3 lysine 9
trimethylation on the promoter of p16 gene in hepatocarcino-
genesis,” Experimental and Molecular Pathology, vol. 99, no. 3,
pp. 399–408, 2015.

[16] C. Zhu, H. Song, B. Shen, L. Wu, F. Liu, and X. Liu, “Promoting
effect of hepatitis B virus on the expressoin of phospholipase A2
group IIA,” Lipids in Health and Disease, vol. 16, no. 1, pp. 1–7,
2017.

[17] H. Fan, X. Yan, Y. Zhang et al., “Increased Expression ofGp96 by
HBx-Induced NF-𝜅B Activation Feedback Enhances Hepatitis
B Virus Production,” PLoS ONE, vol. 8, no. 6, p. e65588, 2013.

[18] G. Feng, J. Li, M. Zheng et al., “Hepatitis B virus X pro-
tein up-regulates C4b-binding protein 𝛽 through activating
transcription factor Sp1 in protection of hepatoma cells from
complement attack,”Oncotarget , vol. 7, no. 19, pp. 28013–28026,
2016.

[19] X.-Y. Shi, Y.-Y. Zhang, X.-W. Zhou, J.-S. Lu, Z.-K. Guo, and P.-
T. Huang, “Hepatitis B virus X protein regulates the mEZH2
promoter via the E2F1-binding site in AML12 cells,” Chinese
Journal of Cancer, vol. 30, no. 4, pp. 273–279, 2011.

[20] S. Tang, W. Hu, J. Hu et al., “Hepatitis B virus X protein
promotes P3 transcript expression of the insulin-like growth
factor 2 gene via inducing hypomethylation of P3 promoter in
hepatocellular carcinoma,” Liver International, vol. 35, no. 2, pp.
608–619, 2015.

[21] P. C. van Breugel, E. I. Robert, H. Mueller et al., “Hepatitis
B virus X protein stimulates gene expression selectively from

extrachromosomal DNA templates,” Hepatology, vol. 56, no. 6,
pp. 2116–2124, 2012.

[22] J. Patel, S. Baranwal, I. M. Love, N. J. Patel, S. R. Grossman, and
B. B. Patel, “Inhibition of C-terminal binding protein attenuates
transcription factor 4 signaling to selectively target colon cancer
stem cells,” Cell Cycle, vol. 13, no. 22, pp. 3506–3518, 2014.

[23] S. Paliwal, R. C. Kovi, B. Nath, Y.-W. Chen, B. C. Lewis, and S.
R. Grossman, “The alternative reading frame tumor suppressor
antagonizes hypoxia-induced cancer cell migration via inter-
action with the COOH-terminal binding protein corepressor,”
Cancer Research, vol. 67, no. 19, pp. 9322–9329, 2007.

[24] X. Zheng, T. Song, C. Dou, Y. Jia, and Q. Liu, “CtBP2
is an independent prognostic marker that promotes GLI1
induced epithelial-mesenchymal transition in hepatocellular
carcinoma,” Oncotarget , vol. 6, no. 6, pp. 3752–3769, 2015.

[25] T. Pollicino and C. Saitta, “Occult hepatitis B virus and hepato-
cellular carcinoma,” World Journal of Gastroenterology, vol. 20,
no. 20, pp. 5951–5961, 2014.

[26] C. Seeger and W. S. Mason, “Molecular biology of hepatitis B
virus infection,” Virology, vol. 479-480, pp. 672–686, 2015.


