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ABSTRACT
Background/Aims: Identifying novel therapeutic targets for hepatitis B virus (HBV)-induced hepatocellular carcinoma (HCC) has 
become a key goal in liver cancer research. Even though long non-coding RNAs (lncRNAs) do not code proteins, they could regulate 
the expression of functional genes and thus mediate disease development. The aim of this study was to estimate the role of lncRNA 
POLR2J4 (POLR2J4) in the progression of hepatitis B virus-related hepatocellular carcinoma (HBV–HCC) to pinpoint a potential 
biomarker.
Materials and Methods: This study included 109 patients diagnosed with HBV-positive HCC, from whom tissue samples were collected. 
The expression level of POLR2J4 was evaluated by qPCR. The significance of POLR2J4 in HBV–HCC development and prognosis was 
estimated by Chi-square, Kaplan-Meier, and Cox analysis. In vitro, POLR2J4 was regulated in HBV–HCC cells, and its effect on cell 
growth and metastasis was assessed by CCK8 and Transwell assay. The interaction between POLR2J4 and miR-214-3p was evaluated 
through the luciferase reporter and RNA immunoprecipitation assays.
Results: In tumor tissues of HBV–HCC patients, there was an observed increase in the expression of POLR2J4. The increase was closely 
related with patients’ presence of cirrhosis and vascular invasion, higher AFP, and advanced Edmondson grade and TNM stage. An 
upregulation of POLR2J4 predicted a poor prognosis for HBV–HCC patients and served as an independent indicator. In HBV-related HCC 
cells, silencing POLR2J4 suppressed cell proliferation, migration, and invasion. Furthermore, POLR2J4 negatively regulated miR-214-3p 
reversing the inhibition of cellular processes.
Conclusion: POLR2J4 acted as a prognostic biomarker and a tumor promoter of HBV–HCC by modulating miR-214-3p.
Keywords: Hepatitis B virus, hepatocellular carcinoma, lncRNAs, POLR2J4, miR-214-3p, ceRNA, prognosis, development

INTRODUCTION
Hepatocellular carcinoma (HCC), a major histological type 
of liver cancer, leads to global cancer-related incidence 
and deaths. Risk factors include chronic infection by hep-
atitis B virus (HBV) or hepatitis C virus (HCV), consump-
tion of aflatoxins and nitrosamides, sustained intake of 
alcohol, non-alcoholic fatty liver disease, and steatohepa-
titis. These could induce cirrhosis, which could further 
develop into HCC.1-4 Despite the increasing commonal-
ity of hepatitis B vaccination, HBV infection still accounts 
for a significant portion of global liver cancer deaths.1 The 
prognosis for HCC patients varies greatly depending on 
the diagnosed stages. However, due to the insidious onset 

of HCC, the diagnosis of patients is mostly late. Current 
diagnostic and monitoring methods for HCC require sup-
plemental indicators.5,6 The lack of sensitive and effective 
biomarkers, as well as concerns about malignant develop-
ment, recurrence, and metastasis, complicate the clinical 
management of HCC, particularly for HBV-induced HCC.

In early research, protein-coding genes were considered 
the primary regulators of most biological processes.7 
However, protein-coding sections of the genome consti-
tute less than 2% of the total genome. This has led to 
growing interest in non-coding RNAs, including long non-
coding RNAs (lncRNAs), miRNAs, and circRNAs. Long 
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non-coding RNAs, in particular, have been recognized for 
their significant regulatory effect in human disease, influ-
encing disease development and predicting patients’ out-
comes.8,9 Recent studies identified potential biomarker 
lncRNAs in several human cancers, such as lncRNA 
HOTAIR in colorectal cancer, HOXA-AS3 in cervical can-
cer, and GAS8-AS1 in pancreatic cancer.10-12 In terms of 
HCC, several studies have established lncRNA signatures 
correlated with HCC development. Gu et al constructed 
a recurrence-free survival-related lncRNA signature for 
HBV-induced HCC, which consisted of 6 lncRNAs. Among 
these, lncRNA POLR2J4 showed great significance in the 
prognosis of hepatitis B virus-related hepatocellular car-
cinoma (HBV–HCC).13 Additionally, POLR2J4 was part of 
a 4-lncRNA signature linked to the overall survival of cir-
rhotic HCC and associated with severity-related features 
of patients.14 This suggests that POLR2J4 could serve as a 
potential biomarker for HBV-induced HCC. However, the 
specific function of POLR2J4 in HBV–HCC is not yet fully 
understood, and its status as a biomarker remains to be 
confirmed. This study thus aims to explore the expres-
sion and significance of POLR2J4 in HBV-induced HCC 
patients by analyzing clinical samples and data, with 
the goal of identifying a potential biomarker for HBV-
induced HCC.

In mechanism, lncRNAs always sponge downstream miR-
NAs to display their function. Using an online database, 
miR-214-3p was predicted as a ceRNA of POLR2J4. 
miR-214-3p has been implicated in regulating cellular 
processes of HCC and is associated with patients’ prog-
nosis.15 Additionally, miR-214-3p has been reported to 
mediate the enhancing effect of several lncRNAs, includ-
ing LINC00665, HCG18, and HOXA11-AS on the devel-
opment of HCC.16-20 With the employment of online 
databases, the target relationship between POLR2J4 and 
miR-214-3p was revealed with several binding sites. As 
such, miR-214-3p was hypothesized to be involved in 
the potential function of POLR2J4 in HBV-induced HCC. 
The biological effect and the potential molecular mecha-
nism of POLR2J4 were assessed in HBV–HCC cells with 

the aim of uncovering the regulatory mechanism behind 
POLR2J4. This could potentially provide a target for the 
therapy of HBV-induced HCC.

MATERIALS AND METHODS
Study Subjects
One hundred and nine patients were included from 
January 2014 to December 2016 based on the follow-
ing criteria: (1) patients meet the diagnostic criteria of 
HCC and chronic hepatitis B; (2) the HBV surface anti-
gen (HBsAg) and/or HBV DNA was positive for more 
than 6 months; and (3) patients with completed clinical 
records. Patients with one of the following situations were 
excluded: (1) patients diagnosed with cholangiocarci-
noma, metastases, or other malignancies; (2) complicated 
with major diseases, such as serious heart, lung, brain, 
and other important organ dysfunction; and (3) patients 
infected with HIV, HAV, HDV, HEV, HCV, or other viruses.

The study received approval from the Ethics Committee 
of The First People’s Hospital of Neijiang (approval no: 
2013-055; date: September 2013), and written informed 
consent was obtained from all participants. The clinical 
and laboratory information is summarized in Table 1.

Sample Collection and Follow-Up Survey
Tissue samples were collected in pairs and confirmed by 
at least 2 pathologists, stored at −80°C.

Patients were followed up for a period ranging from 3 
to 60 months to track their recovery and progression. 
The recurrence, metastasis, and deaths related to HBV-
induced HCC were considered the endpoints. Kaplan–
Meier and Cox regression analyses were employed to 
evaluate the follow-up data.

Cell Culture
HBV-related HCC cell lines (Hep3B2.1-7, HCCLM3, 
FOCUS, and MHCC97H, ATCC, USA) and a normal liver 
cell line (THLE-2, ATCC, USA) were maintained in the 
10% FBS-containing DMEM culture medium. Cell cul-
tures were kept at 37°C until the cell fusion reached 
80-90%.

Cell Transfection
Cultured cells were transfected with POLR2J4 siRNA (si-
POLR2J4) or a negative control (NC) provided by Shanghai 
GenePharma Co. Ltd. For the co-regulation of POLR2J4 
and miR-214-3p, co-transfection of si-POLR2J4 and 

Main Points
• Increasing POLR2J4 is closely associated with the malig-

nancy of HBV–HCC.
• Increasing POLR2J4 indicates an adverse prognosis and 

high risk of HBV–HCC.
• POLR2J4 suppressed tumor progression by negatively 

modulating miR-214-3p.
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miR-214-3p inhibitor or inhibitor NC was conducted. Cell 
transfection was carried out using Lipofectamine 2000 
(Invitrogen, Carlsbab, CA, USA) and was estimated by the 
expression in the cells.

Real-time Quantitative Polymerase Chain Reaction
Total RNA was isolated using the TransZol Up Plus RNA 
Kit (Transgen, Beijing, China) and evaluated by the value 
of A260/A280 (the ratio ranging from 1.8 to 2.2 indicated 
high quality). cDNA was generated from total RNA with 
the RevertAid First Strand cDNA Synthesis Kit (Thermo 
Scientific, Waltham, MA, USA). Then, cDNA was amplified 
with SYBR Green Mix on the CFX96 PCR System (Bio-
Rad, California, CA, USA). The thermal cycles were 95°C 

for 3 minutes, 40 cycles at 95°C for 12 seconds, and 62°C 
for 40 seconds. The relative expression was calculated 
with the 2−ΔΔCt method. GAPDH and U6 were used as the 
internal standards for POLR2J4 and miR-214-3p, respec-
tively. The primer sequences were: POL2J4 Forward: 5’-AA 
CATCA GGGGA GTTGG GAG-3 ’, Reverse: 5’-CT TGCAC 
TTTGG GCTTA GCA-3 ’; GAPDH Forward: 5’-TA TGATG 
ATATC AAGAG GGTAG T-3’;  Reverse: 5’-TG TATCC AAACT 
CATTG TCATA C-3’;  miR-214-3p Forward: 5’-GC GACAG 
CAGGC ACAGA CA-3’ ; Reverse: 5’-AG TGCAG GGTCC 
GAGGT ATT-3 ’; U6 Forward: 5’-CT CGCTT CGGCA GCACA 
-3’; Reverse: 5’-AA CGCTT CACGA AATTT GCGT- 3’.

CCK8 Cell Proliferation Assay
Cells were configured into the cell suspension and seeded 
into the 96-well plates (104 cells/well) with 6 repeated 
wells per treatment. The CCK8 reagent (10 μL/well) was 
added at certain time points. The incubation was termi-
nated after incubating for 4 hours with CCK8. OD450 
was detected to assess cell proliferation.

Transwell Migration and Invasion Assay
Cells (5 × 104 cells per well) were seeded into the upper 
chamber of 24-well Transwell plates maintained with 
FBS-free culture medium. The lower chamber was filled 
with complete culture medium. After incubating at 37°C 
for 1 day, cells on the subsurface of the upper chamber 
were fixed and viewed under an inverted microscope with 
a magnification of 200×.

Luciferase Reporter Assay
The binding sites between POLR2J4 and miR-214-3p 
were predicted using the online database (shown in 
Figure 3) for the establishment of wild-type and mutant-
type POLR2J4 vectors with the pGL3 plasmids (Madison, 
CA, Promega, USA). Co-transfection of established vec-
tors and miR-214-3p mimic or inhibitors was performed. 
The DualGlo luciferase assay system (Promega, Madison, 
Wisconsin, USA) was employed to analyze POLR2J4 lucif-
erase activity with Renilla as an internal reference.

Statistical Analysis
All data were presented as mean ± SD and analyzed with 
SPSS version 26.0 (IBM SPSS Corp.; Armonk, NY, USA) and 
GraphPad Prism 9.0 software (GraphPad, Boston, MA, USA). 
The cell experiments were performed in triplicate biological 
repeats with 3 independent analyses of each. The differ-
ence comparison was estimated by the Student’s t-test or 
1-way ANOVA (P < .05). The correlation of POLR2J4 with 
patients’ features was estimated with the Chi-square test.

Table 1. Association of POLR2J4 with Patients’ Clinical Features

  
Cases 

(n = 109)

POLR2J4 Expression

P
Low 

(n = 49)
High 

(n = 60)

Age (years)    .750

 ≤55 53 23 30  

 >55 56 26 30  

Sex    .658

 Male 67 29 38  

 Female 42 20 22  

Tumor size (cm)    .151

 ≤5 54 28 26  

 >5 55 21 34  

Cirrhosis    .029

 Present 72 27 45  

 Absent 37 22 15  

AFP (μg/L)    <.001

 ≤20 46 31 15  

 >20 63 18 45  

Edmondson grade    .034

 I-II 73 38 35  

 III-IV 36 11 25  

TNM stage    .031

 I-II 68 36 32  

 III 41 13 28  

Vascular invasion    .022

 Present 37 11 26  

 Absent 72 38 34  
AFP, alpha fetoprotein.
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RESULTS
POLR2J4 was Upregulated in Hepatitis B Virus-Related 
Hepatocellular Carcinoma
In the tissue samples, POLR2J4 was significantly upregu-
lated in the tumor tissues (P < .001, Figure 1A). Similarly, 
in the HBV–HCC cells, elevated levels of POLR2J4 were 
observed relative to the THLE-2 cell (a normal cell line) 
and Hep-G2 (a non-HBV cell) (Figure 1B).

POLR2J4 could Predict Disease Development and 
Patients’ Outcomes
Study subjects were grouped based on the average 
POLR2J4 level in their tumor tissues. The low-POLR2J4 
group comprised 49 patients with POLR2J4 expression 
less than 1.75 (mean tissue POLR2J4 level). Meanwhile, 

the high-POLR2J4 group included 60 patients with 
POLR2J4 expression over 1.75. A higher POLR2J4 level 
was closely associated with the presence of cirrhosis (P = 
.029), higher AFP (P < .001), advanced Edmondson grade 
(P = .034), TNM stage (P = .031), and the presence of vas-
cular invasion (P = .022) in HBV–HCC patients (Table 1).

Patients with higher POLR2J4 levels had a lower over-
all survival rate than those in the low-POLR2J4 group 
(log-rank P = .016, Figure 2A). Moreover, POLR2J4 (HR 
= 3.857) was identified as an independent adverse fac-
tor together with AFP (HR = 3.360), TNM stage (HR = 
3.132), and vascular invasion (HR = 0.314, Figure 2B). The 
risk score model indicated that survival decreased as the 
risk score increased, which was positively correlated with 
POLR2J4 levels (Figure 2C).

Figure 1. POLR2J4 was upregulated in HBV–HCC tissues (A) and cells (B) compared with corresponding normal tissues and cells. ****P < .0001.

Figure 2. Correlation of POLR2J4 with HBV–HCC patients’ outcomes. (A) Patients with high POLR2J4 expression showed a shorter survival 
period compared to patients with low POLR2J4. (B) POLR2J4 was identified as an independent prognostic factor together with AFP, TNM, 
and vascular invasion. (C) Risk score increased with the increasing expression of POLR2J4.
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POLR2J4 Regulated the Biological Functions of 
Hepatitis B Virus-Related Hepatocellular Carcinoma 
Cells via Modulating miR-214-3p
miR-214-3p, predicted to bind with POLR2J4, showed 
significant downregulation in HBV–HCC tumor tis-
sues (Figure 3A) and cells (Figure 3B) compared to nor-
mal tissues, cells, and non-HBV cells (P < .001). There 
was a significant negative correlation between the 
expression of miR-214-3p and POLR2J4 (r = −0.880, 
Figure 3C). Hep3B2.1-7 and HCCLM3 cells showed 
relatively high sensitivity to the abnormal expression of 
both POLR2J4 and miR-214-3p; therefore, the follow-
ing cell experiments were performed with these 2 cell 
lines. Luciferase reporter assays indicated the negative 
regulation of POLR2J4 luciferase activity by miR-214-3p 
in both Hep3B2.1-7 and HCCLM3 cells (Figure 3D) cells 
(P < .001).

Transfection of si-POLR2J4 suppressed POLR2J4, and 
its co-transfection with miR-214-3p inhibitor showed 
no significant effect (Figure 4A). Notably, si-POLR2J4 
enhanced miR-214-3p, which was reversed by the 
miR-214-3p inhibitor (Figure 4B). The knockdown of 
POLR2J4 dramatically suppressed both the proliferation 
(Figure 4C) and motility (Figure 4D) of HBV–HCC cells (P 
< .01). However, the recovery of miR-214-3p could allevi-
ate this inhibition (P < .01).

DISCUSSION
The incidence and mortality rates of HBV–HCC, par-
ticularly HBV-induced HCC, remain high. This poses a 
significant financial burden on society and families.1,21 
Previously, abnormally expressed lncRNAs have been 
shown to signal the onset and development of malig-
nant tumors, potentially improving therapeutic efficacy 

Figure 3. miR-214-3p was downregulated in HBV-HCC tissues (A) and cells (B) and showed a significantly negative correlation with tissue 
expression of POLR2J4 (C). (D) miR-214-3p negatively regulated the luciferase activity of POLR2J4 with several binding sites predicted from 
the online database. ***P < .001, ****P < .0001.
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and patients’ outcomes.22 Although there is limited data 
on the specific function and importance of POLR2J4, 
several lncRNA signatures have highlighted its signifi-
cance in predicting patients’ prognosis, especially in HCC. 
POLR2J4, along with the other dysregulated lncRNAs, 
could predict the overall survival and recurrence-free sur-
vival in HCC patients.13,14,23 An upregulation of POLR2J4 
has been observed in both HBV–HCC tissues and cells. 
Increased POLR2J4 showed a significant relationship 
with the severity of patients’ conditions, such as the pres-
ence of cirrhosis and vascular invasion, increased AFP, 
advanced Edmondson grade, and TNM stage. Therefore, 
POLR2J4 was speculated to be involved in the develop-
ment of HBV–HCC.

Following the grouping criteria of patients, the overall 
survival of HBV–HCC patients was compared and associ-
ated with POLR2J4. High POLR2J4 levels predict worse 
outcomes and indicate increasing risk for HBV–HCC 
patients. POLR2J4 was also identified as an independent 
prognostic factor alongside traditional indicators, such 
as AFP, TNM, and vascular invasion, which are consis-
tent with previous reports.13,14,23 The Edmondson grade is 
also a basic pathological classification criterion to assess 
patients’ conditions and disease severity.24-26 However, 
the prognostic value of the Edmondson grade was insig-
nificant in the present study, which might result from the 

relatively small sample size. Therefore, further studies with 
larger sample sizes are of great necessity. Additionally, 
the present study focused on comparing the expression 
of POLR2J4 in tumor lesions and adjacent normal tissues. 
A significant difference was also observed in the expres-
sion of POLR2J4 between HBV–HCC cells and non-HBV 
HCC cells, implying specificity in HBV–HCC. Including a 
group of control individuals with other etiologies of HCC 
or liver diseases would help interpret the significance of 
POLR2J4 more deeply.

Previously, it was shown that Homo sapiens of POLR2J4, 
circ_007993 acts as a tumor promoter in colorectal can-
cer by promoting cell proliferation via the miR-203a-3p/
CREB1 axis.27 Significant upregulation of POLR2J4 was 
also observed in HBV–HCC cells. Silencing POLR2J4 was 
found to suppress cell growth, migration, and invasion, 
suggesting that POLR2J4 could serve as a tumor pro-
moter in the progression of HBV–HCC. LncRNAs could 
regulate a series of functional genes to mediate the 
progression of HBV-induced HCC. POLR2J4 and miR-
214-3p were predicted to bind with each other, and a sig-
nificant negative correlation was observed between the 
expression of POLR2J4 and miR-214-3p in HBV-induced 
HCC tumor tissues. The dysregulation of miR-214-3p has 
been widely reported in human cancers and has also been 
considered a critical tumor regulator. For example, the 

Figure 4. Effect of POLR2J4/miR-214-3p on the cellular processes of HBV–HCC. (A-B) miR-214-3p was enhanced by the knockdown of 
POLR2J4 but showed insignificant effect on POLR2J4. (C-D) Silencing POLR2J4 suppressed the proliferation (C) and motility ability (D) of 
HBV–HCC cells, which was attenuated by the suppression of miR-214-3p. **P < .01, ***P < .001 relative to the control; ##P < .01, ###P < .001 
relative to the si-POLR2J4 group.
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downregulation of miR-214-3p in retinoblastoma medi-
ates tumor progression and regulates the drug resistance 
of tumor cells.28 In HCC, miR-214-3p was suggested to 
suppress cell proliferation and cycle and showed a sig-
nificant correlation with clinical prognosis.15 Moreover, 
miR-214-3p could mediate the induced effect of ket-
amine on ferroptosis of HCC and has been disclosed to 
mediate the function of lncRNA LINC00665, BACE-AS, 
HOXA11-AS, and several other lncRNAs in HCC develop-
ment.16-20,29 Herein, miR-214-3p was negatively regulated 
by POLR2J4. In addition, although miR-214-3p could 
not regulate the expression of POLR2J4, it significantly 
reversed the inhibition of HBV–HCC cell growth and 
metastasis by POLR2J4 knockdown.

The function of lncRNAs may vary based on their sub-
cellular localization, which could provide insight into 
the regulatory mechanisms governing their functions. 
If located in the nucleus, lncRNAs could regulate the 
expression of nuclear factors at the transcript level. 
Conversely, cytoplasmic localization suggests lncRNAs 
might have post-transcriptional regulatory effects.30-32 
Therefore, the subcellular location of POLR2J4 requires 
further validation to clarify the molecular mechanism 
and provide direction for future investigations. POLR2J4 
was selected based on previous studies focused on 
expression profiles in HCC, which is a commonly used 
and effective means for screening candidate biomarkers. 
Hence, this research and the investigative methods can 
be referred in future studies to explore more biomark-
ers for HCC, benefiting its clinical management. On the 
other hand, in vivo validation is necessary for further 
investigations, which could improve the persuasiveness 
of the findings and provide more evidence of reference 
values for clinical practice.

In conclusion, upregulated POLR2J4 in HBV–HCC could 
predict the malignant progression and unfavorable prog-
nosis in patients. The knockdown of POLR2J4 hindered 
HBV–HCC cell growth and motility, an effect which was 
mitigated by miR-214-3p. Thus, POLR2J4 could act as 
both a prognostic biomarker and a tumor promoter by 
regulating miR-214-3p.

Availability of Data and Materials: All data generated or analyzed 
during this study are included in this article. Further inquiries can be 
directed to the corresponding author.

Ethics Committee Approval: The study was approved by the Ethics 
Committee of The First People’s Hospital of Neijiang (approval no: 
2013-055; date: September 2013).

Informed Consent: Written informed consent was obtained from 
the patients who agreed to take part in the study.

Peer-review: Externally peer reviewed.

Author Contributions: Concept – Y.J., X.C., X.L., J.H., P.L.; Supervision 
– J.H., P.L.; Resources – Y.J., X.L.; Materials – Y.J., X.C., J.H., P.L.; Data 
Collection and/or Processing – Y.J., X.C., X.L.; Analysis and/or 
Interpretation – Y.J., X.C., X.L.; Writing Manuscript – Y.J., X.C., X.L., J.H., 
P.L.; Critical Review – Y.J., X.C., J.H., P.L.

Declaration of Interests: The authors have no conflicts of interest 
to declare.

Funding: This study received no funding.

REFERENCES
1. Jiang Y, Han Q, Zhao H, Zhang J. The mechanisms of HBV-induced 
hepatocellular carcinoma. J Hepatocell Carcinoma. 2021;8:435-450. 
[CrossRef]
2. Zhao P, Malik S, Xing S. Epigenetic mechanisms involved in 
HCV-induced hepatocellular carcinoma (HCC). Front Oncol. 
2021;11:677926. [CrossRef]
3. Llovet JM, Zucman-Rossi J, Pikarsky E, et al. Hepatocellular carci-
noma. Nat Rev Dis Primers. 2016;2(1):16018. [CrossRef]
4. Fattovich G, Stroffolini T, Zagni I, Donato F. Hepatocellular carci-
noma in cirrhosis: incidence and risk factors. Gastroenterology. 
2004;127(5 Suppl 1):S35-S50. [CrossRef]
5. Bruix J, Reig M, Sherman M. Evidence-based diagnosis, staging, 
and treatment of patients with hepatocellular carcinoma. Gastroen-
terology. 2016;150(4):835-853. [CrossRef]
6. Shiani A, Narayanan S, Pena L, Friedman M. The role of diagnosis and 
treatment of underlying liver disease for the prognosis of primary liver 
cancer. Cancer Control. 2017;24(3):1073274817729240. [CrossRef]
7. Ariza-Mateos A, Briones C, Perales C, Domingo E, Gómez J. The 
archaeology of coding RNA. Ann N Y Acad Sci. 2019;1447(1):119-
134. [CrossRef]
8. Beermann J, Piccoli MT, Viereck J, Thum T. Non-coding RNAs in 
development and disease: background, mechanisms, and therapeu-
tic approaches. Physiol Rev. 2016;96(4):1297-1325. [CrossRef]
9. Zhao S, Li P, Zhou G. Long noncoding RNAs in the prediction of 
survival of patients with digestive cancers. Turk J Gastroenterol. 
2023;34(1):19-25. [CrossRef]
10. Li Z, Yue G, Li M, et al. LncRNA GAS8-AS1 is a novel prognostic 
and diagnostic biomarker for pancreatic cancer. Crit Rev Eukaryot 
Gene Expr. 2022;32(4):83-92. [CrossRef]
11. Xu H, Tang Y, He C, Tian Y, Ni R. Prognostic value of lncRNA 
HOXA-AS3 in cervical cancer by targeting miR-29a-3p and its regu-
latory effect on tumor progression. J Obstet Gynaecol Res. 
2022;48(10):2594-2602. [CrossRef]
12. Xiao Z, Qu Z, Chen Z, et al. LncRNA HOTAIR is a prognostic bio-
marker for the proliferation and chemoresistance of colorectal can-
cer via MiR-203a-3p-Mediated Wnt/ss-catenin signaling pathway. 
Cell Physiol Biochem. 2018;46(3):1275-1285. [CrossRef]
13. Gu JX, Zhang X, Miao RC, et al. Six-long non-coding RNA signa-
ture predicts recurrence-free survival in hepatocellular carcinoma. 
World J Gastroenterol. 2019;25(2):220-232. [CrossRef]
14. Ma L, Deng C. Identification of a novel four-lncRNA signature as 
a prognostic indicator in cirrhotic hepatocellular carcinoma. PeerJ. 
2019;7:e7413. [CrossRef]

https://doi.org/10.2147/JHC.S307962
https://doi.org/10.3389/fonc.2021.677926
https://doi.org/10.1038/nrdp.2016.18
https://doi.org/10.1053/j.gastro.2004.09.014
https://doi.org/10.1053/j.gastro.2015.12.041
https://doi.org/10.1177/1073274817729240
https://doi.org/10.1111/nyas.14173
https://doi.org/10.1152/physrev.00041.2015
https://doi.org/10.5152/tjg.2022.22017
https://doi.org/10.1615/CritRevEukaryotGeneExpr.2022039770
https://doi.org/10.1111/jog.15360
https://doi.org/10.1159/000489110
https://doi.org/10.3748/wjg.v25.i2.220
https://doi.org/10.7717/peerj.7413


Ji et al. POLR2J4/miR-214-3p in HBV–HCC

794

Turk J Gastroenterol 2024; 35(10): 787-794

15. Li Y, Li Y, Chen Y, et al. MicroRNA-214-3p inhibits proliferation 
and cell cycle progression by targeting MELK in hepatocellular car-
cinoma and correlates cancer prognosis. Cancer Cell Int. 2017;17:102. 
[CrossRef]
16. Liu C, Shang Z, Ma Y, Ma J, Song J. HOTAI R/miR -214- 3p/FL OT1 
axis plays an essential role in the proliferation, migration, and inva-
sion of hepatocellular carcinoma. Int J Clin Exp Pathol. 
2019;12(1):50-63.
17. Tian Q, Yan X, Yang L, Liu Z, Yuan Z, Zhang Y. Long non-coding 
RNA BACE1-AS plays an oncogenic role in hepatocellular carcinoma 
cells through miR-214-3p/APLN axis. Acta Biochim Biophys Sin 
(Shanghai). 2021;53(11):1538-1546. [CrossRef]
18. Wan H, Tian Y, Zhao J, Su X. LINC00665 targets miR-214-3p/
MAPK1 axis to accelerate hepatocellular carcinoma growth and 
Warburg effect. J Oncol. 2021;2021:9046798. [CrossRef]
19. Zhan M, He K, Xiao J, et al. LncRNA HOXA11-AS promotes hepa-
tocellular carcinoma progression by repressing miR-214-3p. J Cell 
Mol Med. 2018;22(8):3758-3767. [CrossRef]
20. Zou Y, Sun Z, Sun S. LncRNA HCG18 contributes to the progres-
sion of hepatocellular carcinoma via miR-214-3p/CENPM axis. J 
Biochem. 2020;168(5):535-546. [CrossRef]
21. Xie Y. Hepatitis B virus-associated hepatocellular carcinoma. 
Adv Exp Med Biol. 2017;1018:11-21. [CrossRef]
22. Zeng Q, Cao J, Niu Y, et al. Identification of recurrence-related 
mRNAs and noncoding RNAs in hepatocellular carcinoma following 
liver transplantation. Turk J Gastroenterol. 2023;34(4):394-405. 
[CrossRef]
23. Liu X, Wang C, Yang Q, et al. AC093797.1 as a potential bio-
marker to indicate the prognosis of hepatocellular carcinoma and 
inhibits cell proliferation, invasion, and migration by reprogramming 
cell metabolism and extracellular matrix dynamics. Front Genet. 
2021;12:778742. [CrossRef]

24. Xu W, Ge P, Liao W, et al. Edmondson grade predicts survival of 
patients with primary clear cell carcinoma of liver after curative 
resection: a retrospective study with long-term follow-up. Asia Pac 
J Clin Oncol. 2017;13(5):e312-e320. [CrossRef]
25. Zhou L, Rui JA, Ye DX, Wang SB, Chen SG, Qu Q. Edmondson-
Steiner grading increases the predictive efficiency of TNM staging 
for long-term survival of patients with hepatocellular carcinoma 
after curative resection. World J Surg. 2008;32(8):1748-1756. 
[CrossRef]
26. Zhou L, Rui JA, Zhou WX, Wang SB, Chen SG, Qu Q. Edmondson-
Steiner grade: a crucial predictor of recurrence and survival in hepa-
tocellular carcinoma without microvascular invasio. Pathol Res 
Pract. 2017;213(7):824-830. [CrossRef]
27. Lu X, Yu Y, Liao F, Tan S. Homo sapiens Circular RNA 0079993 
(hsa_circ_0079993) of the POLR2J4 Gene Acts as an Oncogene in 
Colorectal Cancer Through the microRNA-203a-3p.1 and CREB1 
Axis. Med Sci Monit. 2019;25:6872-6883. [CrossRef]
28. Yang L, Zhang L, Lu L, Wang Y. miR-214-3p regulates multi-drug 
resistance and apoptosis in retinoblastoma cells by targeting ABCB1 
and XIAP. Onco Targets Ther. 2020;13:803-811. [CrossRef]
29. He GN, Bao NR, Wang S, Xi M, Zhang TH, Chen FS. Ketamine 
induces Ferroptosis of liver cancer cells by targeting lncRNA PVT1/
miR-214-3p/GPX4. Drug Des Devel Ther. 2021;15:3965-3978. 
[CrossRef]
30. Dykes IM, Emanueli C. Transcriptional and post-transcriptional 
gene regulation by long non-coding RNA. Genomics Proteomics Bio-
informatics. 2017;15(3):177-186. [CrossRef]
31. Long Y, Wang X, Youmans DT, Cech TR. How do lncRNAs regulate 
transcription? Sci Adv. 2017;3(9):eaao2110. [CrossRef]
32. Wallrath LL, Bohnekamp J, Magin TM. Cross talk between the 
cytoplasm and nucleus during development and disease. Curr Opin 
Genet Dev. 2016;37:129-136. [CrossRef]

https://doi.org/10.1186/s12935-017-0471-1
https://doi.org/10.1093/abbs/gmab134
https://doi.org/10.1155/2021/9046798
https://doi.org/10.1111/jcmm.13633
https://doi.org/10.1093/jb/mvaa073
https://doi.org/10.1007/978-981-10-5765-6_2
https://doi.org/10.5152/tjg.2023.22656
https://doi.org/10.3389/fgene.2021.778742
https://doi.org/10.1111/ajco.12494
https://doi.org/10.1007/s00268-008-9615-8
https://doi.org/10.1016/j.prp.2017.03.002
https://doi.org/10.12659/MSM.916064
https://doi.org/10.2147/OTT.S235862
https://doi.org/10.2147/DDDT.S332847
https://doi.org/10.1016/j.gpb.2016.12.005
https://doi.org/10.1126/sciadv.aao2110
https://doi.org/10.1016/j.gde.2016.03.007

