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Abstract

Background: Infection with the hepatitis B virus (HBV) is closely associated with the development of hepatocellular
carcinoma (HCC). The osmoregulatory transcription factor nuclear factor of activated T-cells 5 (NFAT5) has
been shown to play an important role in the development of many types of human cancers. The role of
NFAT5 in HBV-associated HCC has never previously been investigated.

Methods: We compared expression profiles of NFAT5, DARS2 and miR-30e-5p in HCC samples, adjacent
nontumor tissues and different hepatoma cell lines by quantitative real-time polymerase chain reaction and
/or Western blot. Clinical data of HCC patients for up to 80 months were analyzed. The regulatory
mechanisms upstream and convergent downstream pathways of NFAT5 in HBV-associated HCC were
investigated by ChIP-seq, MSP, luciferase report assay and bioinformation anaylsis.

Results: We first found that higher levels of NFAT5 expression predict a good prognosis, suggesting that
NFAT5 is a potential tumor-suppressing gene, and verified that NFAT5 promotes hepatoma cell apoptosis and
inhibits cell growth in vitro. Second, our results showed that HBV could suppress NFAT5 expression by
inducing hypermethylation of the AP1-binding site in the NFAT5 promoter in hepatoma cells. In addition, HBV
also inhibited NFAT5 through miR-30e-5p targeted MAP4K4, and miR-30e-5p in turn inhibited HBV replication.
Finally, we demonstrated that NFAT5 suppressed DARS2 by directly binding to its promoter. DARS2 was
identified as an HCC oncogene that promotes HCC cell cycle progression and inhibits HCC cell apoptosis.

Conclusion: HBV suppresses NFAT5 through the miR-30e-5p/mitogen-activated protein kinase (MAPK)
signaling pathway upstream of NFAT5 and inhibits the NFAT5 to enhance HCC tumorigenesis via the
downstream target genes of DARS2.
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Background
The development of hepatocellular carcinoma (HCC) is
closely associated with infection with the hepatitis B virus
(HBV) [1]. However, the molecular mechanisms involved
in HBV-mediated hepatocarcinogenesis remain unclear.
The current study suggests that osmotic stress plays an
important role in the development of inflammation and

tumors [2]. The liver, kidneys, gastrointestinal tract and
other tissues and organs are significantly differentially af-
fected by exposure to an environment with moderate
changes in osmotic pressure [3]. In rat livers with
hypotension, the liver cells swell and become hypotonic,
which activates mitogen-activated protein kinase (MAPK)
pathways and inhibits proteolysis [4]. However, liver cells
continue to shrink and become dehydrated while in a
hyperosmolar state, resulting in the activation of CD95
and the eventual induction of apoptosis [5]. Further
research into the relationship between osmotic stress and
apoptosis in liver cells indicated that hepatocyte apoptosis
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can be inhibited by activating the integrin/Src/p38 MAPK
signaling pathways in cells in a hypotonic state, whereas
hepatocyte apoptosis can be promoted by activating
NOX/ROS/CD95 while cells are in a hyperosmolar state
[6, 7]. The liver cells of patients with chronic hepatitis B
virus infections reside in a long-term hypertonic environ-
ment resulting from inflammatory infiltration, which leads
to the accumulation of mutations and malignant represen-
tation in liver cells. These phenomena result from the
rapid cellular regeneration induced by the environment of
sustained necrosis. Therefore, osmotic stress in liver
tissues may be associated with the occurrence and devel-
opment of HBV-associated HCC.
Nuclear factor of activated T-cells 5 (NFAT5), also

known as tonicity-responsive enhancer-binding pro-
tein (TonEBP), is a transcription factor that is crucial
for cellular responses to hypertonic stress [8]. Unlike
other members of the NFAT family (NFAT1-NFAT4),
NFAT5 is not regulated by Ca2+ and, thus, is defined
as the calcium-independent phosphatase calcineurin
[9]. Under high osmotic pressure, NFAT5 promotes
the transcription of osmotic pressure protection
genes, such as aldose reductase (AR), taurine trans-
port protein (TauT), Na+-dependent myo-inositol
cotransporter (SMIT) and heat shock protein 70
(HSP70), thereby protecting cells from injury resulting
from high osmotic pressure [10–12]. It has been suggested
that NFAT5 plays important roles in different cell types and
tissues, in an at least partly tonicity-independent manner,
during embryonic development, cell differentiation, inflam-
matory processes, and cellular stress responses [13]. Recent
studies have shown that NFAT5 is involved in the
pathogenesis of multiple cancers, including non-small cell
lung cancer, leiomyoma, breast cancer, melanoma and renal
carcinoma [14–17]. However, the role of NFAT5 in HBV-
associated HCC has never previously been investigated.
In this study, we investigated the mechanism

whereby HBV affects NFAT5 by separating the
upstream pathway and convergent downstream path-
ways of NFAT5 in hepatoma cells. Our results
showed that HBV could suppressed NFAT5 expression
by inducing hypermethylation of the AP1-binding site
in the NFAT5 promoter and inhibiting miR-30e-5p/
MAP4K4/DARS2 pathway in hepatoma cells. DARS2,
as a downstream target gene of NFAT5, promoted
HCC tumorigenesis by accelerating cell cycle progres-
sion and attenuating cell apoptosis. Our findings
provide a novel biomarker for early HCC diagnosis
and a novel therapeutic target in HCC.

Methods
Patient samples and clinical data
HCC tissues were collected in our hospital during hepa-
tectomies of HCC patients who were first diagnosed

with HCC and had not received any prior treatment.
The patients and their families agreed to donate the
HCC tissue for our research. The HCC tissues were
collected and immediately stored at −80 °C in an RNA
protective reagent. Clinical data were collected from
EMR(electronic medical record) of our department.
Detailed clinical data are listed in Table 1 and Additional
file 1: Table S1. Follow-up visits for the survival analysis
occurred for up to 80 months for NFAT5, or 40 months
for DARS2 until recurrence or death.

Cell culture and transfection
Cell lines, including the human normal liver cell L02
and the hepatoma cell lines Huh 7, HepG2 and Hep3B
cells were obtained from the Cell Bank of the Shanghai
Institute of Cell Biology at the Chinese Academy of
Science (Shanghai, China), where they were character-
ized by mycoplasma detection, DNA fingerprinting,
isozyme detection, and determination of cell viability.
The HepG2.2.15 cell line was derived from HepG2 cells
and stably expresses HBV(Genotype D, Serotypeayw,
U95551), which was used as an HBV replication model.
The stable cell lines were maintained in DMEM contain-
ing 400 μg/ml G418. The plasmid pCMV-HBV-1.3,
which expresses HBV (genotype C, serotype adr,
FJ899793), was a gift from Dr. Ying Zhu (State Key La-
boratory of Virology, College of Life Sciences, Wuhan
University, China). All cells were incubated at 37 °C in a
humidified atmosphere containing 5% CO2. MiR-30e-5p
mimics, NFAT5 siRNA, and DARS2 siRNA were trans-
fected into cells using GenMute siRNA transfection re-
agent (SignaGen Laboratories, USA). The NFAT5
plasmid was transfected using a Lipojet in vitro siRNA
and DNA transfection kit (SignaGen Laboratories, USA).
Subsequent experiments were performed 48 h after
transfection. Cells were treated with the c-MYC specific
inhibitor 10,058-F4 (Selleckchem, USA) at a concentra-
tion of 50 mM for 48 h.

Real-time quantitative PCR
RNA was extracted from tissues and cells by TRIzol
reagent (Biosharp, China). The concentration and quality
of the total RNA were examined using a Nanodrop 2000
Spectrophotometer. The concentration was between
800 ng/μl and 2500 ng/μl, with the A260/280 between
1.8 and 2.0. MicroRNA reverse transcription was
performed using a miRNA cDNA Synthesis Kit with
Poly (A) Polymerase Tailing (abm, Canada). The mRNA
was reverse-transcribed with PrimeScript RT Master
Mix (Takara, Japan). The miR-30e-5p relative expression
in HCC tissue was calculated as log2 (2-ΔΔCT) based on
the threshold cycle and normalized to U6 expression.
The mRNA relative expression was calculated as 2-ΔΔCT

based on the threshold cycle and normalized to β-actin
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expression. RT-qPCR was performed on a Bio-Rad iQ5
instrument using SYBR green mix (Toyobo, Japan).

Protein extraction and western blot analysis
Total protein was extracted by lysis cells in RIPA and 1%
PMSF for 30 min on ice, and the lysates were then
centrifuged at 12,000 rpm and 4 °C for 15 min. The
supernatants were collected and boiled at 95 °C for 5
mins with 5X SDS loading buffer. The total protein
quantity was measured by a BCA assay. An appropriate
volume of each sample was loaded onto an SDS-PAGE
gel. After SDS-PAGE, the proteins were transferred to a
PVDF membrane. The PVDF membrane was incubated
in blocking buffer (5% skim milk in TBS-T) for 2 h at
RT. The membrane was then incubated with a primary
antibody at 4 °C overnight. The next day, the membrane
was washed with TBS-T and then incubated with a sec-
ondary antibody at 4 °C for 1–2 h. Finally, the PVDF
membrane was rinsed, and the signals were developed
using ECL methods.

ChIP-PCR and ChIP-seq
The ChIP assay was performed using the Magna ChIP-
Seq™ Chromatin Immunoprecipitation and Next
Generation Sequencing Library Preparation Kit (17–
1010, Millipore, USA). Next-generation sequencing was
performed by Orbiotech (China). The ChIP-PCR primers
were as follows: NFAT5 promoter forwwad primer 5′-
CCCAACCCTAGCACTCCAA-3′ and NFAT5 promoter
reverse primer 5′- ATATTGATGCCAGTAGCCA CG-
3′. The antibodies for ChIP were as follows: NFAT5
antibody (HPA069711, Sigma-Aldrich, USA) and c-MYC
antibody (ChIP Grade, ab32, Abcam, USA).

Luciferase reporter assay and plasmid construction
A 2000-bp promoter construct of the NFAT5 gene,
corresponding to the sequence from nt −2000 to 0
(relative to the transcriptional start site) of the 5′-
flanking region of the human NFAT5 gene, was gen-
erated from human genomic DNA by PCR. The PCR
product was cloned into the Kpnl and Nhel sites of
the pGL3-Basic vector. Efficiency of construct was
confirmed by DNA sequencing. The 5-flanking
deletion constructs of the NFAT5 promoters, NFAT5-
promoter-(50 bp, 237 bp, 409 bp, 741 bp, 1012 bp,
1531 bp) were similarly generated by PCR, using the
NFAT5-promoter-2000 bp construct as a template.
The pBlue-HBV plasmids were transfected into Huh 7
cells. MiR-30e-5p mimics and negative control mimics
were transfected into Hep3B cells. The wild-type and
mutant MAP4K4 3’UTR sequences are displayed in
Supplimentary data. The MAP4K4 3’UTR or NFAT5 pro-
moter was amplified and cloned into the pGL3-reporter
vector containing the firefly luciferase gene. Co-

transfection is proceede with firefly luciferase report gene,
mimics or pBlue-HBV and pRL-TK plasmid with Renilla
luciferase gene. The firefly and Renilla luciferase activities
were detected 48 h after transfection. The firefly luciferase
activities were normalized to Renilla luciferase activities.

Electrophoresis mobility shift assay (EMSA)
EMSA was performed using a nonradioactive EMSA kit
(PIERCE, cat:89,880), The 5′ end of the oligonucleotides
was biotin-labeled. Probe was labeled and purified at
first, The sample binding reaction system:ddH2O Water
5.8ul, 10X binding buffer 1.5ul, polydI:dC 2ul, sample
4.7ul, Bio-AP1 probes 1ul. The Super-shift reaction
system: ddH2O Water 5.8ul, 10X binding buffer 1.5ul,
polydI:dC 2ul, sample 4.7ul, Bio-AP1 probes 1ul, the
AP1 specific antibody 4.0ul.The reaction procedure was
accorded to the manufacturer’s instructions. Using an
Imager apparatus (Alpha Innotech, San Leandro, CA) to
obtain images.

Quantitative Methylation changes of NFAT5 promoter
Genomic DNA was isolated from all samples using the
Cell genomic DNA extraction Kit (Generay, cat: GK
0122). An Epitect bisulfite kit (Qiagen AG, Basel,
Switzerland) was used to perform bisulfite conversion of
the genomic DNA. The shrimp alkaline phosphatase
(Sequenom, San Diego) was used to remove unincorpor-
ated dinucleotide triphosphates.2ul of PCR product was
used as a template for the transcription reaction, which
was performed by the following PCR. Then T cut/RNase
A digestive response procedures was performed. Resin
Purification before performing MALDI-TOF MS
analysis.The RNase A-treated product was robotically
dispensed onto a silicon matrix of preloaded chips
(SpectroCHIP; Sequenom, San Diego). The EpiTYPER
software version 4.0 was used to detect the methylation
ratios of the spectra.

Immunohistochemical staining (IHC)
IHC for NFAT5 and DARS2 was performed on HCC
and para-tumor tissues of patients at Zhongnan Hospital
of Wuhan University. The antibodies for IHC were as
follows: NFAT5 antibody (HPA069711, Sigma-Aldrich,
USA) and DARS2 antibody (ab154606, Abcam, USA).

Flow cytometry assay for apoptosis and cell cycle
Cells for the FCM apoptosis assay were stained with
Annexin-V FITC/PI. FCM was performed 48 h after
transfection. The apoptotic rate was calculated as the
total sum of the acute apoptotic rate and the terminal
apoptotic rate. Cells for the FCM cell cycle assay were
stained with PI. FCM was performed 48 h after transfec-
tion. Cell counts in each phase of the cell cycle are
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displayed along with the proportion of the total cell
counts.

Statistical analysis
A paired t-test was performed to assess the variance
differences between miR-30e-5p and DARS2 expres-
sion in tumor and non-tumor tissues for statistical
significance. An unpaired t-test was performed to
measure the significance of continuous data. A chi-s-
quare test was used to determine the relationship be-
tween the clinical data and DARS2 expression. ROC
curve generation, Kaplan-Meier survival analysis and
COX regression analysis were performed by SPSS 21.
Statistical significance was indicated by P < 0.05 (*),
P < 0.01 (**), and P < 0.0001 (***). All experiments
were repeated in triplicate.

Results
NFAT5 is downregulated in HCC, decelerating cell cycle
progression and inducing apoptosis
The expression of NFAT5 was examined via immunohis-
tochemical staining of 90 pairs of liver tumor tissues/
corresponding para-tumor tissues using antibodies
against NFAT5. The results showed that NFAT5 expres-
sion was reduced in liver tumor tissues compared with
expression in para-tumor tissues (Fig. 1a). High-
magnification images showed that NFAT5 was mainly
located in the cytoplasm. Besides, NFAT5 expressed lower
in HBV-associated HCC (Additional file 2: Figure S1A).
To further confirm the expression of NFAT5, three liver
tumor tissues and corresponding para-tumor tissues were
selected for mRNA and Western blot analyses. The results
indicated that the mRNA and protein expression of
NFAT5 was low in liver tumor tissues, but high in

Fig. 1 NFAT5 was identified as a tumor suppressor in HCC. a Immunohistochemical analyses of HCC and para-tumor tissues showed that
NFAT5 was downregulated in HCC tissues and expressed in the cytoplasm. Images at 100X and 400X magnification are displayed. b
NFAT5 mRNA and protein was detected by RT-qPCR and western blot assay from 3 HCC patients. NFAT5 mRNA and protein was down-
regulated in HCC tumor tissue. **P < 0.01. (C) NFAT5 mRNA and protein expression in different HCC cell lines, compared to normal liver
cell L02. All HCC cell produced less NFAT5 than L02. *P < 0.05. d Kaplan-Meier survival analysis for NFAT5. HCC patients with high NFAT5
expression have longer survival. e Left panel: FCM cell cycle assay showed NFAT5 knockdown accelerated S phase entry of HCC cells.
Right panel: Statistical analysis of cell proportion in each cell cycle phase. *P < 0.05. f Left panel: NFAT5 knockdown suppressed the cell
apoptosis, evaluated by FCM. Right panel: Statistical analysis showed NFAT5 knockdown significantly reduced apoptotic rate of HCC.
*P < 0.05. g NFAT5 mRNA and protein expressed less in HepG2.2.15 than HepG2, detected by RT-qPCR and western blot. P = 0.002. h
NFAT5 mRNA and protein expression was measured by RT-qPCR and Western-blotting in Huh 7 cells transfected with the plasmid pBlue-
HBV at different times
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corresponding para-tumor tissues (Fig. 1b). The expres-
sion of NFAT5 was also significantly downregulated in
various hepatoma line cells compared with expression in
L02 cells (Fig. 1c). The potential correlation between the
expression status of NFAT5 and clinical pathologic
parameters of patients with HCC was further analyzed
(Additional file 1: Table S1). The results indicated that ab-
errant expression of NFAT5 was negatively correlated with
the histologic grade (P = 0.035), HBV infection (P < 0.01)
and the Barcelona Clinic Liver Cancer (BCLC) stage
(P < 0.01).
Next, we performed a Kaplan-Meier analysis to inves-

tigate the relationship between NFAT5 expression and
the survival of patients with HCC. At the last clinical
follow-up, 33 of 90 patients remained alive, while 57 had
died, and the median overall survival (OS) of all patients
was 29.40 M. The 1-year survival rate was 90%; the
3-year survival rate was 42%; and the 5-year survival rate
was 13%. The survival time was longer in the group
showing higher expression of NFAT5 (Fig. 1d). The
mean OS of patients with low or high NFAT5 expression
was 23.83 M (range, 1~ 67 M), and 57.82 M (range,
4~80 M), respectively. There was a significant difference
in the median OS of patients with low or high NFAT5
expression (log-rank test χ2 = 27.29, P < 0.01). These re-
sults demonstrated a clear positive correlation between
the levels of NFAT5 protein expression and OS in
patients with HBV-associated HCC.
Furthermore, we investigated the effect of NFAT5 on

cell cycle and apoptosis in hepatoma cells. Flow cytome-
try (FCM) cell cycle analysis indicated that knockdown
of NFAT5 accelerated S phase entry (Fig. 1e). Moreover,
knockdown of NFAT5 resulted in a lower apoptotic rate
(Fig. 1f ). All of these data indicated NFAT5 is a cancer
suppressor gene.

HBV inhibits NFAT5 expression by inducing
hypermethylation of the AP1-binding site in the NFAT5
promoter
To explore the role of HBV in the regulation of NFAT5
expression, we determined the levels of NFAT5 mRNA
and protein expression in HepG2 and HepG2.2.15 cells.
The results showed that NFAT5 mRNA and protein
levels were lower in HepG2.2.15 cells than in HepG2
cells (Fig. 1g). Thus, we considered HBV to be respon-
sible for the inhibition of NFAT5 gene expression
observed in HepG2.2.15 cells. This hypothesis was sup-
ported by measuring NFAT5 mRNA and protein expres-
sion levels at different time points after transfection with
plasmids (pBlue-HBV) containing 1.3-fold HBV genomes
in Huh 7 cells (Fig. 1h). Next, a luciferase activity assays
illustrated that NFAT5 promoter activity was signifi-
cantly decreased by the presence of HBV in Huh7 and
L02 cells (Fig. 2a).

We generated Huh7 cells transfected with plasmids
containing the luciferase reporter gene under the control
of wild-type and truncated NFAT5 promoters. The re-
sults of indicated that the sequence between −237 bp
and −50 bp is critical for the activation of NFAT5
(Fig. 2b). Analyses of the cis-regulatory elements con-
tained in the sequence from −237 bp to −50 bp in the
NFAT5 promoter revealed that there is one AP1-binding
site in this region. Therefore, we altered its sequence
through site-directed mutagenesis and found that muta-
tion of the AP1-binding site significantly decreased
NFAT5 promoter activity (Fig. 2c). These results suggest
that AP1 recognition elements are required to activate
NFAT5 expression. For confirming that the AP1-binding
site is a key transcriptional regulatory region of the
NFAT5 gene, we performed EMSA. The supershift strips
confirmed that the AP1-specific antibody was capable of
combining with the AP1-binding site in the NFAT5 pro-
moter (Fig. 2d). Chromatin fragments were prepared
from Huh7 cells and immunoprecipitated with anti-
bodies against AP1. The locations of the PCR products
are indicated as Chip under the simplified genomic
structures of the NFAT5 promoter (Fig. 2d). Overall, we
conclude AP1 binding element is required for NFAT5
transcription.
Next we studied the epigenetic mechanisms through

which HBV inhibits NFAT5 via bisulfite-sequencing PCR
and MSP. We identified that the core functional sequence
of the AP1 element was located in the region from −62 bp
to −54 bp (GTGCCGCC) (Additional file 2: Figure S1B),
which is within the second CpG island of the NFAT5
promoter. We then examined the DNA methylation pat-
tern at the CpG islands of the NFAT5 promoter, inferring
that the degree of methylation within the NFAT5 pro-
moter was 72% in Hep3B cells transfected with the
pCMV-HBV-1.3 plasmid, while it was 39% in Hep3B cells
transfected with an empty plasmid (Fig. 2e). We then
assessed the expression level of NFAT5 in Hep3B cells
that were transfected with the pCMV-HBV-1.3 plasmid
and then treated with 5 μM Aza (a DNA methylation in-
hibitor) for 72 h. The results showed the mRNA expres-
sion level of NFAT5 and the luciferase activity associated
with the NFAT5 promoter were significantly decreased in
Hep3B cells transfected with the pCMV-HBV-1.3 plasmid,
whereas both were increased in a concentration-dependent
manner when the cells were treated with 5-Aza-2′ deoxycy-
tidine (Additional file 2: Figure S1C). Thus, we conclude
that HBV downregulates the expression of NFAT5 in hepa-
toma cells by inducing DNA hypermethylation at the
NFAT5 promoter.

HBV inhibits NFAT5 expression via inhibiting miR-30e-5p
Because we found that HBV induces inhibition of
NFAT5 by AP1, we were interested in other pathway of
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Fig. 2 HBV induced hypermethylation of AP1 binding site in NFAT5 promoter for suppressing its expression. a Diagrams of reporter constructs
containing the luciferase (Luc) gene under the control of the human NFAT5 promoter. L02 and Huh7 cell lines were co-transfected with
pBlue-HBV or control plasmid pBlue-SK along with the constructed reporter plasmids with NFAT5 promoters. b NFAT5 promoter core region was
identified in hepatoma cells by luciferase reporter gene assays. Length of 50 bp expresses a significant decrease of luciferase activity. *P < 0.05 (c)
AP1 Binding Elements was identified by specific mutation. Mutant AP1 binding site represses luciferase activity. d Left panel: Analyses the binding
of AP1 to the NFAT5 promoter by EMSA. AP1 probe was generated by annealing single-stranded and end-labeled oligo nucleotides containing the
cognate NFAT5 promoter region. 1st lane: negative control reaction (labeled probe). 2nd lane: conventional reaction (including the nucleoprotein of
activated target transcription factors with labeled probes). 3rd lane: probe cold competing reaction (including the nucleoprotein of activated target
transcription factors, labeled probe and unlabeled probe with 100 times amount of labeled probe). 4th lane: cold competing reaction of mutated
probe (including the nucleoprotein of activated target transcription factors, the labeled probe and mutated probe with 100 times amount of labeled
probe). 5th lane: Super-shift reaction (including the nucleoprotein of activated target transcription factors, labeled probe and the specific antibody of
AP1). Right panel: Determination the binding of AP1 to the NFAT5 promoter by ChIP assays. The lanes from left to right are Marker, experimental
group, positive control group, input group, and negative control group. (E) Left panel: The methylation status of CpG island of NFAT5 promoter in
response to HBV regulation was analyzed by bisulfite sequencing analysis in the Huh7 cells. Right panel: The methylation status of CpG island of NFAT5
promoter in response to HBV regulation was analyzed by MSP analysis as well
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HBV in modulating NFAT5 expression. We screened
several miRNA regulators of NFAT5 according to a lit-
erature review. We found that upregulation of miR-30e-
5p positively mediated NFAT5 expression at both the
mRNA and protein levels (Fig. 3a). Additionally, miR-

30e-5p expression was reduced in HepG2.2.15 cells
compared with that in HepG2 cells, indicating that HBV
could suppress miR-30e-5p expression (Fig. 3b). To in-
vestigate the role of miR-30e-5p in HBV-associated
HCC, we evaluated miR-30e-5p expression in 55 HCC

Fig. 3 HBV downregulated NFAT5 via inhibiting miR-30e-5p and activating MAPK signaling pathway. a MiR-30e-5p overexpression induced NFAT5
mRNA and protein expression in Hep3B, as verified by RT-qPCR and western blot analysis. b MiR-30e-5p relative expression was lower in
HepG2.2.15 than HepG2 (P = 0.0008). (C) Top panel: MiR-30e-5p was downregulated in HCC tissues (P < 0.0001), as determined by RT-qPCR in 55
pairs of HCC tissues and para-tumor tissues. The relative expression of miR-30e-5p was calculated by log2 (2^-ΔΔCT) and normalized to U6
expression. Botton panel: MiR-30e-5p was downregulated in HBV-associated HCC (n = 39), compared to non-viral HCC (n = 19). P = 0.0056. d
MiR-30e-5p expression was downregulated in the HCC cell lines HepG2 (P = 0.0217), Huh7 (P = 0.0015) and Hep3B (P < 0.0001) compared with
that in the normal liver cell line L02. e Western blot analyses revealed that MAP4K4, p-ERK1/2, and c-MYC expression decreased when cells were
transfected with miR-30e-5p mimics. f A luciferase reporter assay showed that co-transfection with miR-30e-5p mimics and the wild-type MAP4K4
3’UTR decreased relative luciferase activity (P = 0.0015). WT = wild-type, MUT = mutant, mimics = miR-30e-5p mimics, vector = empty vector. g
ChIP-PCR revealed that the c-MYC protein directly interacted with DNA sequence fragments containing the NFAT5 promoter. The picture displays
the AGE result after ChIP-PCR. IP = immunoprecipitation group (with the c-MYC antibody), input = group without any antibody as a positive
control, IgG = group with IgG as a negative control. Quantitative analysis of AGE showed that IP group was significantly higher than the IgG
group (P < 0.0001). h RT-qPCR and western blot showed that HCC cells treated with the c-MYC inhibitor 10,058-F4 expressed higher levels of
NFAT5 mRNA (P < 0.0001) and protein. The efficiency of 10,058-F4 was verified by a western blot analysis of c-MYC
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patients, and the results showed that miR-30e-5p expres-
sion was lower in HBV-associated HCC tissues than para-
tumor tissues (Fig. 3c and Additional file 2: Figure S1D).
Furthermore, miR-30e-5p was downregulated in HBV-as-
sociated HCC compared with non-viral HCC (Fig. 3c) and
was also downregulated in HCC cell lines compared with
the normal liver cell line L02 (Fig. 3d). Additionally, we
detected HBsAg and HBeAg in the medium of
HepG2.2.15 cells transfected with miR-30e-5p mimics, via
electrochemiluminescence immunoassays, and the results
demonstrated that the levels of both HBsAg and HBeAg
decreased when miR-30e-5p was overexpressed
(Additional file 2: Figure S1E). In addition, miR-30e-5p
mimics promoted NFAT5 expression and suppress HBx
expression in Hep3B and HepG2.2.15 cells carrying an in-
tegrated fragment of HBV genomic DNA in their chromo-
somes (Additional file 2: Figure S1F). This observation
might indicate that HBV and miR-30e-5p mutually regu-
late each other. Taken together, the results suggest that
HBV indirectly suppresses NFAT5 by regulating miR-30e-
5p expression.

miR-30e-5p induces NFAT5 expression by suppressing the
MAP4K4 signaling pathway
NFAT5 is not a target gene of miR-30e-5p according to
prediction using TargetScan. A previous study showed
that the MAPK signaling pathway could regulate the ac-
tivation of NFAT5 [18]. We identified potential binding
sites and target genes of miR-30e-5p and chose the
MAP4K4 signaling pathway for further study. A miR-
30e-5p-binding site is located at positions 3128–3135 of
the MAP4K4 3’UTR (Additional file 2: Figure S1G).
KEGG (Kyoto Encyclopedia of Genes and Genomes,
http://www.kegg.jp/) analysis indicated that MAP4K4 is
involved in the MAPK signaling pathway by mediating
the phosphorylation of MEKK1 to phosphorylate ERK1/
2 and ultimately induce the translation of c-MYC
(Additional file 2: Figure S1I). Hence, we studied the
effect of miR-30e-5p overexpression on the MAPK sig-
naling pathway, and the results showed that miR-30e-5p
inhibited MAP4K4 expression and thereby suppressed
the downstream protein c-MYC by decreasing the level
of phosphorylated ERK1/2 in Hep3B cells (Fig. 3e). A lu-
ciferase reporter assay was performed to verify that
MAP4K4 is the direct target gene of miR-30e-5p, in
which we mutated the miR-30e-5p-binding site in the
MAP4K4 3’UTR (Additional file 2: Figure S1H). The re-
sults showed that only the wild-type 3’UTR could inter-
act with miR-30e-5p mimics, which attenuated luciferase
activity, whereas miR-30e-5p failed to repress luciferase
activity when the binding sequence was mutated (Fig. 3f ).
Together, these data revealed that miR-30e-5p can
suppress the MAPK signaling pathway through directly
targeting MAP4K4.

We next sought to identify the NFAT5 regulator by
predicting potential proteins binding to the NFAT5 pro-
moter. We defined 2000 bp upstream from the tran-
scriptional starting site as the NFAT5 promoter. We
entered the NFAT5 promoter sequence into ALGGEN
PROMO, provided by the Polytechnic University of
Catalunya (http://alggen.lsi.upc.es/). This program iden-
tified numerous proteins that could bind to the NFAT5
promoter, including c-MYC. The c-MYC-binding site is
located at positions −1369 bp~ − 1364 bp of the NFAT5
promoter, with the sequence CACGTG (Additional file 2:
Figure S1J). We then performed a ChIP assay to confirm
this prediction. We used a c-MYC antibody to pull down
sheared, crosslinked chromatin and determined whether
the NFAT5 promoter was included in the pulled-down
DNA. ChIP-PCR primers were designed to amplify the re-
gion of the NFAT5 promoter that contained the c-MYC-
binding site. The sample incubated with the c-MYC anti-
body (IP group) was amplified via PCR, while the sample
incubated with IgG (as a negative control) was not ampli-
fied (Fig. 3g). We quantitatively analyzed the ChIP results
by measuring the signal of the PCR-amplified bands from
the IP and IgG groups and then calculating the ratio of
these signals to the input signal. The IP group exhibited a
significantly stronger signal than the IgG group (Fig. 3g).
We next treated the Hep3B HCC cell line with 10,058-F4,
a c-MYC inhibitor, and the results showed that NFAT5
expression was increased at both the mRNA and protein
levels after 48 h of treatment (Fig. 3h), suggesting that
c-MYC inhibited NFAT5 expression by binding to the
NFAT5 promoter. Based on the data obtained thus
far, it is reasonable to conclude that miR-30e-5p in-
duces NFAT5 expression by suppressing the MAP4K4
signaling pathway.

NFAT5 inhibits HCC tumorigenesis by negatively
mediating the target gene DARS2
To identify the molecular mechanism underlying the effect
of NFAT5 on HBV-associated HCC, we further investigated
the downstream protein of NFAT5 using ChIP together
with next-generation sequencing. The DNA fragments that
were bound by NFAT5 and detected via next-generation se-
quencing were annotated (Fig. 4a). We chose seven genes
for screening of the target gene (Additional file 1: Table S2).
Two of these targets were noncoding RNAs (DUSP5P and
UBE2MP1) and were therefore excluded from further
analysis. ZNF555 showed the largest difference (fold
change = 14,844), while WRNIP1 showed the smallest (fold
change = 125) (Fig. 4b). The common motif sequence of
these targets is highly conserved (Fig. 4c). We per-
formed a literature review of the 5 novel targets and
found that DARS2 (fold change = 12,831) has not
been studied in any tumor disease to date. Several
clinical studies have shown that mutations in DARS2
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are associated with leukoencephalopathy [19, 20]. We
found that DARS2 mRNA and protein expression
were negatively regulated by NFAT5 in NFAT5 gene
overexpression and knockdown experiments (Fig. 4e).
When we examined the ChIP-seq data, we found that
the NFAT5-binding DNA fragments of DARS2 were
located in the DARS2 promoter (Additional file 1:
Table S2), which suggested that NFAT5 suppresses
DARS2 by binding to its promoter. This finding was con-
firmed by luciferase report assay. When we co-transfected
pCDNA3.1-NFAT5 plasmid and PGL3.0-DARS2 pro-
moter, the activity of luciferase/renilla was obviously sup-
pressed (Fig. 4d). It inferred NFAT5 indeed inhibited
DARS2 by binding to its promoter. We next investigated

the effect of HBV on NFAT5 and DARS expression using
HepG2.2.15 cells carrying an integrated fragment of HBV
genomic DNA as well as HepG2 cells not carrying HBV
genomic DNA. The results showed that HBV upregulated
DARS2 expression and inhibited NFAT5 expression sim-
ultaneously (Fig. 4f). Therefore, it is reasonable to suggest
that the role of NFAT5 in the development of HCC is real-
ized by suppressing DARS2. Hence, we investigated
whether the effect of NFAT5 on cell apoptosis and the cell
cycle would be hindered by altering DARS2 expression in
hepatoma cells to verify our hypothesis. We found that
knockdown of NFAT5 reduced the rate of apoptosis,
whereas co-transfection of NFAT5 siRNA and DARS2
siRNA had little effect on cell apoptosis in HepG2 cells

Fig. 4 ChIP-seq revealed that NFAT5 negatively mediated DARS2 to inhibit HCC tumorigenesis. a Proportion of peak annotation detected by
ChIP-seq. b Fold change of novel NFAT5 targets. Fold change was defined as the ratio of peak reads in the IP group to those in the IgG group. c
Motif sequence of peaks bound by the NFAT5 protein. The motif was highly conserved. d Luciferase report assay confirm that NFAT5 bound to
DARS2 promoter. Reporter: positive control; basic: negative control; promoter: DARS2 promoter; blank: control plasmid; plasmid: NFAT5 plasmid. e
RT-qPCR and Western blot analyses demonstrated that NFAT5 negatively mediated DARS2 protein expression. NFAT5 overexpression and
knockdown efficiency were verified by western blot analyses of NFAT5. f Western blot demonstrated HepG2.2.15 expressed higher MAP4K4,
DARS2 and lower NFAT5 protein, which confirmed HBV upregulated DARS2 via miR-30e-5p/MAPK/NFAT5 signaling pathway. g Left panel: In an
FCM apoptosis assay, NFAT5 knockdown in HepG2 led to an attenuation of apoptosis, while knockdown of DARS2 did not regulate apoptosis.
Right panel: Statistical analysis showed that NFAT5 siRNA attenuated the apoptosis rate (P = 0.0054 vs negative control), while co-transfection of
NFAT5 siRNA and DARS2 siRNA inhibited NFAT5-induced apoptosis (P = 0.0032 vs NFAT siRNA, no significant difference compared with negative
control). Apoptotic rate = acute apoptotic rate (right lower quadrant) + terminal apoptotic rate (right upper quadrant). h Left panel: FCM cell cycle
analysis revealed that transfection with NFAT5 siRNA into HepG2 accelerated cell cycle progression, while co-transfection of NFAT5 siRNA and
DARS2 siRNA failed to accelerate cell cycle progression. Right panel: Statistical analysis showed that NFAT5 knockdown decreased the proportion
of cells in G1 phase (P = 0.0059 vs negative control) and increased the proportion of cells in S phase (P = 0.0021 vs negative control).
Co-transfection of NFAT5 siRNA and DARS2 siRNA failed to accelerate cell cycle progression (P = 0.0051 vs NFAT5 siRNA in G1 phase, P = 0.0019
vs NFAT5 siRNA in S phase, no significant difference compared with negative control)
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(Fig. 4g). This result indicated that the apoptosis-
promoting effect of NFAT5 on hepatoma cells was inhib-
ited by DARS2. We also studied the effects of NFAT5 and
DARS2 on the cell cycle in HepG2 cells. FCM revealed
that NFAT5 knockdown contributed to cell cycle progres-
sion and, similarly, to apoptosis, whereas co-transfection
of NFAT5 siRNA and DARS2 siRNA did not affect the
cell cycle (Fig. 4h). We calculated the number of cells in
each phase of the cell cycle and determined that NFAT5
knockdown resulted in an acceleration of S phase (Fig. 4h).
These results suggested that NFAT5 inhibits HCC pro-
gression by suppressing DARS2 expression.

DARS2 is strongly upregulated in HCC and is associated
with HCC progression
To study the role of DARS2 in HCC progression, we
measured DARS2 expression in 80 HCC patients
who voluntarily provided samples. The result showed
that the more DARS2 protein were stained in tumor
tissues than in non-tumor tissues in immunohisto-
chemistry assays, suggesting that DARS2 is upregu-
lated in HCC tissues (Fig. 5a). DARS2 mainly
localized to the cytoplasm in HCC. Furthermore, we
found that DARS2 mRNA and protein expression
was higher in tumor tissues than in non-tumor tis-
sues (Fig. 5b and c). Fifteen pairs of tissues showing
a favorable representation are shown (Additional file 2:
Figure S1K). We next examined DARS2 expression in
hepatoma cell lines, including Hep3B, HepG2, SK-Hep-1
and Huh7 cells, and the human embryonic liver cell line
L02. The results indicated that DARS2 mRNA and protein
expression was higher in hepatoma cell lines than in L02
cells (Fig. 5d). Hep3B cells exhibited the highest expres-
sion among the examined hepatoma cell lines. Thus, we
decided to use Hep3B cells as the cell model for the subse-
quent experiments.
We further investigated the correlation between

DARS2 and clinical data through analyzing DARS2 ex-
pression in 80 HCC patients along with their clinical
characteristics. We first generated an ROC curve accord-
ing to the observed DARS2 mRNA expression levels
(Fig. 5e). The area under the ROC curve (AUC) was
0.7961 (P < 0.0001). The highest Youden’s index was
0.475 when the value of cutoff was 6.589, the sensitivity
and specificity for the DARS2 gene were both 73.75%.
Furthermore, we collected the clinical data about HCC
patient in our hospital, and found that high expression
of DARS2 was related to tumor size (χ2 = 6.084,
P = 0.014), HBV infection (χ2 = 24.757, P < 0.0001),
BCLC stage (χ2 = 15.245, P = 0.002), cell differentiation
(χ2 = 22.667, P < 0.0001), distal metastasis (χ2 = 5.165,
P = 0.023), and portal vein invasion (χ2 = 7.813,
P = 0.005) using a chi-square test (Table 1). Based on
this analysis, we examined DARS2 expression in patients

with different characteristics. Patients with a tumor
diameter greater than 2 cm exhibited lower DARS2 ex-
pression (Additional file 3: Figure S2A). DARS2 was up-
regulated in HBV-infected patients (Additional file 3:
Figure S2B). In addition, the increase in DARS2 expres-
sion was correlated with BCLC stage (stage 0-A to stage
D) (Additional file 3: Figure S2C) and differentiation
status (well to poor) (Additional file 3: Figure S2D).
Moreover, DARS2 was upregulated in patients with dis-
tal metastasis (Additional file 3: Figure S2E) and portal
vein invasion (Additional file 3: Figure S2F). Addition-
ally, we performed a Kaplan-Meier and log-rank survival
analysis based on DARS2 expression. Patients with high
DARS2 expression exhibited a shorter survival time than
patients with low DARS2 expression (Fig. 5e). A univari-
ate Cox regression analysis indicated that DARS2
expression was associated with disease-specific survival
as well as other characteristics, such as BCLC stage, dif-
ferentiation, and portal vein invasion. A multivariate
Cox regression analysis was then performed, which
revealed tight correlations between the survival time of
patients and DARS2 expression, BCLC stage, and cell
differentiation (Additional file 1: Table S3). These results
indicated that DARS2 strongly contributes to HCC de-
velopment, showing great potential to be used as a diag-
nostic marker and a therapeutic target in the future.

DARS2 promotes HCC tumorigenesis by accelerating cell
cycle progression and attenuating cell apoptosis
To elucidate the molecular mechanism underlying effect
of DARS2 on HCC progression, we investigated the
effect of DARS2 on cell apoptosis and the cell cycle in
hepatoma cells. Three siRNAs were designed to knock
down DARS2, and the first (siRNA#1), which exhibited
the greatest knockdown effect, was used for the follow-
ing experiments (data not shown). The results of apop-
tosis assays of Hep3B cells stained with Annexin-V FITC
and PI were detected using a flow cytometer after trans-
fection with DARS2 siRNA for 48 h and showed that the
knockdown of DARS2 resulted in a higher apoptotic rate
than in the negative control (Fig. 5f ). Several important
biomarkers of apoptosis were then examined by Western
blot analyses. Knockdown of DARS2 increased BAX
expression and inhibited BCL2 expression, leading to
augmentation of the BAX/BCL2 ratio, and cleaved
PARP-1 expression was also increased (Fig. 5f ). These
results implied that DARS2 attenuated cell apoptosis.
We further explored whether DARS2 might have an
effect on cell cycle progression. Hep3B cells were trans-
fected for 48 h and then stained with PI. FCM showed
that knockdown of DARS2 caused more cells to arrest
in G1 phase and fewer cells to enter S phase and G2
phase (Fig. 5g). Based on these results, we next exam-
ined the expression of cyclin D1, a critical factor in cell
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Fig. 5 (See legend on next page.)

Qin et al. Journal of Experimental & Clinical Cancer Research  (2017) 36:148 Page 11 of 16



cycle progression, after knockdown of DARS2 in Hep3B
cells. The results showed that cyclin D1 protein expres-
sion was reduced after knockdown of DARS2 compared
with expression in the negative control group (Fig. 5g),
which indicated that DARS2 accelerated cell cycle pro-
gression in hepatoma cells. Together, the above data in-
dicate that HBV suppresses NFAT5 expression by
inducing hypermethylation of the AP1-binding site in
the NFAT5 promoter, in addition inhibiting NFAT5
through miR-30e-5p targeting of the MAP4K4 signaling
pathway, and the inhibition of NFAT5 enhances HCC
tumorigenesis by promoting the expression of DARS2 as
a downstream target gene (Fig. 5h).

Discussion
HBV is the most common hepatitis virus and causes
chronic infections in the human liver. Recent findings
suggest that osmotic stress plays an important role in in-
flammation and tumorigenesis [2]. NFAT5/TonEBP/
OREBP is the only known osmotic pressure-sensitive
transcription factor in mammals and plays a vital role in
enhancing cell survival, migration and proliferation, vas-
cular remodeling, tumor invasion and angiogenesis [21].
NFAT5 has been shown to be involved in the pathogen-
esis of multiple cancers. Knocking out NFAT5 reduces
the invasiveness of melanoma, and the tumor suppressor
gene miR-211 is thought to downregulate the expression
of NFAT5 in melanoma [22]. NFAT5 is located at a cen-
tral node that promotes metastasis in melanoma [12].
Some studies on breast and colon cancer have confirmed
that the α6β4 integrin cluster promotes the expression
of NFAT5 and the invasiveness and migratory capabil-
ities of tumor cells [23]. NFAT5 may therefore promote

tumor cell migration, leading to the formation of various
new tumors.
Here, we present the first evidence showing that NFAT5

is involved in the proliferation of HBV-associated HCC.
However, we found that NFAT5 has a completely different
function in HCC than in other types of human cancers, in-
cluding breast cancer, colon carcinoma, lung adenocarcin-
oma, renal cell carcinoma and melanoma [2, 3, 16, 22, 24].
The key finding of the current study is that NFAT5 acts as
a tumor suppressor by inhibiting cell cycle progression and
promoting tumor cell apoptosis in vitro. We demonstrated
the presence of a clearly positive correlation between the
level of NFAT5 protein expression and OS in patients with
HBV-associated HCC, suggesting that NFAT5 is a cancer
suppressor gene. We further investigated the mechanism
whereby HBV affects NFAT5 through separating the
upstream pathway and convergent downstream pathways
of NFAT5 in hepatoma cells. We found that HBV sup-
pressed NFAT5 expression by inducing hypermethylation
of the AP1-binding site in the NFAT5 promoter. Though
HBV doesn’t encode any methylases, however HBV
infection can stimulate the overexpression of DNMTs, par-
ticularly DNMT1, DNMT3A and DNMT3B [25]. We
speculate the overexpression of DNMTs may result in the
hyper-methylation of the AP1-binding site in the NFAT5
promoter. In addition HBV also inhibited NFAT5 through
miR-30e-5p targeting of the MAP4K4 signaling pathway.
DARS2 promoted HCC tumorigenesis by accelerating cell
cycle progression and attenuating cell apoptosis, as a
downstream target gene of NFAT5. Our results sug-
gest that the upregulation of DARS2 by HBV pro-
motes hepatocarcinogenesis through the miR-30e-5p/
MAP4K4/NFAT5 pathway.

(See figure on previous page.)
Fig. 5 DARS2 was upregulated in HCC and promoted cell cycle progression and inhibited apoptosis in HCC. a Immunohistochemistry for DARS2
in HCC tissues and para-tumor tissues. DARS2 was upregulated in HCC and expressed in the cytoplasm. Images at 100X and 400X magnification
are shown. b DARS2 mRNA expression was examined in 80 pairs of HCC tissues and para-tumor tissues. DARS2 relative expression was calculated
by 2-ΔΔCT, normalized to β-actin expression. DARS2 was upregulated in HCC tissues compared with para-tumor tissues (P < 0.0001). c DARS2
protein expression was also higher in HCC tissues than in para-tumor tissues. DARS2 protein expression, detected by western blotting, in six pairs
of tissues is displayed. d DARS2 mRNA and protein expression in the HCC cell lines Hep3B (P < 0.0001), HepG2 (P < 0.0001), SK-Hep-1 (P < 0.0001)
and Huh7 (P = 0.0021) compared with the normal liver cell line L02. Hep3B cells expressed the highest level of DARS2. e Left panel: An ROC curve
was drawn based on DARS2 mRNA expression in 80 patients. Youden’s index = sensitivity% + specificity%-1. The cutoff value, sensitivity and
specificity were determined by the highest Youden’s index, which is shown in the figure. Right panel: A Kaplan-Meier analysis was used to
determine the correlation between DARS2 expression and survival. Follow-up visits occurred for 40 months after the patients were initially
diagnosed with HCC. Patients with higher DARS2 expression had a shorter survival time. f Left panel: Apoptosis was analyzed by FCM in Hep3B
cells transfected with DARS2 siRNA for 48 h. The apoptosis of cells transfected with DARS2 siRNA was higher than those transfected with a
negative control. Middle panel: Statistical analysis of the FCM apoptosis assay. The apoptotic rate increased when Hep3B cells were transfected
with DARS2 siRNA for 48 h. Right panel: Biomarkers for apoptosis, including BAX, BCL-2 and cleaved PARP-1, were detected by western blot
analyses. DARS2 knockdown induced BAX and cleaved PARP-1 expression and reduced BCL-2 expression. g Left panel: The cell cycle was analyzed
by FCM in Hep3B cells transfected with DARS2 siRNA for 48 h. DARS2 knockdown inhibited cell cycle progression. Middle panel: Statistical analysis
of the FCM cell cycle assay. DARS2 knockdown induced an arrest prior to S phase. The proportion of cells in G1 phase increased (P = 0.0151), and
the proportion of cells in S phase decreased (P = 0.0072). Right panel: Cyclin D1 protein decreased after 48 h of DARS2 knockdown, as detected
by western blot. The efficiency of DARS2 knockdown was verified by a western blot analysis of DARS2. h The whole pathway of this research.
HBV stimulated DNMTs for inducing the hypermethylation of AP1 binding site on NFAT5 promoter (−54 bp~ − 62 bp), for inhibiting NFAT5
transcription. On the other hand, HBV activated MAPK signaling pathway by suppressing miR-30e-5p, in order to inhibit NFAT5 indirectly. All in all,
HBV is able to upregulated DARS2 by inhibiting NFAT5. DARS2 is an oncogene, associated with HCC cell apoptosis and cell cycle progression
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MicroRNAs (miRNAs) comprise a group of small non-
coding RNAs regulating gene expression at the posttransla-
tional level, thereby participating in fundamental biological
processes, including cell proliferation, differentiation, and

apoptosis [26]. Mounting evidence indicates that dysregula-
tion of miRNAs plays important roles in HBV infection
and HBV-associated HCC [27–30]. Here, by screening a
series of miRNAs based on reports in the literature, we
identified miR-30e-5p as an effective reinforcer of NFAT5.
We discovered that miR-30e-5p was downregulated in
HBV-associated HCC, acting as a tumor suppressor, and
that HBV could suppress miR-30e-5p expression. Several
studies support our findings. For example, miR-30e is
expressed at significantly lower levels in the sera of HCC
patients than in healthy volunteers, suggesting serum miR-
30e as a novel noninvasive biomarkers of hepatocellular
carcinoma [31]. miR-30e inhibits the proliferation of hepa-
toma cells through directly targeting the 3′-UTR of P4HA1
mRNA [32]. However, NFAT5 is not a target gene of
miR-30e-5p according to prediction using TargetScan. The
existing literature indicates that the p38/MAPK pathway is
associated with the NaCl-induced nuclear translocation of
NFAT5 [18, 33, 34]. Moreover, the TargetScan database in-
dicated that MAP4K4 is a target gene of miR-30e-5p, which
also participates in the MAPK signaling pathway. We
hypothesized that the MAPK signaling pathway might be
involved into the correlation between NFAT5 and miR-
30e-5p. Thus, we performed Western blot assays of compo-
nents of the MAPK signaling pathway under miR-30e-5p
overexpression. The results showed that miR-30e-5p inhib-
ited MAP4K4 expression and thereby suppressed the
downstream protein c-MYC by decreasing the level of
phosphorylated ERK1/2 in Hep3B cells. We also found that
miR-30e-5p inhibited MAP4K4 by binding to the 3128 bp–
3135 bp positions of the MAP4K4 3′-UTR in luciferase
reporter assays, which indicated that MAP4K4 is a direct
target gene of miR-30e-5p. We then focused on c-MYC,
since it can bind to the NFAT5 promoter according to
ALGGEN PROMO, and c-MYC is downstream of the
MAPK signaling pathway according to the KEGG database.
We next studied the mechanism of interaction between
c-MYC and NFAT5 via ChIP-PCR. The results showed that
c-MYC inhibited NFAT5 transcription by binding to the
NFAT5 promoter (positions −observed to be upregulated
when we treated Hep3B cells with 10,058-F4, a c-MYC in-
hibitor, indicating that c-MYC inactivates NFAT5 transcrip-
tion via binding to its promoter. These results suggest that
HBV inhibits NFAT5 expression through miR-30e-5p tar-
geting of the MAP4K4 signaling pathway.
To further study the molecular mechanism under-

lying the promotion of hepatoma cell apoptosis by
NFAT5, we identified targeted proteins associated
with NFAT5 function to illustrate the role of the
downstream pathway of NFAT5 in HCC. The combin-
ation of ChIP and next-generation sequencing is a
biochemical technique used to identify direct gene
targets of a factor of interest in a genome-wide, un-
biased manner and to elucidate their functional

Table 1 Correlation between clinical pathological characteristics
of HCC patients and DARS2 expression

Clinical pathological n DARS2 Proportion χ2 P value

characteristics high
expression, n

(%)

Gender 0.721 0.396

Male 74 36 48.65

Female 6 4 66.67

Age (years) 0.053 0.818

≥60 31 16 51.61

<60 49 24 48.98

Tumor size (cm) 6.084 0.014

≥2 43 27 62.79

<2 37 13 35.14

HBV infected 24.757 <0.0001

Yes 46 34 73.91

No 34 6 17.65

BCLC stages 15.245 0.002

0-A 21 6 28.57

B 23 8 34.78

C 21 13 61.90

D 15 13 86.67

Differentiation 22.667 <0.0001

Well 30 7 23.33

Moderate 20 8 40.00

Poor 30 25 83.33

Liver cirrhosis 0.061 0.805

Yes 57 28 49.12

No 23 12 52.17

Intrahepatic metastasis 0.065 0.799

Yes 59 29 49.15

No 21 11 52.38

Distal metastasis 5.165 0.023

Yes 11 9 81.82

No 69 31 44.93

Portal vein invasion 7.813 0.005

Yes 21 16 76.19

No 59 24 40.68

AFP (μg/L) 2.515 0.284

≤25 8 3 37.50

25–400 27 11 40.74

>400 45 26 57.78
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significance [35]. Novel targets of NFAT5 were
revealed using ChIP-sequencing, as shown in Table 2.
Among these targeted genes, DUSP5P and UBE2MP1
are lncRNAs and were therefore excluded from
further analysis. A literature review of the other 5
targets showed that some of these genes have been
previously studied in tumor diseases. RNF126 pro-
motes the proliferation and viability of tongue cancer
by regulating the AKT signaling pathway [36].
RNF126 was found to positively regulate BRCA1 by
directly interacting with E2F1 for homologous recom-
bination in breast and ovarian cancer [37]. WRNIP1
is involved in cell cycle progression, and its phos-
phorylation is reduced by FGFR1OP in lung cancer
[38]. However, DARS2 has not been previously stud-
ied in any tumor disease. The DARS2 gene is located
on chromosome 1q25.1 and encodes mitochondrial
aspartyl-tRNA synthetase, which is important for the
mitochondrial unfolded protein response (UPRmt)
[39]. Mutations in the DARS2 gene are associated
with leukoencephalopathy (LBSL) [19, 20]. To study
the relationship between NFAT5 and DARS2 in HBV-
associated HCC, we investigated the effect of HBV on
NFAT5 and DARS expression using HepG2.2.15 cells
carrying an integrated fragment of HBV genomic
DNA and HepG2 cells that did not carry HBV
genomic DNA. The results showed that HBV upregu-
lated DARS2 expression and inhibited NFAT5 expres-
sion simultaneously. We next found that NFAT5
negatively regulated DARS2, and the inhibition of
tumorigenesis by NFAT5 on was executed through
DARS2 in different hepatoma cell lines. Subsequent
experiments showed that DARS2 expression was
higher in HCC tissues than in para-tumor tissues and
that DARS2 regulated the cell cycle progression and
apoptosis of HCC cells. The present study revealed
that aberrant expression of DARS2 contributed to HCC
development, and DARS2 may be a potential target
for the treatment and diagnosis of HCC. Although
DARS2 has not been identified in previous tumor studies,
its biological function is well documented. DARS2 deple-
tion leads to severe deregulation of mitochondrial protein
synthesis, followed by a large mitochondrial respiratory
chain (MRC) deficit [40], indicating that DARS2 upregula-
tion could contribute to higher mitochondrial efficiency.
The mitochondrial-dependent apoptosis pathway is initi-
ated by cyclophilin-D, leading to reduction of the mito-
chondrial membrane potential (MMP) and, ultimately,
opening of the mitochondrial permeability transition pore
(mPTP) [41]. A recent study showed that ECHS1 binding
to HBsAg decreased MMP, inducing mitochondrial-
dependent apoptosis [42]. Our clinical data indicated that
DARS2 was associated with HBV infection, and DARS2
might therefore be associated with ECHS1. Thus, we

hypothesize that DARS2 positively regulates mitochon-
drial function and induces MMP, contributing to the
growth of HCC cells. However, this hypothesis requires
verification through further research. The available
evidence suggests that DARS2 plays an essential role in
mitochondrial function. However, the mechanism under-
lying the regulation of mitochondrial function by DARS2
remains unclear. Overall, how DARS2 promotes HCC
tumorigenesis is a topic that deserves further study.
In summary, the present study illustrates that the

upregulation of DARS2 by HBV promotes hepatocar-
cinogenesis through the miR-30e-5p/MAPK/NFAT5
pathway. Furthermore, NFAT5 acts as a tumor sup-
pressor in HBV-associated HCC tissues by suppress-
ing DARS2 expression. As aberrant expression of
DARS2 contributes to HCC development, DARS2
may be a potential target for the treatment and diag-
nosis of HCC. Our results suggest that two pathway
of inhibition on NFAT5 expression mediated by HBV
may play an important role in the progression of
HBV-associated HCC. These findings provide new
insights that increase our understanding of the mo-
lecular mechanisms involved in the development of
HBV-associated HCC via the miR-30e-5p/MAPK/
NFAT5/DARS2 pathway.

Additional files

Additional file 1: Tables S1-S3. (Table S1) Relationship between
NFAT5 expression and clinicopathologic parameters of HCC patients.
(Table S2 ) Unknown target genes of NFAT5 detected by ChIP-Seq.
(Table S3) Univariate and multivariate cox regression analysis of DARS2.
(DOCX 18 kb)

Additional file 2: Figure S1. (A) NFAT5 was downregulated in HBV-
associated HCC tissue compared with non-viral HCC tissue, confirmed by
IHC. (B) Bioinformatics analyses of methylation sites of CpG island of
NFAT5 promoter showed AP1 binding site was located in CpG island. (C)
Left panel: Luciferase activity of NFAT5 promoter was tested in Huh7 cells
transfected with the plasmid pBlue-HBV treated with 5-Aza-CdR (DNA
methylation inhibitor) for 72 h. Right panel: NFAT5 expression was
measured by RT-qPCR, followed by MSP analysis in the NFAT5 CpG sites
in Huh7 cells treated with 5-Aza-CdR for 72 h. (D) MiR-30e-5p expression
in 10 pairs of tissue were displayed. (E) HBsAg (left panel) and HBeAg
(right panel) of HepG2.2.15 medium was detected by Roche cobas 4000
with technique of electrochemiluminescence immunoassay. (F) MiR-30e-
5p inversely mediated HBx expression and reduced its expression in turn,
both in Hep3B and HepG2.2.15. (G) MiR-30e-5p bound to the MAP4K4
3’UTR at position 3128–3135, as predicted by TargetScan. (H) Wild-type
and mutated MAP4K4 3’UTR sequences were designed for luciferase
reporter assays. (I) The KEGG database showed that MAP4K4 is involved
in the MAPK signaling pathway, inducing c-MYC and the phosphorylation
of ERK1/2. Arrows with 2 transverse lines represent inhibition, and arrows
with +p represent inducing phosphorylation. (J) The c-MYC protein
bound to position -1396 bp~ − 1364 bp of the NFAT5 promoter, as
predicted by ALGGEN PROMO. (K) DARS2 expression in 15 pairs of tissues
with typical difference is shown. *P < 0.05, **P < 0.01, ***P < 0.0001
(PDF 20127 kb)

Additional file 3: Figure S2. (A) Tumors with a diameter ≥ 2 cm had
higher DARS2 expression than did tumors smaller than 2 cm (P = 0.0299).
(B) DARS2 expression was upregulated in patients with HBV infection
compared with that in patients not infected with HBV (P < 0.0001). (C)
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DARS2 expression in HCC patients at different BCLC stages. DARS2
expression in stage 0-A patients was not significantly different from that
in patients in stage B (P = 0.5338) but was lower than that in patients in
stage C (P = 0.004) and stage D (P < 0.0001). Other comparisons not
shown are as follows: P = 0.0145 for stage B vs stage C, P < 0.0001 for
stage B vs stage D, and P = 0.0494 for stage C vs stage D. (D) DARS2 was
associated with HCC cell differentiation. Patients with poor differentiation
had significantly higher DARS2 expression than did patients with
well-differentiated (P < 0.0001) and moderately differentiated (P = 0.0358)
tumors. Patients with moderate differentiation also expressed more
DARS2 than did those with well-differentiated tumors (P = 0.0423). (E)
HCC patients with distal metastasis expressed higher levels of DARS2
than did patients without metastasis (P = 0.0166). (F) Patients with portal
vein invasion had higher DARS2 expression than did patients without
portal vein invasion (P = 0.0011) (PDF 3716 kb)

Abbreviation
3’UTR: 3′ untranslated region; AFP: Alpha-feroprotein; AGE: Agarose gel
electrophoresis; AUC: Area under curve; cDNA: Circle DNA;
ChIP-Seq: Chromatin immunoprecipitation and the next generation of
sequencing; EGFR: Epidermal growth factor receptor; EMT: Epithilial-
mesenchymal transition; FBS: Fetal bovin serum; FCM: Flow cytometry;
HBeAg: Hepatitis B e antigen; HBsAg: Hepatitis B surface antigen; HBV: Hepatitis
B virus; HCC: Hepatocellular carcinoma; HR: Hazard ratio;
IHC: Immunohistochemical staining; KM: Kaplan-Meier survival analysis;
LINEs: Long interspersed nuclear elements; lncRNA: Long non-coding RNA;
MD: Mean of difference; miRNAs: Micro-RNAs; MRC: Mitochrondrial respiratory
chain; NC: Negative control; NFAT5: Nuclear factor of activated T cells 5;
NT: Non-tumor/Para-tumor; OREBP: Osmotic response element binding protein;
PARP: Poly-ADP-ribose polymerase; PMSF: Phenylmethanesulfonyl fluoride; ROC
curve: Receiver operating characteristic curve; RT-qPCR: Real-time quantitative
polymerase chain reaction; SAMe: S-adenosylmethionine; SDS-PAGE: Sodium
dodecyl sulfate polyacrylamide gel electrophoresis; SEM: Standard error of
mean; siRNA: Small interfering RNA; T: Tumor; TG: Transfection group;
TonEBP: Tonicity-responsive enhancer binding protein; VEGF: Vascular
endothelial growth factor; WB: Western blot assay
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Our results showed that HBV suppressed NFAT5 expression by inducing
hypermethylation of the AP1-binding site in the NFAT5 promoter and
inhibiting miR-30e-5p/MAP4K4/DARS2 pathway in hepatoma cells. DARS2, as
a downstream target gene of NFAT5, promoted HCC tumorigenesis by
accelerating cell cycle progression and attenuating cell apoptosis.

Authors’ contributions
Conceived and designed the study: QYL and ZSL. Performed the study: QYL,
QX, CSL, TG, JC, HTW, YTW, YSX, PPL and ZSL. Wrote the paper: QYL and QX.
All authors read and approved the final manuscript. All authors read and
approved the final manuscript.

Competing interests
The authors declare that they have no competing interests.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in published
maps and institutional affiliations.

Author details
1Department of General Surgery, Research Center of Digestive Diseases,
Zhongnan Hospital of Wuhan University, Donghu Road 169, Wuhan 430071,
People’s Republic of China. 2Department of Endocrinology, Zhongnan
Hospital of Wuhan University, Wuhan 430071, People’s Republic of China.

Received: 17 July 2017 Accepted: 9 October 2017

References
1. Xu D, Yang F, Yuan JH, Zhang L, Bi HS, Zhou CC, et al. Long noncoding

RNAs associated with liver regeneration 1 accelerates hepatocyte
proliferation during liver regeneration by activating Wnt/beta-catenin
signaling. Hepatology. 2013;58(2):739–51. doi:10.1002/hep.26361.

2. Kuper C, Beck FX, Neuhofer W. NFAT5-mediated expression of S100A4
contributes to proliferation and migration of renal carcinoma cells. Front
Physiol. 2014;5:293. doi:10.3389/fphys.2014.00293.

3. Chen M, Sastry SK, O'Connor KL. Src kinase pathway is involved in NFAT5-
mediated S100A4 induction by hyperosmotic stress in colon cancer cells.
Am J Physiol Cell Physiol. 2011;300(5):C1155–63. doi:10.1152/ajpcell.00407.
2010.

4. Zhang H, Zhou D, Ying M, Chen M, Chen P, Chen Z, et al. Expression of
long non-coding RNA (lncRNA) small Nucleolar RNA host gene 1 (SNHG1)
exacerbates Hepatocellular carcinoma through suppressing miR-195. Med
Sci Monit. 2016;22:4820–9.

5. Reinehr R, Graf D, Fischer R, Schliess F, Haussinger D. Hyperosmolarity
triggers CD95 membrane trafficking and sensitizes rat hepatocytes toward
CD95L-induced apoptosis. Hepatology. 2002;36(3):602–14. doi:10.1053/jhep.
2002.35447.

6. Takahashi K, Yan I, Haga H, Patel T. Long noncoding RNA in liver diseases.
Hepatology. 2014;60(2):744–53. doi:10.1002/hep.27043.

7. Quagliata L, Matter MS, Piscuoglio S, Arabi L, Ruiz C, Procino A, et al. Long
noncoding RNA HOTTIP/HOXA13 expression is associated with disease
progression and predicts outcome in hepatocellular carcinoma patients.
Hepatology. 2014;59(3):911–23. doi:10.1002/hep.26740.

8. Hao S, Bellner L, Zhao H, Ratliff BB, Darzynkiewicz Z, Vio CP, et al. NFAT5 is
protective against ischemic acute kidney injury. Hypertension. 2014;63(3):
e46–52. doi:10.1161/HYPERTENSIONAHA.113.02476.

9. Lopez-Rodriguez C, Aramburu J, Jin L, Rakeman AS, Michino M, Rao A.
Bridging the NFAT and NF-kappaB families: NFAT5 dimerization regulates
cytokine gene transcription in response to osmotic stress. Immunity. 2001;
15(1):47–58.

10. Hansen DB, Friis MB, Hoffmann EK, Lambert IH. Downregulation of the
taurine transporter TauT during hypo-osmotic stress in NIH3T3 mouse
fibroblasts. J Membr Biol. 2012;245(2):77–87. doi:10.1007/s00232-012-9416-8.

11. Qin Y, Meng L, Fu Y, Quan Z, Ma M, Weng M, et al. SNORA74B gene
silencing inhibits gallbladder cancer cells by inducing PHLPP and
suppressing Akt/mTOR signaling. Oncotarget 2017 doi:10.18632/oncotarget.
15301.

12. Chang L, Yuan Y, Li C, Guo T, Qi H, Xiao Y, et al. Upregulation of SNHG6
regulates ZEB1 expression by competitively binding miR-101-3p and
interacting with UPF1 in hepatocellular carcinoma. Cancer Lett. 2016;383(2):
183–94. doi:10.1016/j.canlet.2016.09.034.

13. Ma P, Wang H, Han L, Jing W, Zhou X, Liu Z. Up-regulation of small
nucleolar RNA 78 is correlated with aggressive phenotype and poor
prognosis of hepatocellular carcinoma. Tumour Biol. 2016. doi:10.1007/
s13277-016-5366-6.

14. Langhendries JL, Nicolas E, Doumont G, Goldman S, Lafontaine DL. The
human box C/D snoRNAs U3 and U8 are required for pre-rRNA processing
and tumorigenesis. Oncotarget. 2016;7(37):59519–34. doi:10.18632/
oncotarget.11148.

15. Zheng R, Yao Q, Ren C, Liu Y, Yang H, Xie G, et al. Upregulation of long
noncoding RNA small Nucleolar RNA host gene 18 promotes
Radioresistance of Glioma by repressing Semaphorin 5A. Int J Radiat Oncol
Biol Phys. 2016;96(4):877-87 doi:10.1016/j.ijrobp.2016.07.036.

16. Li JT, Wang LF, Zhao YL, Yang T, Li W, Zhao J, et al. Nuclear factor of
activated T cells 5 maintained by Hotair suppression of miR-568 upregulates
S100 calcium binding protein A4 to promote breast cancer metastasis.
Breast Cancer Res. 2014;16(5):454. doi:10.1186/s13058-014-0454-2.

17. Martens-Uzunova ES, Hoogstrate Y, Kalsbeek A, Pigmans B, Vredenbregt-van
den Berg M, Dits N, et al. C/D-box snoRNA-derived RNA production is
associated with malignant transformation and metastatic progression in
prostate cancer. Oncotarget. 2015;6(19):17430–44. doi:10.18632/oncotarget.
4172.

18. Wang H, Ferraris JD, Klein JD, Sands JM, Burg MB, Zhou X. PKC-alpha
contributes to high NaCl-induced activation of NFAT5 (TonEBP/OREBP)

Qin et al. Journal of Experimental & Clinical Cancer Research  (2017) 36:148 Page 15 of 16

http://dx.doi.org/10.1002/hep.26361
http://dx.doi.org/10.3389/fphys.2014.00293
http://dx.doi.org/10.1152/ajpcell.00407.2010
http://dx.doi.org/10.1152/ajpcell.00407.2010
http://dx.doi.org/10.1053/jhep.2002.35447
http://dx.doi.org/10.1053/jhep.2002.35447
http://dx.doi.org/10.1002/hep.27043
http://dx.doi.org/10.1002/hep.26740
http://dx.doi.org/10.1161/HYPERTENSIONAHA.113.02476
http://dx.doi.org/10.1007/s00232-012-9416-8
http://dx.doi.org/10.18632/oncotarget.15301
http://dx.doi.org/10.18632/oncotarget.15301
http://dx.doi.org/10.1016/j.canlet.2016.09.034
http://dx.doi.org/10.1007/s13277-016-5366-6
http://dx.doi.org/10.1007/s13277-016-5366-6
http://dx.doi.org/10.18632/oncotarget.11148
http://dx.doi.org/10.18632/oncotarget.11148
http://dx.doi.org/10.1016/j.ijrobp.2016.07.036
http://dx.doi.org/10.1186/s13058-014-0454-2
http://dx.doi.org/10.18632/oncotarget.4172
http://dx.doi.org/10.18632/oncotarget.4172


through MAPK ERK1/2. Am J Physiol Renal Physiol. 2015;308(2):F140–8. doi:
10.1152/ajprenal.00471.2014.

19. Kohler C, Heyer C, Hoffjan S, Stemmler S, Lucke T, Thiels C, et al. Early-onset
leukoencephalopathy due to a homozygous missense mutation in the
DARS2 gene. Mol Cell Probes. 2015;29(5):319–22. doi:10.1016/j.mcp.2015.06.
005.

20. Tzoulis C, Tran GT, Gjerde IO, Aasly J, Neckelmann G, Rydland J, et al.
Leukoencephalopathy with brainstem and spinal cord involvement caused
by a novel mutation in the DARS2 gene. J Neurol. 2012;259(2):292–6. doi:10.
1007/s00415-011-6176-9.

21. Qu S, Yang X, Li X, Wang J, Gao Y, Shang R, et al. Circular RNA: a new star of
noncoding RNAs. Cancer Lett. 2015;365(2):141–8. doi:10.1016/j.canlet.2015.06.003.

22. Zhang Y, Li J, Yu J, Liu H, Shen Z, Ye G, et al. Circular RNAs signature
predicts the early recurrence of stage III gastric cancer after radical surgery.
Oncotarget. 2017. doi:10.18632/oncotarget.15288.

23. Mleczko AM, Bakowska-Zywicka K. When small RNAs become smaller:
emerging functions of snoRNAs and their derivatives. Acta Biochim Pol.
2016;63(4):601–7. doi:10.18388/abp.2016_1330.

24. Guo K, Jin F. NFAT5 promotes proliferation and migration of lung
adenocarcinoma cells in part through regulating AQP5 expression. Biochem
Biophys Res Commun. 2015;465(3):644–9. doi:10.1016/j.bbrc.2015.08.078.

25. Pazienza V, Panebianco C, Andriulli A. Hepatitis viruses exploitation of host
DNA methyltransferases functions. Clin Exp Med. 2016;16(3):265–72. doi:10.
1007/s10238-015-0372-3.

26. Lewis BP, Burge CB, Bartel DP. Conserved seed pairing, often flanked by
adenosines, indicates that thousands of human genes are microRNA
targets. Cell. 2005;120(1):15–20. doi:10.1016/j.cell.2004.12.035.

27. Tian Y, Xiao X, Gong X, Peng F, Xu Y, Jiang Y, et al. HBx promotes cell
proliferation by disturbing the cross-talk between miR-181a and PTEN. Sci
Rep. 2017;7:40089. doi:10.1038/srep40089.

28. Luna JM, Michailidis E, Rice CM. Mopping up miRNA: an integrated HBV
transcript disrupts liver homeostasis by sequestering miR-122. J Hepatol.
2016;64(2):257–9. doi:10.1016/j.jhep.2015.10.023.

29. Lin Y, Deng W, Pang J, Kemper T, Hu J, Yin J, et al. The microRNA-99 family
modulates hepatitis B virus replication by promoting IGF-1R/PI3K/Akt/
mTOR/ULK1 signaling-induced autophagy. Cell Microbiol. 2016. doi:10.1111/
cmi.12709.

30. Wang Y, Wang CM, Jiang ZZ, XJ Y, Fan CG, FF X, et al. MicroRNA-34c targets
TGFB-induced factor homeobox 2, represses cell proliferation and induces
apoptosis in hepatitis B virus-related hepatocellular carcinoma. Oncol Lett.
2015;10(5):3095–102. doi:10.3892/ol.2015.3649.

31. Bhattacharya S, Steele R, Shrivastava S, Chakraborty S, Di Bisceglie AM, Ray
RB. Serum miR-30e and miR-223 as novel noninvasive biomarkers for
Hepatocellular carcinoma. Am J Pathol. 2016;186(2):242–7. doi:10.1016/j.
ajpath.2015.10.003.

32. Feng G, Shi H, Li J, Yang Z, Fang R, Ye L, et al. MiR-30e suppresses
proliferation of hepatoma cells via targeting prolyl 4-hydroxylase subunit
alpha-1 (P4HA1) mRNA. Biochem Biophys Res Commun. 2016;472(3):516-22
doi:10.1016/j.bbrc.2016.03.008.

33. Kojima R, Taniguchi H, Tsuzuki A, Nakamura K, Sakakura Y, Ito M.
Hypertonicity-induced expression of monocyte chemoattractant protein-1
through a novel cis-acting element and MAPK signaling pathways. J
Immunol. 2010;184(9):5253–62. doi:10.4049/jimmunol.0901298.

34. Kleinewietfeld M, Manzel A, Titze J, Kvakan H, Yosef N, Linker RA, et al.
Sodium chloride drives autoimmune disease by the induction of
pathogenic TH17 cells. Nature. 2013;496(7446):518–22. https://doi.org/10.
1038/nature11868.

35. Kuo PY, Leshchenko VV, Fazzari MJ, Perumal D, Gellen T, He T, et al. High-
resolution chromatin immunoprecipitation (ChIP) sequencing reveals novel
binding targets and prognostic role for SOX11 in mantle cell lymphoma.
Oncogene. 2015;34(10):1231–40. https://doi.org/10.1038/onc.2014.44.

36. Wang L, Wang X, Zhao Y, Niu W, Ma G, Yin W, et al. E3 Ubiquitin ligase
RNF126 regulates the progression of tongue cancer. Cancer medicine. 2016;
5(8):2043–7. https://doi.org/10.1002/cam4.771.

37. Wang Y, Deng O, Feng Z, Du Z, Xiong X, Lai J, et al. RNF126 promotes
homologous recombination via regulation of E2F1-mediated BRCA1
expression. Oncogene. 2016;35(11):1363–72. doi:10.1038/onc.2015.198.

38. Mano Y, Takahashi K, Ishikawa N, Takano A, Yasui W, Inai K, et al. Fibroblast
growth factor receptor 1 oncogene partner as a novel prognostic
biomarker and therapeutic target for lung cancer. Cancer Sci. 2007;98(12):
1902–13. doi:10.1111/j.1349-7006.2007.00610.x.

39. Seiferling D, Szczepanowska K, Becker C, Senft K, Hermans S, Maiti P, et al.
Loss of CLPP alleviates mitochondrial cardiomyopathy without affecting the
mammalian UPRmt. EMBO Rep. 2016;17(7):953–64. doi:10.15252/embr.
201642077.

40. Dogan SA, Pujol C, Maiti P, Kukat A, Wang S, Hermans S, et al. Tissue-specific
loss of DARS2 activates stress responses independently of respiratory chain
deficiency in the heart. Cell Metab. 2014;19(3):458–69. doi:10.1016/j.cmet.
2014.02.004.

41. Fu M, Wan F, Li Z, Zhang F. 4SC-202 activates ASK1-dependent
mitochondrial apoptosis pathway to inhibit hepatocellular carcinoma cells.
Biochem Biophys Res Commun. 2016;471(2):267–73. doi:10.1016/j.bbrc.2016.
01.030.

42. Xiao CX, Yang XN, Huang QW, Zhang YQ, Lin BY, Liu JJ, et al. ECHS1 acts as
a novel HBsAg-binding protein enhancing apoptosis through the
mitochondrial pathway in HepG2 cells. Cancer Lett. 2013;330(1):67–73. doi:
10.1016/j.canlet.2012.11.030.

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

Qin et al. Journal of Experimental & Clinical Cancer Research  (2017) 36:148 Page 16 of 16

http://dx.doi.org/10.1152/ajprenal.00471.2014
http://dx.doi.org/10.1016/j.mcp.2015.06.005
http://dx.doi.org/10.1016/j.mcp.2015.06.005
http://dx.doi.org/10.1007/s00415-011-6176-9
http://dx.doi.org/10.1007/s00415-011-6176-9
http://dx.doi.org/10.1016/j.canlet.2015.06.003
http://dx.doi.org/10.18632/oncotarget.15288
http://dx.doi.org/10.18388/abp.2016_1330
http://dx.doi.org/10.1016/j.bbrc.2015.08.078
http://dx.doi.org/10.1007/s10238-015-0372-3
http://dx.doi.org/10.1007/s10238-015-0372-3
http://dx.doi.org/10.1016/j.cell.2004.12.035
http://dx.doi.org/10.1038/srep40089
http://dx.doi.org/10.1016/j.jhep.2015.10.023
http://dx.doi.org/10.1111/cmi.12709
http://dx.doi.org/10.1111/cmi.12709
http://dx.doi.org/10.3892/ol.2015.3649
http://dx.doi.org/10.1016/j.ajpath.2015.10.003
http://dx.doi.org/10.1016/j.ajpath.2015.10.003
http://dx.doi.org/10.1016/j.bbrc.2016.03.008
http://dx.doi.org/10.4049/jimmunol.0901298
https://doi.org/10.1038/nature11868
https://doi.org/10.1038/nature11868
https://doi.org/10.1038/onc.2014.44
https://doi.org/10.1002/cam4.771
http://dx.doi.org/10.1038/onc.2015.198
http://dx.doi.org/10.1111/j.1349-7006.2007.00610.x
http://dx.doi.org/10.15252/embr.201642077
http://dx.doi.org/10.15252/embr.201642077
http://dx.doi.org/10.1016/j.cmet.2014.02.004
http://dx.doi.org/10.1016/j.cmet.2014.02.004
http://dx.doi.org/10.1016/j.bbrc.2016.01.030
http://dx.doi.org/10.1016/j.bbrc.2016.01.030
http://dx.doi.org/10.1016/j.canlet.2012.11.030

	Abstract
	Background
	Methods
	Results
	Conclusion

	Background
	Methods
	Patient samples and clinical data
	Cell culture and transfection
	Real-time quantitative PCR
	Protein extraction and western blot analysis
	ChIP-PCR and ChIP-seq
	Luciferase reporter assay and plasmid construction
	Electrophoresis mobility shift assay (EMSA)
	Quantitative Methylation changes of NFAT5 promoter
	Immunohistochemical staining (IHC)
	Flow cytometry assay for apoptosis and cell cycle
	Statistical analysis

	Results
	NFAT5 is downregulated in HCC, decelerating cell cycle progression and inducing apoptosis
	HBV inhibits NFAT5 expression by inducing hypermethylation of the AP1-binding site in the NFAT5 promoter
	HBV inhibits NFAT5 expression via inhibiting miR-30e-5p
	miR-30e-5p induces NFAT5 expression by suppressing the MAP4K4 signaling pathway
	NFAT5 inhibits HCC tumorigenesis by negatively mediating the target gene DARS2
	DARS2 is strongly upregulated in HCC and is associated with HCC progression
	DARS2 promotes HCC tumorigenesis by accelerating cell cycle progression and attenuating cell apoptosis

	Discussion
	Additional files
	Abbreviation
	Novelty & impact statements
	Authors’ contributions
	Competing interests
	Publisher’s Note
	Author details
	References

