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Long non-coding RNA MEG3 inhibits cervical 
cancer cell growth by promoting degradation 
of P-STAT3 protein via ubiquitination
Jun Zhang1 and Yali Gao2*

Abstract 

Background: Maternally expressed 3 (MEG3) plays an important role in cervical cancer development, but its exact 
role remains unclear. Here, we explored the specific regulatory mechanism of MEG3 and its downstream proteins in 
cervical cancer cells.

Methods: The effect of MEG3 on tumor formation ability of cervical cancer cells was determined in nude mice. The 
direct binding of MEG3 to phosphorylated signal transducer and activator of transcription 3 (P-STAT3) was detected 
by RNA pull-down and RNA-binding protein immunoprecipitation (RIP) assays. Cycloheximide (CHX)-chase and ubiq-
uitination assays were performed to determine the regulatory effect of MEG3 on P-STAT3 ubiquitination. Clone forma-
tion assay and flow cytometry were used to evaluate the effect of the MEG3-STAT3 regulatory axis on cell proliferation 
and apoptosis.

Results: In vivo tumor formation experiments showed that MEG3 inhibited the tumor formation ability of cervical 
cancer cells. RNA pull-down and RIP assays demonstrated that MEG3 bound directly to P-STAT3 protein. CHX-chase 
and ubiquitination assay results showed that MEG3 promoted P-STAT3 degradation via ubiquitination. Clone forma-
tion assay and flow cytometry analysis results revealed that the inhibitory effect of MEG3 on P-STAT3 promoted apop-
tosis and inhibited proliferation of cervical cancer cells.

Conclusion: MEG3 binds to P-STAT3 in cervical cancer cells, resulting in P-STAT3 ubiquitination and degradation and 
apoptosis and inhibition of proliferation of tumor cells. The in-depth elaboration of the MEG3-STAT3 regulatory axis in 
cervical cancer may clarify the mechanism of action of MEG3 and provide new ideas for cervical cancer treatment.
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Background
Cervical cancer is the fourth most common malignancy 
in women. According to the World Health Organiza-
tion (WHO) data, 530,000 new cases of cervical cancer 
are reported every year, and about 250,000 women die 
from cervical cancer worldwide; of these, 80% patients 
belong to developing countries. In China, there are about 
140,000 new cases of cervical cancer every year, and 
about 37,000 deaths are reported [1]. Therefore, there is 

an urgent need to explore the pathogenesis of cervical 
cancer.

Maternally expressed 3 (MEG3) gene is a long non-
coding RNA that regulates gene expression and has been 
shown to have tumor suppressive effects in breast cancer, 
gallbladder cancer, and retinoblastoma [2–4]. Our previ-
ous studies have revealed the decrease in MEG3 expres-
sion in cervical cancer tissues and its close association 
with the prognosis of patients. Upregulation in MEG3 
expression was shown to inhibit the proliferation of cer-
vical cancer cells and promote apoptosis, while MEG3 
downregulation could promote the proliferation of cer-
vical cancer cells and inhibit their apoptosis. The hyper-
methylation of MEG3 gene promoter may result in low 
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expression of MEG3 in cervical cancer, eventually leading 
to the proliferation of malignant cells and decrease in cell 
apoptosis [5–7]. Therefore, the abnormality of the regula-
tory network of MEG3 gene expression is closely related 
to the occurrence and development of cervical cancer. 
However, the regulatory proteins acting downstream of 
MEG3 in cervical cancer cells are unknown, demanding 
further investigation.

To investigate the specific mechanism of action of 
MEG3 in cervical cancer, we evaluated the effect of 
MEG3 on in  vivo tumor formation ability of cervical 
cancer cells through animal experiments and preliminar-
ily clarified the mechanism of the interaction between 
MEG3 and phosphorylated signal transducer and acti-
vator of transcription 3 (P-STAT3) protein by RNA pull-
down, RNA-binding protein immunoprecipitation (RIP), 
cycloheximide (CHX)-chase, and ubiquitination assays.

Materials and methods
Samples
A total of 22 paired cervical cancer tissues and adjacent 
normal tissues were collected from patients who had 
undergone surgery between April 2016 and September 
2016. Patients did not receive any preoperative cancer 
treatments, such as radiotherapy or chemotherapy. All 
tissues were evaluated by two pathologists and was frozen 
in liquid until use. Informed consent was obtained from 
all participating subjects and the study was approved by 
the Ethics Committee of Shenzhen People’s Hospital.

Establishment of cervical cancer cells stably expressing 
high or low level of MEG3
A lentiviral vector carrying MEG3 (MEG3 group) and 
its control lentiviral vector (vector group), as well as a 
lentiviral vector carrying MEG3-specific short-hairpin 
RNA (shRNA; MEG3 shRNA group) and its control len-
tiviral vector (NC shRNA group) were purchased from 
Shanghai GenePharma Co. Ltd. Cell transfection was 
performed according to the lentiviral protocol. Siha or 
HeLa cells in logarithmic growth phase were seeded into 
12-well plates at a density of 0.5 × 105 cells/well, and 40% 
confluent cells were transfected with different groups of 
lentiviral vectors. After screening with puromycin (1 μg/
mL), cervical cancer cells stably expressing high or low 
level of MEG3 were obtained.

In vivo tumor formation
Twenty female NOD/SCID mice, 4–5  weeks old, were 
purchased from the animal center of Sun Yat-sen Univer-
sity and raised under specific pathogen-free (SPF) condi-
tions. Cells from MEG3, vector, MEG3 shRNA, and NC 
shRNA groups were washed with phosphate-buffered 
saline (PBS) and resuspended at a density of 1 × 106 cells/

mL. Mice were randomly divided into four groups and 
subcutaneously injected with 100  μL of cell suspension 
at their lower right flanks. Tumor size was measured 
every 4 days. All mice were sacrificed on day 21. Tumor 
tissues were collected and fixed with 10% paraformalde-
hyde. Paraffin sections of 3-μm thickness were obtained 
and stained and observed under an optical microscope. 
All animal experimental procedures were evaluated and 
approved by the Ethics Committee of Shenzhen People’s 
Hospital.

Cell culture, transient transfection, real‑time quantitative 
polymerase chain reaction (RT‑qPCR), western blotting, cell 
cloning, and flow cytometry
Experimental procedures, reagents, and primers were the 
same as reported in our previous studies [5–7]. P-STAT3, 
STAT3, cleaved caspase-3 and c-MYC antibodies were 
purchased from Cell Signaling Technology (1:1000; Mas-
sachusetts, USA). The pcDNA-STAT3 plasmid mediat-
ing overexpression and its blank control pcDNA-NC and 
siRNAs against STAT3 (si-STAT3) and the nonsense con-
trol (si-NC) were all synthesized by GenePharma (Shang-
hai, China).

Enzyme‑Linked ImmunoSorbent Assay (ELISA)
P-STAT3 concentration in 22 samples of cervical can-
cer tissues and adjacent normal tissues was detected 
by P-STAT3 InstantOne ELISA™ kit (Thermo Scien-
tific, Massachusetts, US), following the manufacturer’s 
instruction. Briefly, the protease inhibitor was added 
into the cervical cancer and adjacent normal tissues and 
then tissues were homogenized. After 30 min of 12,000 r/
min centrifugation, total protein was extracted from the 
supernatant. The 50  mL of sample lysate, lysis mix and 
control lysate was added to microplate wells respectively. 
Then 100  μL of detection reagent was added to each 
assay well. After incubation for 20 min, the absorbance at 
450 nm was measured using an ELISA microplate reader. 
The P-STAT3 level of cervical cancer tissue which relative 
to its pair adjacent normal tissue was calculated.

STAT3 luciferase reporter assay
Siha and Hela cells were transfected with the P-STAT3-
TA-luc plasmids (Beyotime Biotechnology, Shanghai, 
China) using the Lipofectamine 2000 (Invitrogen, Cali-
fornia, US) following the manufacturer’s instruction. 
After transfection for 48  h, Firefly luciferase activi-
ties were assayed using the Luciferase Assay System 
(Promega, WI, USA) according to the manufacturer’s 
instructions.
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Preparation for immunofluorescence examination
Cells were washed with PBS and fixed with 4% para-
formaldehyde at room temperature for 20 min, treated 
with 0.5% Triton X-100 for 20  min, and washed again 
with PBS before treatment with goat serum for 30 min 
at room temperature. The cells were overnight incu-
bated with a primary antibody against P-STAT3 (1:200, 
CST) at 4  °C. Following incubation, the cells were 
washed with PBS and treated with a secondary anti-
body for 2  h in the dark, followed by staining with 
4′,6-diamidino-2-phenylindole (DAPI) for 5  min at 
room temperature. Samples were rinsed with PBS and 
sealed with a mounting medium containing an anti-
quenching agent.

RNA pull‑down assay
The RNA pull-down assay was performed using 
the Pierce™ Magnetic RNA–protein pull-down kit 
(Thermo, MA, USA). MEG3 and its antisense transcript 
were synthesized and purified in vitro and labeled with 
biotin. The experimental procedures were carried out 
according to the manufacturer’s instructions. Briefly, 
3  μg of biotin-labeled RNA was mixed with 1  mg of 
protein extract, and the mixture was incubated with 
Dynabeads Myone Streptavidin T1 beads overnight 
at 4  °C. The RNA–protein complex was subjected to 
sodium dodecyl sulfate polyacrylamide gel electropho-
resis (SDS-PAGE) and silver staining, followed by west-
ern blot analysis.

RIP assay
We performed RIP assay using the Magna RNA-bind-
ing protein immunoprecipitation kit (Thermo, MA, 
USA). The experimental procedures were in accord-
ance with the manufacturer’s instructions. Briefly, 3 μg 
of P-STAT3 and IgG control antibodies were overnight 
incubated with cell lysates at 4  °C. A total of 25  μL of 
protein A/G beads were incubated with the mixture for 
another 2 h. The co-precipitated RNAs were extracted 
for RT-qPCR and 2% agarose gel electrophoresis.

Ubiquitination assay
Cells were transfected with ubiquitin (Ubbiotech, 
Changchun, China) and P-STAT3 plasmids using jet-
PRIME (Polyplus, Strasbourg, France). After 36  h of 
transfection, 20  μM of MG132 (Selleck Chemicals, 
Houston, TX, USA) was added to the medium for 4 h, 
followed by protein extraction for western blot analy-
sis. Cell lysates were immunoprecipitated (IP) with the 
labeled antibodies and overnight incubated at 4 °C. The 
eluted proteins were determined by western blotting.

CHX‑chase assay
CHX-chase assay was performed using CHX (Selleck 
Chemicals), an inhibitor of protein synthesis. The cells 
in each group were mixed with 12.5 μg/mL of CHX and 
the expression of P-STAT3 protein was determined by 
western blot analysis at 0, 3, 6, 12, and 24 h.

Statistical analysis
Statistical analysis of the data was performed using the 
SPSS 19.0 software. Measurement data were expressed 
as mean ± standard error of mean (mean ± SEM), and 
the difference was considered statistically significant at 
P < 0.05.

Results
Effect of MEG3 on the in vivo tumor formation ability 
of cervical cancer cells
Mice were divided into four groups and subcutaneously 
injected with cervical cancer cells from the MEG3, vec-
tor, MEG3 shRNA, or NC shRNA group. The results 
showed that the tumor size was smaller and the tumor 
formation rate was slower in MEG3 group than in vec-
tor group. MEG3 shRNA group had larger subcutane-
ous tumors and faster rate of tumor formation than NC 
shRNA group. The difference was statistically significant 
(Fig. 1a, b, P < 0.05).

The tumor tissues were collected for RT-qPCR and 
MEG3 expression was confirmed to be high in MEG3 
group and low in MEG3 shRNA group (Fig. 1b, P < 0.05). 
The results of immunohistochemistry showed that the 
expression of P-STAT3 and Ki-67 proteins significantly 
decreased and the rate of terminal deoxynucleotidyl 
transferase dUTP nick end labeling (TUNEL)-posi-
tive cells significantly increased in MEG3 group than 
in the control group. On the contrary, the expression 
of P-STAT3 and Ki-67 proteins significantly increased 
and the number of TUNEL-positive cells significantly 
decreased in MEG3 shRNA group (Fig. 1c, P < 0.05). The 
difference was statistically significant. However, there was 
no significant difference in STAT3 expression between 
MEG3 group and the control group, or between MEG3 
shRNA group and the control group (Fig. 1c, P > 0.05).

Mutual regulation between MEG3 and P‑STAT3
We first used ELISA and RT-qPCR to detect the relative 
expression of P-STAT3 and MEG3 in cervical cancer tis-
sues. Then Pearson correlation analysis indicated that the 
expression of MEG3 was negatively correlated with that 
of P-STAT3 in cervical cancer tissues (Fig.  2a, P < 0.01, 
R = − 0.807). Next, we validated it in cervical cancer cell 
lines. The high-level expression of MEG3 in Siha cells 
from MEG3 group was confirmed by RT-qPCR. The 
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expression of MEG3 in HeLa cells from MEG3 shRNA 
group was low, and the difference was statistically signifi-
cant, indicative of the successful establishment of the sta-
ble cell lines following transfection (Fig. 2b, P < 0.05). The 
expression levels of STAT3, P-STAT3, caspase-3, cleaved 
caspase-3, and c-MYC were determined by western blot 

analysis. As a result, the expression of P-STAT3 and 
c-MYC was significantly lower in Siha cells from MEG3 
group than Siha cells from the control group. On the 
other hand, the expression of caspase-3 and cleaved cas-
pase-3 significantly increased in the cells from MEG3 
group. In comparison with the control group of HeLa 

Fig. 1 MEG3 inhibits the tumor formation ability of cervical cancer cells. The rate of tumor formation and tumor size in MEG3 group were 
significantly lower than those in the control group. In contrast, the tumor formation rate and tumor size were significantly higher in MEG3 shRNA 
group than in the control group (a, b). Immunohistochemistry examination of tumors showed that the expression of Ki67 and P-STAT3 proteins 
was significantly lower and the number of TUNEL-positive cells was significantly higher in MEG3 group than in the control group; the expression of 
Ki67 and P-STAT3 proteins was significantly higher and the number of TUNEL-positive cells was significantly lower in MEG3 shRNA group than in the 
control group. The difference of STAT3 expression was not significant. Scale bar = 50 μm (c). *P < 0.05
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cells, MEG3 shRNA group of HeLa cells showed a signifi-
cant decrease in the expression of P-STAT3 and c-MYC 
and a significant increase in the expression of caspase-3 
and cleaved caspase-3 (Fig.  2c). However, the difference 
of STAT3 expression was not significant (Fig.  2c). The 
expression level of P-STAT3 protein was evaluated with 
immunofluorescence. The results showed that the fluo-
rescence intensity was significantly lower in cells from 
MEG3 group than in cells from the control group. The 
fluorescence intensity from HeLa cells in MEG3 shRNA 
group was significantly increased as compared with that 
from the cells in the control group (Fig. 2d).

Furthermore, the expression level of P-STAT3 mRNA 
was evaluated with RT-qPCR. The results showed that 
the difference in STAT3 mRNA between MEG3 group 
and the control group, or between MEG3 shRNA group 
and the control group, was no significant (Fig.  2e, 
P > 0.05). Additionally, we evaluated the effect of MEG3 
on STAT3 gene expression by luciferase assay. But we did 

not observed a significant difference of the luciferase sig-
nal in MEG3 group or in MEG3 shRNA group, compared 
to their control respectively (Fig. 2e, P > 0.05).

Moreover, the results of western blot analysis showed 
that STAT3 expression was high in HeLa cells transfected 
with pcDNA-STAT3 but low in Siha cells transfected 
with siRNA-STAT, indicative of the successful cell trans-
fection (Fig. 2f ). Then RT-qPCR was performed to deter-
mine the expression level of MEG3. The results revealed 
the absence of any significant difference in the expression 
of MEG3 between HeLa cells transfected with pcDNA-
STAT3 and Siha cells transfected with siRNA-STAT3 
(Fig. 2g, P > 0.05).

MEG3 binds directly to P‑STAT3
The bands specific to MEG3 were obtained by RNA pull-
down assay and subjected to western blot analysis for 
protein identification. P-STAT3 protein level was signifi-
cantly higher in MEG3 group than in the antisense group 

Fig. 2 The mutual regulation between MEG3 and P-STAT3. The expression of P-STAT3 and MEG3 in cervical cancer tissues(n = 22)was detected 
by ELISA and RT-qPCR assays. Then Pearson correlation coefficient was calculated (a). RT-qPCR and western blot analysis results showed that 
the expression of P-STAT3 and c-MYC proteins decreased while that of caspase 3 and cleaved caspase 3 increased in Siha cells with high-level 
expression of MEG3. On the contrary, HeLa cells with low-level expression of MEG3 showed an increase in the expression of P-STAT3 and c-MYC 
proteins and a decrease in the expression of caspase 3 and cleaved caspase 3 (b, c). Immunofluorescence results confirmed that P-STAT3 protein 
was highly expressed in the cells from MEG3 group, while its expression was low in the cells from MEG3 shRNA group. Scale bar = 50 μm (d). 
RT-qPCR and luciferase assays showed that MEG3 had no significant effect on STAT3 gene expression (e). RT-qPCR and western blot analysis results 
revealed the absence of any significant change in the expression of MEG3 after upregulation or interference of STAT3 expression in cervical cancer 
cells (f, g). *P < 0.05
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(Fig.  3a). Anti-P-STAT3 (IgG for control) was used for 
RIP assay. Both electrophoresis and RT-qPCR results of 
RIP products showed that anti-P-STAT3 could signifi-
cantly enrich MEG3 (Fig. 3b, P < 0.05).

MEG3 affects ubiquitination and degradation of P‑STAT3 
protein
The cells from MEG3, vector, MEG3 shRNA, and NC 
shRNA groups were treated with CHX, and the expres-
sion level of P-STAT3 protein was determined at 0, 3, 
6, 12, and 24  h. The results showed that the degrada-
tion rate of P-STAT3 protein was significantly higher in 
MEG3 group than in the control group. The degradation 
rate of P-STAT3 protein significantly decreased in MEG3 
shRNA group as compared with the control group. The 
difference was statistically significant (Fig. 3c, d, P < 0.05).

The cells from MEG3, vector, MEG3 shRNA, and NC 
shRNA groups were treated with MG132 or 3-MA. The 
difference in P-STAT3 protein expression was deter-
mined by western blot analysis. The results revealed the 
absence of any significant change in the expression of 
P-STAT3 protein between MEG3 + MG132 (+) group 
and vector + MG132 (+) group, suggesting that MG132 
affected the regulatory effect of MEG3 on P-STAT3 

protein. In comparison with vector + MG132 (+) group, 
MEG3 + 3-MA (+) group showed a significant increase 
in the expression of STAT3 protein, suggesting that 
3-MA had no significant effect on the regulation of 
P-STAT3 protein by MEG3 (Fig. 3e).

Ubiquitination assay results suggested that P-STAT 
protein ubiquitination significantly increased in MEG3-
overexpressing cells as compared with the control cells, 
whereas P-STAT protein ubiquitination significantly 
reduced in the cells exhibiting low expression of MEG3 
(Fig. 3f ).

P‑STAT3 protein is a functional protein downstream 
of MEG3
To investigate whether the effects of MEG3 on the prolif-
eration and apoptosis of cervical cancer cells are exerted 
through the regulation of P-STAT3 protein expres-
sion, cells were treated with niclosamide, an inhibitor of 
STAT3 protein phosphorylation. Cervical cancer cells 
were divided into MEG3 shRNA + dimethyl sulfoxide 
(DMSO) group, MEG3 shRNA + niclosamide group, 
NC shRNA + DMSO group, and NC shRNA + niclosa-
mide group. The expression level of P-STAT3 protein 
was determined by western blot analysis. As a result, 

Fig. 3 MEG3 promotes the degradation of P-STAT3 via ubiquitination. The RNA pull-down assay results suggest that MEG3 may bind to P-STAT3 
protein (a). The results of RIP assay suggest that P-STAT3 protein may enrich MEG3 (b). CHX-chase assay results suggest that MEG3 may promote 
P-STAT3 protein degradation (c, d). All groups of cells were treated with 20 μM of an ubiquitination inhibitor MG132 for 4 h or 5 mM of an 
autophagy inhibitor 3-methyladenine (3-MA, Selleck Chemicals) for 2 h, followed by western blot analysis to determine changes in P-STAT3 
expression (e). Ubiquitination assay was used to detect P-STAT3 ubiquitination (f) in all groups of cells. *P < 0.05



Page 7 of 10Zhang and Gao  Cancer Cell Int          (2019) 19:175 

we found that the level of P-STAT3 protein significantly 
decreased in NC shRNA + niclosamide group as com-
pared with NC shRNA + DMSO group, indicating that 
niclosamide effectively inhibited STAT3 phosphoryla-
tion (Fig. 4a). The level of P-STAT3 protein significantly 
decreased in MEG3 shRNA + niclosamide group as com-
pared with MEG3 shRNA + DMSO group, suggesting 
that niclosamide could antagonize the stabilization of 
P-STAT3 protein by MEG3 shRNA (Fig. 4a).

The changes in the cellular functions were evaluated. 
Clone formation assay suggested that the number of 
clones formed by cells from MEG3 shRNA + niclosamide 
group was significantly lower than that formed by cells 
from MEG3 shRNA + DMSO group (Fig. 3b, d, P < 0.05). 
Flow cytometry results showed that the ratio of early 
apoptotic cells in MEG3 shRNA + niclosamide group 
was significantly higher than the ratio of apoptotic cells 

in MEG3 shRNA + DMSO group (Fig. 3c, e, P < 0.05). The 
difference was statistically significant.

Discussion
We have previously demonstrated that MEG3 expres-
sion is low in cervical cancer tissues and is closely related 
to the prognosis of patients. In  vitro study results have 
shown that the low expression of MEG3 may lead to 
the malignant proliferation of cervical cancer cells. The 
close correlation between MEG3 expression and cervical 
cancer was confirmed at tissue and cellular levels [5–7]. 
However, the inhibition of cervical cancer cell growth 
by MEG3 expression has not been validated in ani-
mal experiments, and its specific downstream proteins 
and mechanism of action are still unclear. Therefore, 
this study aimed to explore the mechanism of action of 
MEG3 in cervical cancer based on our previous studies.

Fig. 4 The effect of the MEG3-STAT3 regulatory axis on the proliferation and apoptosis of cervical cancer cells. Cells were treated with nifuroxazide 
(STAT3 phosphorylation inhibitor, Selleck Chemicals) at a final concentration of 20 mM in dimethyl sulfoxide (DMSO). Western blot analysis of 
P-STAT3 protein expression suggested that nifuroxazide may effectively decrease the level of P-STAT3 protein and reverse the regulation of P-STAT3 
protein by MEG3 shRNA (a). The clone formation experiment results suggest that nifuroxazide may reverse the effect of MEG3 shRNA on the 
promotion of the proliferation of cervical cancer cells (b, d). Flow cytometry results indicate that nifuroxazide may reverse the effect of MEG3 shRNA 
on the inhibition of apoptosis of cervical cancer cells (c, e). *P < 0.05
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We performed a tumor formation experiment in nude 
mice and found that MEG3 could significantly inhibit the 
growth of cervical cancer cells in nude mice. Immunohis-
tochemistry (Ki67) and TUNEL assay results also con-
firmed that MEG3 expression was negatively correlated 
with the proliferative activity of tumor cells and positively 
correlated with the apoptosis of tumor cells. The above 
results indicate that MEG3 may inhibit the proliferation 
of cervical cancer cells in nude mice, and the results of 
animal experiments were consistent with our previous 
results of cellular experiments [5].

STATs are the downstream effectors of cytokine and 
growth factor receptors and bind to specific DNA pro-
moters in the nucleus and regulate the expression of 
related genes [8]. Of the seven STAT family members in 
mammals, STAT3 has been identified as an oncogene. It 
is a transcription factor closely related to tumor prolif-
eration, differentiation, apoptosis, invasion, and metas-
tasis [9, 10]. For example, STAT-3 activation counteracts 
the effects of STAT-1 on p21 and p27 expression and 
activates a survival MAPK and AKT-dependent path-
way which inhibits the occurrence of autophagy in pan-
creatic cancer cells [11]. Recent studies have confirmed 
the overexpression of STAT3 in cervical cancer tissues 
and its close relationship with human papillomavirus 
(HPV) infection, tumor metastasis, and poor prognosis 
of patients. STAT3 is an important oncogene in cervi-
cal cancer occurrence [12–14]. Although the specific 
mechanism of the aberrant activation of STAT3 is not 
well understood, it may be related to the abnormal regu-
lation of STAT3 by non-coding RNAs [15, 16]. We ana-
lyzed the role of MEG3 and STAT3 in cervical cancer and 
found that these two proteins have overlapping functions 
in HPV infection and lymphatic metastasis. Therefore, 
whether there is a regulatory relationship between the 
MEG3 and STAT3 has aroused our interest.

We first analyzed whether MEG3 regulated STAT3 
gene transcription by RT-qPCR. The results suggested 
that MEG3 had no significant effect on STAT3 transcrip-
tion. Similarly, Western Blot and Luciferase assays also 
showed that MEG3 had no significant effect on the level 
of STAT3 protein. However, Western Blot indicated that 
MEG3 had regulatory effect on the P-STAT3 level. We 
also analyzed whether STAT3 protein regulates MEG3 
transcription by RT-qPCR, and got negative results. 
These mean that MEG3 maybe only regulate the phos-
phorylation modification of STAT3 protein.

Based on this, we examined the expression of STAT3 
and MEG3 in cervical cancer tissues and found a nega-
tive correlation between them. Then we examined the 
level of P-STAT3 protein in the tumor tissues in the 
tumor formation experiment and found that the expres-
sion of P-STAT3 protein was significantly decreased in 

MEG3 group. It was also confirmed that MEG3 could 
decrease the level of P-STAT3 protein in cervical cancer 
cell lines. These observations indicate that MEG3 may 
regulate P-STAT3 protein level and that P-STAT3 pro-
tein may act downstream of MEG3. We also analyzed 
whether P-STAT3 exerted feedback regulation of MEG3 
and found that P-STAT3 had no obvious regulatory effect 
on MEG3 expression. Therefore, we performed the sub-
sequent studies on the regulation of proteins by MEG3.

Studies have confirmed that MEG3 may directly bind 
to proteins and affect their stability [17]. Whether MEG3 
directly binds to P-STAT3 protein to affect its stability is 
questionable. Through RNA pull-down and RIP assays, 
we confirmed that MEG3 could directly bind to P-STAT3 
protein in cervical cancer cell lines and exert its regula-
tory effect. Whether the binding of MEG3 to P-STAT3 
affect the stability of P-STAT3 protein (to achieve its 
regulatory function) was unknown. We treated all the 
groups of cells with CHX to block cell protein synthesis 
and determined P-STAT3 protein expression at 0, 3, 6, 
12, and 24 h. The results showed that MEG3 could pro-
mote the degradation of P-STAT3 protein. To clarify the 
mechanism underlying MEG3-mediated degradation of 
P-STAT3, we treated cervical cancer cells with MG132 
or 3-MA to block protein degradation via ubiquitination 
or autophagy, respectively, and performed western blot 
analysis to determine the difference in P-STAT3 expres-
sion among all the groups of cells. The results suggested 
that the ubiquitination inhibitor MG132 could signifi-
cantly attenuate the degradation of P-STAT3 protein by 
MEG3, while the autophagy pathway inhibitor 3-MA had 
no significant effect on MEG3-mediated degradation of 
P-STAT3 protein. We performed ubiquitination assay to 
confirm that MEG3 could promote the ubiquitination 
of P-STAT3. The above experiments demonstrate that 
MEG3 may directly bind to P-STAT3 protein and pro-
mote its degradation via ubiquitination, thereby regulat-
ing its expression.

To determine whether the regulation of P-STAT3 
protein by MEG3 affects the proliferation and apopto-
sis of cervical cancer cells, we reversed the regulation 
of P-STAT3 protein by MEG3 using a STAT3 protein 
phosphorylation inhibitor niclosamide. As a result, the 
promotion of proliferation and inhibition of apoptosis 
of cervical cancer cell lines by MEG3 shRNA were sig-
nificantly attenuated through the antagonizing effect of 
niclosamide. These results suggest that MEG3 may exert 
its effect of inhibition of cell proliferation and promo-
tion of cell apoptosis by affecting the stability of P-STAT3 
protein.

In addition, accumulating evidence suggests the tran-
scription level of c-Myc gene are drastically increased 
by JAK/STAT3 signal pathway. STAT3 can bind to 
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C-MYC gene promoter and due to the active c-Myc 
overexpression [18–20]. Similarly, we found that 
MEG3 can regulate the level of P-STAT3 and c-Myc 
simultaneously in cervical cancer cells, indicating that 
MEG3 might regulate the expression of c-Myc through 
P-STAT3 indirectly. More importantly, recent stud-
ies suggest that c-Myc can be a promising therapeutic 
target molecule among Myc family in terms of the bio-
logical characteristics of cancer stem-like cells [18–20]. 
That means MEG3, as an upstream regulator of c-Myc, 
also has broad prospects in the biological treatment of 
cervical cancer.

Conclusions
In conclusion, MEG3 may bind to P-STAT3 protein 
to promote its degradation via ubiquitination, thereby 
inhibiting cell proliferation and affecting the develop-
ment of cervical cancer. The in-depth study of this 
mechanism of action may provide a new research direc-
tion for targeted therapy of cervical cancer.

Abbreviations
MEG3: maternally expressed 3; P-STAT3: phosphorylated signal transducer and 
activator of transcription 3; RIP: RNA-binding protein immunoprecipitation; 
CHX: cycloheximide; HPV: human papillomavirus.

Acknowledgements
Not applicable.

Authors’ contributions
ZJ and GYL researched conception and design. ZJ analyzed data and inter-
pretation. GYL analyzed statistically. ZJ and GYL drafted the manuscript. Both 
authors read and approved the final manuscript.

Funding
The Project Supported by Guangdong Natural Science Foundation (Grant No. 
2018A0303100021), Shenzhen Science and Technology Plan Project (Grant No. 
JCYJ20170307095222274), Researcher Cultivation Project of Shenzhen People’s 
Hospital (Grant No. SYKYPY201927) and Health and Family Commission of 
Shenzhen Municipality Foundation (Grant No. SZBC2017002).

Availability of data and materials
All data generated or analysed during this study are included in this published 
article.

Ethics approval and consent to participate
Use of patient tissue samples and nude mice were approved by Ethics Com-
mittee of Shenzhen People’s Hospital.

Consent for publication
Not applicable.

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

Author details
1 Department of Obstetrics and Gynecology, The Second Clinical Medical Col-
lege (Shenzhen People’s Hospital), Jinan University, Shenzhen 518020, People’s 
Republic of China. 2 Department of Ophthalmology, The Second Clinical Medi-
cal College (Shenzhen People’s Hospital), Jinan University, Shenzhen 518020, 
People’s Republic of China. 

Received: 27 December 2018   Accepted: 26 June 2019

References
 1. Bray F, Ferlay J, Soerjomataram I, Siegel RL, Torre LA, Jemal A. Global 

cancer statistics 2018: GLOBOCAN estimates of incidence and mor-
tality worldwide for 36 cancers in 185 countries. CA Cancer J Clin. 
2018;68(6):394–424.

 2. Cui X, Yi Q, Jing X, Huang Y, Tian J, Long C, Xiang Z, Liu J, Zhang C, 
Tan B, Li Y, Zhu J. Mining prognostic significance of MEG3 in human 
breast cancer using bioinformatics analysis. Cell Physiol Biochem. 
2018;50(1):41–51.

 3. Jin L, Cai Q, Wang S, Wang S, Mondal T, Wang J, Quan Z. Long noncod-
ing RNA MEG3 regulates LATS2 by promoting the ubiquitination of 
EZH2 and inhibits proliferation and invasion in gallbladder cancer. Cell 
Death Dis. 2018;9(10):1017.

 4. Gao Y, Huang P, Zhang J. Hypermethylation of MEG3 promoter cor-
relates with inactivation of MEG3 and poor prognosis in patients with 
retinoblastoma. J Transl Med. 2017;15(1):268.

 5. Zhang J, Yao T, Wang Y, Yu J, Liu Y, Lin Z. Long noncoding RNA MEG3 
is downregulated in cervical cancer and affects cell proliferation and 
apoptosis by regulating miR-21. Cancer Biol Ther. 2016;17(1):104–13.

 6. Zhang J, Lin Z, Gao Y, Yao T. Downregulation of long noncoding RNA 
MEG3 is associated with poor prognosis and promoter hypermethyla-
tion in cervical cancer. J Exp Clin Cancer Res. 2017;36(1):5.

 7. Zhang J, Yao T, Lin Z, Gao Y. Aberrant methylation of MEG3 functions 
as a potential plasma-based biomarker for cervical cancer. Sci Rep. 
2017;7(1):6271.

 8. Haura EB, Turkson J, Jove R. Mechanisms of disease: insights into 
theemerging role of signal transducers and activators of transcription 
in cancer. Nat Clin Pract Oncol. 2005;2(6):315–24.

 9. Bromberg JF, Wrzeszczynska MH, Devgan G, Zhao Y, Pestell RG, Alba-
nese C, Darnell JE Jr. Stat3 as an oncogene. Cell. 1999;98(3):295–303.

 10. Lv D, Li Y, Zhang W, Alvarez AA, Song L, Tang J, Gao WQ, Hu B, Cheng 
SY, Feng H. TRIM24 is an oncogenic transcriptional co-activator of 
STAT3 in glioblastoma. Nat Commun. 2017;8(1):1454.

 11. Vitale G, Zappavigna S, Marra M, Dicitore A, Meschini S, Condello M, 
Arancia G, Castiglioni S, Maroni P, Bendinelli P, Piccoletti R, van Koets-
veld PM, Cavagnini F, Budillon A, Abbruzzese A, Hofland LJ, Caraglia 
M. The PPAR-γ agonist troglitazone antagonizes survival pathways 
induced by STAT-3 in recombinant interferon-β treated pancreatic 
cancer cells. Biotechnol Adv. 2012;30(1):169–84.

 12. Das R, Bhattacharya K, Samanta SK, Pal BC, Mandal C. Improved 
chemosensitivity in cervical cancer to cisplatin: synergistic activity of 
mahanine through STAT3 inhibition. Cancer Lett. 2014;351(1):81–90.

 13. Shishodia G, Verma G, Srivastava Y, Mehrotra R, Das BC, Bharti AC. 
Deregulation of microRNAs Let-7a and miR-21 mediate aberrant STAT3 
signaling during human papillomavirus-induced cervical carcinogen-
esis: role of E6 oncoprotein. BMC Cancer. 2014;14:996.

 14. Walch-Rückheim B, Pahne-Zeppenfeld J, Fischbach J, Wickenhauser 
C, Horn LC, Tharun L, Büttner R, Mallmann P, Stern P, Kim YJ, Bohle RM, 
Rübe C, Ströder R, Juhasz-Böss I, Solomayer EF, Smola S. STAT3/IRF1 
pathway activation sensitizes cervical cancer cells to chemotherapeu-
tic drugs. Cancer Res. 2016;76(13):3872–83.

 15. Fan Z, Cui H, Yu H, Ji Q, Kang L, Han B, Wang J, Dong Q, Li Y, Yan Z, Yan 
X, Zhang X, Lin Z, Hu Y, Jiao S. MiR-125a promotes paclitaxel sensitivity 
in cervical cancer through altering STAT3 expression. Oncogenesis. 
2016;5:e197.

 16. Chen ZZ, Huang L, Wu YH, Zhai WJ, Zhu PP, Gao YF. LncSox4 promotes 
the self-renewal of liver tumour-initiating cells through Stat3-mediated 
Sox4 expression. Nat Commun. 2016;7:12598.

 17. Zhu J, Liu S, Ye F, Shen Y, Tie Y, Zhu J, Wei L, Jin Y, Fu H, Wu Y, Zheng 
X. Long noncoding RNA MEG3 interacts with p53 protein and 
regulates partial p53 target genes in hepatoma cells. PLoS ONE. 
2015;10(10):e0139790.

 18. Ishikawa Y, Onoyama I, Nakayama KI, Nakayama K. Notch-dependent 
cell cycle arrest and apoptosis in mouse embryonic fibroblasts lacking 
Fbxw7. Oncogene. 2008;27(47):6164–74.



Page 10 of 10Zhang and Gao  Cancer Cell Int          (2019) 19:175 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your research ?  Choose BMC and benefit from: 

 19. Cheng Y, Li G. Role of the ubiquitin ligase Fbw7 in cancer progression. 
Cancer Metastasis Rev. 2012;31(1–2):75–87.

 20. Yoshida GJ. Emerging roles of Myc in stem cell biology and novel tumor 
therapies. J Exp Clin Cancer Res. 2018;37(1):173.

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


	Long non-coding RNA MEG3 inhibits cervical cancer cell growth by promoting degradation of P-STAT3 protein via ubiquitination
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusion: 

	Background
	Materials and methods
	Samples
	Establishment of cervical cancer cells stably expressing high or low level of MEG3
	In vivo tumor formation
	Cell culture, transient transfection, real-time quantitative polymerase chain reaction (RT-qPCR), western blotting, cell cloning, and flow cytometry
	Enzyme-Linked ImmunoSorbent Assay (ELISA)
	STAT3 luciferase reporter assay
	Preparation for immunofluorescence examination
	RNA pull-down assay
	RIP assay
	Ubiquitination assay
	CHX-chase assay
	Statistical analysis

	Results
	Effect of MEG3 on the in vivo tumor formation ability of cervical cancer cells
	Mutual regulation between MEG3 and P-STAT3
	MEG3 binds directly to P-STAT3
	MEG3 affects ubiquitination and degradation of P-STAT3 protein
	P-STAT3 protein is a functional protein downstream of MEG3

	Discussion
	Conclusions
	Acknowledgements
	References




