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RBMS1 promotes gastric cancer metastasis through autocrine
IL-6/JAK2/STAT3 signaling
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Metastasis is the most important reason for the poor prognosis of gastric cancer (GC) patients, and the mechanism urgently needs
to be clarified. Here, we explored a prognostic model for the estimation of tumor-associated mortality in GC patients and revealed
the RNA-binding protein RBMS1 as a candidate promoter gene for GC metastasis by analyzing GOBO and Oncomine high-
throughput sequencing datasets for 408 GC patients. Additionally, RBMS1 was observed with overexpression in 85 GC patient
clinical specimens by IHC staining and further be verified its role in GC metastasis via inducing EMT process both in in vitro and
in vivo experiments. Moreover, we identified that IL-6 was predicted to be one of the most significant upstream cytokines in the
RBMS1 overexpression gene set based on the Ingenuity Pathway Analysis (IPA) algorithm. Most importantly, we also revealed that
RBMS1 could promote migration and invasion through IL6 transactivation and JAK2/STAT3 downstream signaling pathway
activation by influencing histone modification in the promoter regions after binding with the transcription factor MYC in the HGC-
27 and SGC-7901 GC cell lines. Hence, we shed light on the potential molecular mechanisms of RBMS1 in the promotion of GC
metastasis, which suggests that RBMS1 may be a potential therapeutic target for GC patients.
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INTRODUCTION
Gastric cancer (GC) is one of the most common malignant diseases
and a leading cause of cancer death worldwide; moreover, its
mortality rate is increasing [1]. Although the clinical outcomes of
early GC have improved due to early detection and curative
resection, the prognosis of the advanced disease remains poor.
Most advanced GC patients die because of tumor recurrence or
metastasis [2, 3]. Unfortunately, the mechanisms involved in GC
metastasis have not been fully clarified, which hampers the
development of anticancer therapy. Hence, it is necessary to
explore effective metastatic biomarkers and potential therapeutic
targets to improve the long-term survival of advanced GC
patients.
GC metastasis is a biological cascade that requires a multitude

of genetic interactions [2]. Research progress on the GC
metastatic mechanism has provided valuable knowledge for
explaining this complex process [4]. Nevertheless, several
fundamental questions concerning the mechanisms of GC
metastasis remain unclear due to the complexity and biological
nature of this process. MYC is an oncogene involved in cell cycle
regulation, cell growth arrest, and cell adhesion function in GC
[5–7]. A member of the MYC single-strand binding protein (MSSP)
family, RNA-binding motif, single-stranded-interacting protein
(RBMS) contributes to the regulation of DNA replication,
transcription, apoptosis, and cell cycle progression by interacting

with the c-Myc protein [8, 9]. In mammals, the RBMS family
consists of 3 members termed RBMS1, RBMS2, and RBMS3. It has
been reported that RBMS3 plays a tumor suppressor role by
downregulating c-Myc and β-catenin [10]; low expression of
RBMS3 predicts a poor prognosis in patients with GC and
esophageal squamous cell carcinoma [11, 12]. However, the
function and regulation of RBMS1 in GC and its relationship with
clinicopathological features remain to be elucidated. The
potential involvement of RBMS1 in GC metastasis and the related
mechanisms still need to be investigated.
As the most prevalent mechanism of GC metastasis, immune

regulation has been shown to play important roles in this process
and has been widely studied in recent years [13]. IL-6 is a
pleiotropic cytokine involved in immune regulation that interacts
with IL-6R and activates the Janus kinase/signal transducer and
activator of transcription 3 (JAK/STAT3) downstream signaling
pathway [14]. Multiple studies have reported that IL-6 is involved
in the progression and metastasis of a variety of tumors, including
cervical, prostate, lung, breast, and ovarian cancers, through
autocrine secretion [15–19]. Most importantly, higher serum IL-6
levels are an independent predictor of a poor prognosis in GC; GC
cells can secrete IL-6 and promote tumor growth, development,
and migration [20, 21]. Nevertheless, the definite role of the
autocrine loop of IL-6 in RBMS1-mediated GC metastasis has not
yet been studied.
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In this study, we found that RBMS1 predicts poor clinical
outcomes in GC based on publicly available databases and GC
tissue samples from our clinical cancer center. Furthermore, we
provided new insights into RBMS1-mediated GC metastasis for the
first time and explored the molecular mechanism underlying GC
metastasis: RBMS1 promotes GC metastasis as a core gene
through the autocrine IL-6/JAK2/STAT3 signaling pathway via
cytokine transactivation by influencing histone modification in
promoter regions.

MATERIALS AND METHODS
In silico analysis
Gene expression levels were normalized as log2 values in the GeneSpring
software (Agilent Technologies, Palo Alto, CA, USA). Genes that were
upregulated or downregulated with a greater than twofold change in the
RBMS1 overexpression group compared with the vector control group
were collected. We further performed computational simulation by using
Ingenuity Pathway Analysis (IPA; QIAGEN, Valencia, CA, USA) online tools to
predict potential upstream regulators and canonical pathways. Pathway
analysis was performed with the genes and proteins with a >2.0-fold
change in expression and an activation z score of over 2.0 compared with
vector control cells identified from the microarray and proteomics data.

Cell lines, culture conditions, and cell transfection
The GC cell lines MGC-803, BGC-823, and SGC-7901 were kindly provided
by Dr. Liu (China Medical University), and other GC cell lines were
purchased from Shanghai Institute of Biochemistry and Cell Biology,
Chinese Academy of Sciences (Shanghai, China). All these GC cell lines had
no mycoplasma contamination and were grown in RPMI-1640 medium
(Gibco; Thermo Fisher Scientific) containing 10% fetal bovine serum (FBS),
penicillin (10 U/mL), and streptomycin (100mg/mL) in a humidified
atmosphere of 5% CO2 at 37 °C. Cells showing a viability >98% were used
for experiments.

Construction of stable RBMS1 knockdown or overexpression
cell lines
To obtain stable cells with RBMS1 knockdown or overexpression, RBMS1-
RNAi lentiviral vectors and human RBMS1 vectors were constructed by
GeneChem Co., Ltd. (Shanghai, China) using the vectors GV248 and GV287,
respectively. Then, specific lentiviruses (namely, LV-RBMS1 shRNA and LV-
RBMS1) were generated and harvested after 293T cells were transfected
with the vector and cultured for 48 h. To establish the stable cell line, the
RBMS1-RNAi lentivirus was transfected into SGC-7901 and HGC-27 cells at a
multiplicity of infection (MOI) of 10. After 72 h, the transfection efficiency
was observed through a fluorescence microscope (BX61, Olympus, Japan),
and RBMS1 expression was determined through Western blot analysis.
Cells transfected with lentivirus with empty vectors were used as controls.

Cell viability assays
The cell suspension containing HGC-27 cells was cultured on a 96-well
plate at a concentration of 2 × 105/mL, and that containing SGC-7901 cells
was cultured at a concentration of 5 × 104/mL. The above cells were
divided into 4 groups consisting of a blank group, a negative control
group, and experimental groups with knockdown or overexpression of
RBMS1. Cell-free medium alone was used for the blank group. Each group
was tested three times. After the specified incubation time (0, 24, 48, and
72 h), 20 µL of MTT solution (5 mg/mL) was added to each well, and the
mixture was gently shaken and incubated at 37 °C and 5% CO2 for 4 h.
Then, each well was aspirated with a vacuum aspirator, and 200 µL of
dimethyl sulfoxide (DMSO) solution was added. The 96-well plate was
shaken for 10min on a horizontal shaker. The OD value at 570 nm was
measured using a microplate reader, and cell viability was calculated
according to the following formula: relative cell activity= (OD570
measurement−OD570 blank)/(OD570 control−OD570 blank) × 100%.

Migration and invasion assays
Cell migration was measured using Transwell chambers with 8.0-µm pore
size membranes (Corning, New York, NY). GC cells transfected with
lentivirus were seeded into each upper chamber, and 500 μL of the

medium in 2.5% FBS was added to each lower chamber of 24-well culture
dishes. After 24 h of incubation, the non-migrated cells in the upper
chamber were carefully removed with a cotton swab. Then, the migrated
cells on the outer side of the membrane were fixed with 4% formaldehyde
for 15min and stained with a 0.1% Giemsa stain solution. The number of
migrated cells was counted in five different fields and imaged under a
microscope at ×20 magnification.
The cell invasion assay was performed using Matrigel invasion chambers

(BD Biosciences). A total of 50 µg of 10% Matrigel (Corning Inc., New York,
NY, USA) was used to coat each upper chamber. GC cells that were
transfected with siRNA in a serum-free medium were added to each upper
chamber. RPMI 1640 supplemented with 10% FBS was added to each
lower chamber. After incubation for 48 h at 37 °C, the membrane facing the
lower chamber containing invaded cells was gently removed and mounted
on a glass slide. The subsequent steps for fixation, staining, and
enumeration of cell numbers were the same as those described above.
For interleukin-6 (IL-6) or IL-6 antibody treatment, cells were cultured in

a medium containing 200 ng/mL IL-6 (R&D Systems, MN, USA) or 400 µg/
mL IL-6 neutralizing antibody (R&D Systems, MN, USA).

Wound healing assays
The scratch wound healing assay was performed 24 h after cell
transfection. HGC-27 and SGC-7901 cells were seeded in a six-well plate
until they were confluent, and a 200-μL pipette tip was used to scrape a
straight line. Then, the cells were incubated with a fresh medium without
FBS for 24 h. Images were captured 0 and 24 h after scratching. ImageJ
software was used to analyze and quantify the blank area. All experiments
were repeated three times, and statistical analysis was conducted.

Western blot assay
Total protein was extracted using radioimmunoprecipitation assay lysis
buffer (Beyotime Biotechnology, Nanjing, China) according to the
manufacturer’s instructions. Then, the extracted protein was mixed with
3× loading buffer and boiled at 95 °C for 5 min. Western blotting was
performed as described in our previous study [10]. In brief, the samples
were subjected to electrophoresis in an 8% SDS-polypropylene gel at a
concentration of 30–50 µg/lane for 3 h and then transferred to a
nitrocellulose membrane. After blocking with 5% skim milk for 1 h, the
transfer membrane was cut according to the molecular weight of the
prestained marker. The membrane was incubated with the indicated
primary and secondary antibodies, and the proteins were visualized by an
enhanced ECL kit (Beyotime Biotechnology, Nanjing, China). GAPDH was
tested as a loading control in the same sample panel. The densitometric
results were analyzed with the ImageJ software (Bethesda, MD, USA). The
primary and secondary antibodies are listed in Table S1.

Total RNA extraction and real-time PCR
Total cellular RNA was extracted using TRIzol (Invitrogen, Carlsbad, CA,
USA) according to the TRIzol reagent instructions, and all operations were
performed on ice. RNA was extracted and reverse transcribed into cDNA
according to the PrimeScript® RT Reagent Kit with gDNA Eraser (Takara,
Japan) protocol. The SYBR® Premix Ex TaqTM II method was used to detect
relative mRNA expression. GAPDH was used as the internal reference. The
primer sequences were as follows: RBMS1: forward, 5’-AAGGTCACTAA
GCAGCACAAT-3’, reverse, 5’-CACGACTTGTACCACTGGAATCAC-3; IL-6: for-
ward, 5ʹ-TCTCCACAAGCGCCTTCG-3ʹ, reverse, 5ʹ-CTCAGGGCTGAGATGCC
G-3ʹ; and 18S: forward, 5’-CCCGGGGAGGTAGTGACGAAAAAT-3’, reverse,
5’-CGCCCGCCCGCTCCCAAGAT-3’. The relative mRNA expression levels of
RBMS1 and IL-6 were estimated by the ΔΔCt method and normalized to an
18S internal control.

Enzyme-linked immunosorbent assay (ELISA)
The protein level of IL-6 derived from the cell culture supernatant was
measured by an IL-6 ELISA kit (R&D Systems, MN, USA) according to the
manufacturer’s instructions.

Luminex
Cytokines derived from cell culture supernatants were measured using a
human magnetic Luminex assay according to the manufacturer’s
instructions (LXSAHM-09hMag Luminex Assay; R&D Systems, Minneapolis,
MN, USA).
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Patients and tissue samples
A total of 85 GC tissues and paired adjacent noncancerous gastric
formalin-fixed, paraffin-embedded (FFPE) tissues (not less than 20 mm
away from GC) specimens surgically resected from primary GC patients
were obtained from the First Hospital of China Medical University
between Apr 1, 2017 and Sep 31, 2017. Key inclusion criteria: GC patients
who have received a radical gastrectomy and D2 node dissection for GC;
Key exclusion criteria: patients with secondary malignant tumors. Age, sex,
and pathological tumor–node–metastasis (pTNM) stage were evaluated
following medical charts and pathology records. pTNM stage was
examined according to the Eighth Edition of the American Joint
Committee on Cancer (AJCC) cancer staging manual. All research
involving human participants was approved by the Ethics Committee of
China Medical University (Protocol: AF-SOP-07-1.1-01). Written informed
consent was obtained from all the participants in accordance with the
Helsinki Declaration.

Immunohistochemistry (IHC)
The expression of RBMS1 was detected using the IHC staining method. All
sections were stained following the protocol of the S-P Immunohisto-
chemical Kit (Zhongshan Jinqiao Biological Technology Ltd., Beijing, China)
as previously described (Liu et al., 2020). The staining was evaluated by
scanning the entire tissue specimen under low magnification (×10) and
confirmed under high magnification (×20 and ×40). Protein expression was
visualized and classified based on the percentage of positive cells and the
intensity of staining. The heterogeneity of staining was scored as 0 (≤5%), 1
(6–25%), 2 (26–50%), or 3 (>51%). The RBMS1 expression level was
calculated based on staining scores of 0, 1, 2, 3, 4, 6, 9, or 12. The final
scores were evaluated by two independent pathologists.

In vivo analysis
All in vivo experiments were performed under the approval of the
Institutional Animal Care and Research Committee of China Medical
University. Female BALB/c nude mice (8 weeks old) were purchased from
Beijing Charles River Laboratory Animal Co., Ltd. and raised in the specific-

pathogen-free (SPF) barrier system at China Medical University. The mice
were randomly divided into four groups (6 mice per group) and HGC-27-
NC and RBMS1-KD, HGC-27-NC, and RBMS1-OE cells (2 × 106/100 µL) were
injected via the tail vein to establish a lung metastasis model. The tumor
width, length, and body weight of the mice were measured twice per week
after injection by investigators who were blinded to the group allocation.
The mice were euthanized 8 weeks after injection, and the lung metastatic
nodules were counted, collected, and measured for further analysis. Tumor
tissues were fixed by 10% formalin and embedded. The sections were
stained with hematoxylin and eosin followed by observation under a
microscope.

18F-FDG PET/CT measurements
A PET/CT measurement was performed on each mouse model 8 weeks
after GC cells injection. All scans were performed using a small-animal PET
scanner (Siemens Healthcare, USA). In all, 10 MBq/0.1–0.2 mL 18F-FDG was
injected via a tail-vein catheter after anesthetization. PET data were
obtained 20min followed by a delay of 40min for FDG uptake. In fused
PET images, the maximum standardized uptake value (SUVmax) was
calculated from the maximum voxel value (Bq/mL) in the volume of
interest.

Chromatin immunoprecipitation (ChIP) assay
GC cell lines were transfected with siRNAs against RBMS1 and cultured for
at least 48 h until at most 90% cell confluency. Immunoprecipitation of
sonicated chromatin solutions was conducted by incubation at 4 °C
overnight with anti-MYC, anti-RBMS1, and anti-H3K4me3 antibodies. Cross-
linking was reversed at 65 °C, and DNA fragments were extracted using
phenol–chloroform and precipitated with ethanol. The purified DNA was
dissolved in TE buffer and analyzed by regular PCR assay. The results are
shown as the percentage of input chromatin, and each experiment was
represented from at least three independent experiments. The primers for
qPCR were as follows: IL-6: F’: AATAAAGTGCCATGCTGCGA; R’: CAGAATT
CCACAG CCTTCCCT; TNFα: F’: GGAAAAGTCAGGGTCTGGAGG; and R’:
CCTGGAGGCTC TTTCACTCC.

Fig. 1 RBMS1 is upregulated in GC tissues and cell lines. A RBMS1 mRNA and protein expression (B) were detected by RT–PCR and western
blot analysis in the GES-1, MGC-803, BGC-823, AGS, MKN-45, HGC-27, and SGC-7901 cell lines. C The expression levels of RBMS1 in GC tissues
and adjacent GC tissues were measured by IHC staining. The original magnification is ×20. Negative, negative control; D Comparison of IHC-0,
1+, 2+, and 3+ percentages between GC tumor and adjacent normal tissues; E comparison of RBMS1 staining scores between GC tumor and
adjacent normal tissues. *P < 0.05, **P < 0.01, ***P < 0.001.
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Coimmunoprecipitation (Co-IP) analysis
Immunoprecipitation analysis was started with whole-cell lysis purified
with anti-IgG for 2 h before interaction. Protein G beads (GE healthcare)
concentrated in Sepharose were used for antibody-protein interaction
rotation overnight. Western blot assays were performed for further
verification.

Statistical analysis
SPSS version 22.0 was used for statistical analysis. The χ2 test was used to
examine the possible associations between RBMS1 expression and
clinicopathological factors. The Kaplan–Meier method was used to
evaluate the probability of patient survival. Differences among groups
were compared by Student’s t test. Each experiment was repeated 3 times,
and the data are expressed as mean ± standard deviation. P < 0.05 was
considered statistically significant.

RESULTS
RBMS1 is upregulated in GC cell lines and GC tissues
We first assessed the expression level of RBMS1 in GC cell lines
(MGC-803, BGC-823, AGS, MKN-45, HGC-27, and SGC-7901) and
normal gastric epithelial cells (GES-1). As shown in Fig. 1A, B, both
the mRNA and protein levels of RBMS1 were significantly higher in
GC cells than in the GES-1 cell line. Additionally, RBMS1 protein
expression was analyzed in patients with resectable GC enrolled
from our clinical center in 2017 by IHC staining. As presented in
Fig. 1C, cells positively expressing RBMS1 were identified by the
presence of brown–yellow particles distributed in the cytoplasm in
carcinoma tissue but not in adjacent nonmalignant tissues. The
extent of the area of the tumor cells that was stained with
brown–yellow particles was assessed as 0, 1+, 2+, or 3+. As
presented in Fig. 1D, a total of 37.6% (32/85) of patients were
defined as IHC-0, and another 43.5% (37/85), 12.9% (11/85), and
5.9% (5/85) of patients were categorized as 1+, 2+, and 3+,
respectively. The RBMS1 IHC staining score strictly followed the
scoring system described in the Methods section. As depicted in
Fig. 1E, the staining scores were significantly higher in GC tissues
than in adjacent normal tissues (P < 0.001). Moreover, a high
expression level of RBMS1 was positively correlated with stage T3/
T4 and positive lymph node metastatic status (Tables S2 and S3).
These data indicated that RBMS1 was overexpressed in both GC
cell lines and GC tissues.

RBMS1 overexpression predicts a poor prognosis in GC
patients based on public databases
To further investigate the role of RBMS1 in the development and
progression of GC, we analyzed RBMS1 expression in 408 GC
tissues and 211 normal gastric tissues from The Cancer Genome
Atlas (TCGA) database. The analysis showed that RBMS1 was
significantly upregulated in GC tissue compared with normal
tissue (Fig. 2A, P < 0.001). Further analysis of the Oncomine
database suggested that RBMS1 mRNA expression was signifi-
cantly elevated in GC tissues compared to gastric tissues and
gastric mucosa (Fig. 2B, P < 0.001). RBMS1 overexpression was
significantly associated with diffuse gastric adenocarcinoma
(Fig. 2C, P < 0.001). Further analysis of the association between
RBMS1 and prognosis in GC patients was performed in the
Kaplan–Meier plotter and TCGA databases. The results showed
that a higher RBMS1 mRNA expression level was significantly
correlated with an increased risk of relapse (HR= 2.0, P < 0.001;
HR= 1.5, P < 0.001, Fig. 2D, F) and mortality (HR= 1.86, P < 0.001;
HR= 1.7, P < 0001, Fig. 2E, G).
These findings were also confirmed based on clinical cohorts

from the Oncomine database, which showed that GC patients
with high RBMS1 mRNA levels had lower 3-year and 5-year OS
rates than those with low RBMS1 mRNA levels (Fig. 3A–C). To
provide a quantitative method for better outcome prediction, we
constructed a nomogram that integrated several parameters that

were suggested to be independent prognostic factors for GC,
including age, sex, stage, and RBMS1 (Fig. 3D). The calibration
plots of the nomogram indicated that clinicopathological para-
meters (CPPs) in combination with RBMS1 predicted 1-, 3- and
5-year overall survival rates much better than CPPs alone (Fig. 3E).
Taken together, these results indicated that elevated RBMS1
expression was is only involved in carcinogenesis but also predicts
poor clinical outcomes in GC.

RBMS1 promotes the migration and invasion of GC cell lines
To explore the role of RBMS1 in the process of gastric cell
migration and invasion, we performed MTT assays, wound healing
assays, and Transwell assays with SGC-7901 and HGC-27 cell lines
after RBMS1 knockdown or overexpression with lentivirus
transfection. The efficiency of RBMS1 knockdown and over-
expression exceeded 80%, as confirmed by immunofluorescence
(Fig. 4A) and Western blotting (Fig. 4B) of the two cell lines. We
first used MTT to detect the effect of silencing or overexpression
of RBMS1 on the proliferation of GC cells. However, the
proliferation rates did not change in either the RBMS1-OE or
RBMS1-KD groups (Fig. 4C). Data from both the wound healing
and Transwell migration assays showed that the migration and
invasion activity in the RBMS1-KD groups decreased significantly
compared with that in the control groups of SGC-7901 cells (P <
0.05) and HGC-27 cells (P > 0.05). Furthermore, the RBMS1-OE
groups showed a significant increase in migration ability
compared with the control groups of SGC-7901 cells (P < 0.05)
and HGC-27 cells (P < 0.05) (Fig. 4D–G). As RBMS1 was previously
reported to be a suppressor of epithelial-mesenchymal transition
(EMT) and metastatic liver colonization in colon cancer cells, we
further detected EMT-associated marker expression levels after
overexpression and knockdown of RBMS1 in both SGC-7901 and
HGC-27 cell lines. The results showed that RBMS1-OE could induce
EMT in GC cell lines, and RBMS1-KD significantly reversed this
process (Fig. 4H). These results indicated that RBMS1 enhanced
both the migration and invasion abilities of GC cell lines by
promoting the EMT process.

RBMS1 promoted GC metastasis in a nude mouse model
To confirm the role of RBMS1 in GC metastasis, an in vivo
xenograft model was used. All the mice were randomly grouped
and received RBMS1-NC, RBMS1-KD, and RBMS1-OE HGC-27 cells
injection via the tail vein to establish a lung metastasis animal
model (n= 6 per group). A small-animal PET/CT scanner was
performed for in vivo imaging 8 weeks after injection. Represen-
tative PET/CT images were revealed in Fig. 5A. It was shown that
obvious accumulation of FDG was observed in RBMS1-OE mice
relative to NC mice and the inhibition of tumor growth was
significantly correlated with SUVmax (Fig. 5B, C). Moreover, gross
inspection showed obviously increased lung metastatic nodules in
the RBMS1-OE groups compared with the NC group. In contrast,
lung metastasis was significantly inhibited in RBMS1-KD mice
relative to NC mice (Fig. 5D). Mouse body weight increased in the
RBMS1-OE GC cell injection group but without statistical
significance (Fig. 5E, F). Strikingly, the lung lesions derived from
RBMS1-OE GC cell injection showed a significantly higher average
tumor burden than those derived from NC cells (P < 0.01) (Fig. 5G).
These results indicated that RBMS1 promoted the growth and
metastasis of GC in a nude mouse model.

IPA revealed potential RBMS1 regulatory mechanisms
To further explore the potential regulatory mechanisms of RBMS1 in
GC, we analyzed 699 RBMS1-related differentially expressed genes
(DEGs) in terms of their network functions, molecular and cellular
functions, and canonical signaling pathways using IPA software
(Fig. 6A and Table S4). Figure 6B depicts the top 20 significant
molecular and cellular functional categories that were associated
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with RBMS1. Of note, a highly connected network of candidate
proteins associated with RBMS1 was analyzed by the IPA algorithm
to predict which upstream regulators might be the key factors in
the regulation of RBMS1 expression. As presented in Fig. 6C,
cytokines were predicted to be the most significant upstream
regulators in the upregulated RBMS1 gene set. To further verify the
IPA results, we performed qPCR to compare the levels of multiple
cytokines before and after overexpression or knockdown of RBMS1
in GC cell lines. Additionally, the concentrations of cytokines in
culture supernatants derived from HGC-27 and SGC-7901 cells were
measured by Luminex assays. The results showed that IL-6 was

obviously upregulated in culture supernatants of RBMS1-OE GC
cells (Fig. 6D, E) and at the mRNA level (Fig. 6F–I). The above data
analysis results suggested that RBMS1 might promote the migration
and invasion of GC cells by regulating autocrine IL-6 expression.

RBMS1 promotes the migration and invasion of GC cells
through autocrine IL-6
According to the data analysis results, IL-6 is a potential
downstream target of RBMS1. To determine whether RBMS1
regulates the migration and invasion of GC cell lines through
autocrine IL-6 signaling, GC cell lines from the Cancer Cell Line

Fig. 2 RBMS1 overexpression predicts a poor prognosis in GC patients based on the TCGA and Oncomine databases. A Analysis of RBMS1
expression using the Gene Expression Profiling Interactive Analysis (GEPIA) website (http://gepia.cancer-pku.cn/). B, C Analysis of RBMS1
expression based on the Oncomine database. Analysis of the associations between RBMS1 and recurrence-free survival (D) or overall survival
(E) in GC patients performed via the Kaplan–Meier plotter database. Analysis of the associations between RBMS1 and the disease-free survival
(F) or overall survival (G) of GC patients based on the TCGA database.
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Encyclopedia (CCLE) and GC patient samples from the TCGA were
used to analyze the relationship between IL-6 and RBMS1 (Fig. 7A).
IL-6 and RBMS1 were positively correlated in GC cell lines with a
correlation coefficient of 0.3823 (P= 0.0195) and in TCGA GC
patient samples with a correlation coefficient of 0.24 (P < 0.0001).
Furthermore, the IL-6 concentration in culture supernatants at
different time points after RBMS1 knockdown in HGC-27 and SGC-
7901 cells was measured by ELISA, and inhibition of
RBMS1 significantly reduced IL-6 protein levels in the cell culture
medium (Fig. 7B, C). Conversely, overexpression of RBMS1
increased IL-6 protein levels in the cell culture medium (Fig. 7B,
C). Western blot assays further indicated that the phosphorylation
of classical downstream targets of IL-6, Janus kinase 2 (JAK2), and
signal transducer and activator of transcription 3 (STAT3) was also
significantly downregulated following the knockdown of RBMS1
expression; overexpression of RBMS1 upregulated the phosphor-
ylation of JAK2/STAT3 signaling; however, the total protein level
did not change significantly (Fig. 7D). Then, recombinant human
IL-6 or IL-6 neutralizing antibody was added to detect the
migration and invasion abilities of GC cells after knocking down or
overexpressing RBMS1. Treatment with IL-6 significantly reversed
the inhibitory effect of RBMS1 knockdown on the migration and
invasion abilities of GC cells (Fig. 7E). Conversely, the addition of
an IL-6 neutralizing antibody to RBMS-overexpressing GC cells
significantly inhibited migration and invasion (Fig. 7F). Overall,
these results indicated that RBMS1 promotes the migration and
invasion of GC cells through autocrine IL-6/JAK2/STAT3 signaling.

RBMS1 interacts with MYC to regulate cytokine
transactivation
As RBMS1 is one of the MYC gene single-stranded binding
proteins and has been demonstrated to control proto-oncogene
c-MYC expression in human cells, we hypothesized that RBMS1
may regulate cytokine expression after binding with MYC. To
further clarify the molecular mechanism, we chose two cytokine
targets, IL6 and TNFα, that changed simultaneously after the
overexpression of RBMS1. Utilizing the GeneHancer database, we
screened the promoter regions of IL6 and TNFα for all potential
transcription factors that regulated both genes. According to the
Search Tool for the Retrieval of Interacting Genes/Proteins
(STRING) database, we observed that RBMS1 might regulate IL6
and TNFα through the transcription factor MYC (Fig. 8A).
Subsequently, protein immunoprecipitation (Co-IP) assays were
performed with both SGC-7901 and HGC-27 cells. The results
showed that RBMS1 could interact with MYC in both GC cell lines
(Fig. 8B, C). We used the NCBI website and found the conceivable
binding sites of MYC in the promoters of IL6 and TNFα and
designed ChIP primers (Fig. 8D). As detected in ChIP assays,
knockdown of RBMS1 essentially decreased the H3K4me3
modification of regulatory elements of two genes but did not
impact MYC protein recruitment (Fig. 8E–H). These results
indicated that RBMS1 impacts IL6 transactivation by influencing
histone modification in the promoter regions after binding with
MYC. However, this mechanism needs further investigation in
future experiments.

Fig. 3 New model combining CPPs with RBMS1 predicts poor clinical outcomes in GC better than CPPs alone. A–C Calibration plots of the
nomogram-predicted and observed 1-, 3- and 5-year survival rates. The nomogram-predicted probability of survival was plotted on the x-axis,
and actual survival was plotted on the y-axis. Dashes: ideal model; vertical bars, 95% confidence interval. D Time-dependent receiver
operating characteristic (ROC) analysis showed that the combination of RBMS1 with CPPs increased the prediction accuracy of traditional CPPs
for overall survival. E Nomogram for predicting 1-, 3-, and 5-year survival in GC patients. CPPs, clinicopathological parameters.
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DISCUSSION
GC is one of the most prominent malignant tumors, and metastasis
is a complex multistep process that requires the regulation of many
cellular pathways and functions. In the present study, we revealed
the important role of RBMS1 as a candidate promoter gene for GC

metastasis via analysis of a high-throughput sequencing dataset and
clinical specimens and explored a prognostic model for the
estimation of tumor-associated mortality in GC patients. Most
importantly, we shed light on the potential molecular mechanisms
by which RBMS1 promotes GC metastasis: it transactivates IL-6 and
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stimulates the JAK2/STAT3 downstream signaling pathway based on
both in vitro and in vivo experiments, which suggests that RBMS1
may be a potential therapeutic target for GC.
Although many studies over the past several years have

demonstrated that multiple genetic alterations of tumor suppres-
sors and tumor-associated genes are responsible for the metastasis
process of GC [22], in most cases, the contribution of this
information to the improvement of overall survival is still small. It
is not evident which genetic pathway leads to the aggressive
phenotype as a key element in GC. The challenge is to detect
stage-specific genetic abnormalities that may aid in early diagnosis
and even aid in selecting effective therapeutic strategies in GC.
Therefore, in the present study, we extracted gene expression data
from 408 GC patients from the GOBO and Oncomine databases

and identified one core gene, RBMS1, that was closely associated
with an aggressive phenotype and a poor prognosis in GC.
The RBMS1 gene encodes a member of a small family of

proteins that have been implicated in diverse functions, such as
DNA replication, gene transcription, cell cycle progression, and
apoptosis coordinated by c-Myc, a major proto-oncogene in
human cancer [23, 24]. It has been reported to bind to both single-
and double-stranded sequences of a putative DNA replication
origin sequence in the human c-Myc oncogene [9, 25]. Further-
more, RBMS1 stimulates c-Myc-derived apoptosis induction and
cell transformation by binding to c-Myc [26]. However, the
biological functions and molecular mechanisms of RBMS1 in
carcinogenesis remain to be elucidated. In this study, bioinfor-
matics was used to explore RBMS1 expression via public databases

Fig. 5 RBMS1 promotes the lung metastasis of GC cells in vivo. RBMS1-NC, RBMS1-KD, and RBMS1-OE HGC-27 cells were injected via the tail
vein to establish a lung metastasis mouse model. Small-animal PET/CT scanner was performed for in vivo imaging 8 weeks after injection.
Representative PET/CT images were taken (A) and SUVmax was calculated (B, C). DMice were killed at 8 weeks after tumor injection to compare
the incidence of lung metastasis and tumor weight. Images of a representative lung metastasis mouse model. The IHC staining of the mouse
tumor tissues was performed with RBMS1 antibody. Representative images of RBMS1 and H&E staining were shown (magnification ×40 and
×100). E, F The body weight variation in model mice in all groups was recorded. G The number of metastatic lesions in the lung was
compared. Lung metastases established from RBMS1-NC cells were considered control groups. Data are mean ± SD for n= 6 mice **P < 0.01,
***P < 0.001. NS not significant, NC negative control, KD knockdown, OE overexpression.

Fig. 4 RBMS1 promotes the migration and invasion of GC cells in vitro. A SGC-7901 and HGC-27 cells transfected with RBMS1-knockdown
and RBMS1-overexpression lentivirus were assessed under a bright-field microscope (left panels: magnification, ×10) and green fluorescence
microscope (middle panels: magnification, ×10). Scale bars= 100 μm. B The protein expression of RBMS1 in SGC-7901 and HGC-27 cells was
examined by western blot analysis after knocking down or overexpressing RBMS1. CMTT assay indicated the viability of RBMS1 knockdown or
RBMS1-overexpressing SGC-7901 and HGC-27 cells. D A wound-healing assay was performed in SGC-7901 and HGC-27 cells with knockdown
or overexpression of RBMS1. Representative images at the indicated time points are shown (magnification ×20). E Quantitative analysis of the
migration area was performed for SGC-7901 and HGC-27 cells using ImageJ software. F Representative images of SGC-7901 and HGC-27 cells
transfected with control or RBMS1 knockdown or overexpression vectors in migration and invasion assays. Scale bars= 100 μm. G Bar graphs
show the statistics for cell counts. H Western blot assay was performed to detect EMT markers in SGC-7901 and HGC-27 cells with knockdown
or overexpression of RBMS1. *P < 0.05, **P < 0.01, ***P < 0.001. NC negative control, KD knockdown, OE overexpression.
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Fig. 6 IPA analysis of potential RBMS1 regulatory mechanisms. A Heatmap showed the RBMS1-related differentially expressed genes using
IPA software. B Top 20 affected disease functions based on IPA. The horizontal bars denote the different pathways based on the log (P value).
Pink stars indicate the metastasis-related functions of cancer. C Hierarchical clustering of the DEGs (fold change= 2.0; FDR P < 0.05). Each
column represents a sample, and each row represents a transcript. The expression level of each gene in a single sample is depicted according
to the color scale. D, E The concentrations of cytokines in culture supernatants of HGC-27 and SGC-7901 cells were measured by Luminex
assays after knockdown or overexpression of RBMS1. F–I The mRNA levels of cytokines were detected by qPCR in the RBMS1-KD and RBMS1-
OE GC cell lines. NC negative control, OE overexpression, KD knockdown. NS not significant; *P < 0.05, **P < 0.01, ***P < 0.001.
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Fig. 7 RBMS1 promotes the migration and invasion of GC cells through autocrine IL-6/JAK2/STAT3 signaling. A The correlation between
RBMS1 and IL-6 in GC in the CCLE and TCGA databases. B ELISA showed the change in IL-6 expression after knocking down or overexpressing
RBMS1 in SGC-7901 (B) and HGC-27 cells (C). DWestern blot analysis indicated the differential levels of STAT3, p-STAT3, ERK, p-ERK, AKT, p-AKT,
JAK2, and p-JAK2 after knocking down or overexpressing RBMS1 in SGC-7901 and HGC-27 cells. GAPDH was used as a loading control in the
western blot analysis. E Transwell assays showed the change in migration and invasion after adding IL-6 to SGC-7901 and HGC-27 cells with
RBMS1 knockdown. Scale bars= 100 μm. F Transwell assays showed the changes in migration and invasion after IL-6 neutralizing antibody
treatment in SGC-7901 and HGC-27 cells overexpressing RBMS1. Scale bars= 100 μm. *P < 0.05, **P < 0.01, ***P < 0.001. NC negative control,
KD knockdown, OE overexpression; magnification, ×20.
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containing GC data. According to the meta-analysis of two
datasets, overexpression of RBMS1 was detected in most diffuse
and mixed gastric adenocarcinoma tissues and associated with
poor prognosis. We also confirmed that RBMS1 expression was
obviously increased in GC tissues compared with corresponding
adjacent noncancerous tissues by IHC staining based on GC
patient tissues collected from our clinical cancer center. These
results were consistent with the bioinformatics analysis results,
which highlighted the same trends in GC. Moreover, we
performed a series of functional assays and observed that
RBMS1 significantly promoted the migration and invasion of GC
cells by promoting the EMT process in vitro and in vivo. Taken
together, these results strongly indicated that RBMS1 may play a
critical role in GC metastasis as a core gene.
However, to date, there have been very few studies on the

biological function of RBMS1 in GC. To explore the molecular
mechanism of RBMS1-induced migration in GC, highly connected
pathways of the “core interactome” in the core gene set and
RBMS1-related DEGs were analyzed using the IPA algorithm, and
these DEGs were highly enriched in pathways associated with
carcinogenesis, metastasis, and cell movement. It is worth noting
that we further screened for possible downstream regulators of
RBMS1, and IL-6 might be a potential downstream regulator.
Many studies have reported that IL-6 is highly upregulated in
several types of cancers and is considered one of the most
important cytokines during cancer development and metastasis
[27]. It has been demonstrated that IL-6 is capable of the EMT
process induction in various types of cancer [28]. Additionally,

high levels of circulating IL-6 have been reported to be positively
correlated with cancer metastasis [29]. However, whether RBMS1
could regulate IL-6 expression and promote GC metastasis is still
unclear. In our study, we validated this hypothesis by performing
intracellular experiments and analyzing tissue specimens. IL-6
protein and mRNA levels were reduced both in the supernatant
and in GC cells after RBMS1 silencing and overexpression based
on Luminex and qPCR assays. These results suggested that
RBMS1 might promote the migration and invasion of GC cells
through IL-6.
In line with this, to functionally characterize RBMS1 in the

regulation of IL-6 in GC metastasis, we screened the promoter
regions of IL6 for all potential transcription factors utilizing the
GeneHancer database and identified MYC as the most likely
transcription factor. After demonstrating that RBMS1 could
interact with MYC in both GC cell lines, we speculated that
RBMS1 might regulate IL6 transactivation through MYC based on
STRING database analysis. It has been reported that H3K4me3 on
promoter regions is usually associated with gene activation.
Hence, we performed ChIP assays to assess the recruitment of
associated proteins that might be impacted by RBMS1 with an
anti-H3K4me3 antibody. Our work demonstrated that RBMS1
could upregulate IL-6 transactivation by influencing histone
modification in promoter regions and then induce autocrine IL-
6/JAK2/STAT3 signaling to facilitate GC metastasis. However,
further experiments are needed to clarify the detailed molecular
mechanisms. In addition, due to the limited follow-up time and
sample size of this study, a study involving a larger sample size

Fig. 8 RBMS1 interacts with MYC to regulate cytokine transactivation. A The three-line table shows the recruitment and binding
coefficients of transcription factors interacting with RBMS1 in the two gene promoter regions. Enrichment scores were formed by the
GeneHancer website, and interaction scores were obtained from the STRING website. B, C Co-IP assay showed the interaction between RBMS1
and MYC in SGC-7901 (B) and HGC-27 (C) cells. Input represents 5% of the total cell extract used for each immunoprecipitation; D Potential
binding sites and sequences of IL-6 and TNF-α promoter MYC predicted from NCBI website; E–H ChIP assay was performed using the indicated
antibodies in two kinds of cells with knocking down RBMS1 expression by siRBMS1 and analyzed by qPCR. The data are representative of
more than two independent experiments. **P < 0.01, ***P < 0.001, ****P < 0.0001. NS not significant, NC negative control, KD knockdown, OE
overexpression.
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and long-term follow-up may be needed in the future to assess
the characteristics related to RBMS1 in GC patients.
In conclusion, we provided compelling evidence that RBMS1 is

upregulated and predicts a poor prognosis and poor clinical
outcomes in GC patients. We also elucidated the critical role of
RBMS1 in the promotion of GC metastasis: it acts by inducing
autocrine IL-6/JAK2/STAT3 signaling and the EMT process; in
addition, RBMS1 upregulates IL-6 expression and secretion by IL6
transactivation by influencing histone modification in the
promoter regions after binding with the transcription factor
MYC. Our novel findings ultimately indicate that RBMS1 can be
considered a potential prognostic or therapeutic biomarker. The
precise molecular mechanism deserves further investigation.

DATA AVAILABILITY
The data in the current study are available from the corresponding authors upon
reasonable request.

REFERENCES
1. Siegel RL, Miller KD, Fuchs HE, Jemal A. Cancer statistics, 2021. CA Cancer J Clin.

2021;71:7–33.
2. Van Cutsem E, Sagaert X, Topal B, Haustermans K, Prenen H. Gastric cancer.

Lancet. 2016;388:2654–64.
3. Sitarz R, Skierucha M, Mielko J, Offerhaus GJA, Maciejewski R, Polkowski WP.

Gastric cancer: epidemiology, prevention, classification, and treatment. Cancer
Manag Res. 2018;10:239.

4. Sexton RE, Al Hallak MN, Diab M, Azmi AS. Gastric cancer: a comprehensive
review of current and future treatment strategies. Cancer Metastasis Rev.
2020;39:1179–203.

5. de Souza CRT, Leal MF, Calcagno DQ, Sozinho EKC, do Nascimento Borges B,
Montenegro RC, et al. MYC deregulation in gastric cancer and its clin-
icopathological implications. PLoS ONE. 2013;8:e64420.

6. Bretones G, Delgado MD, León J. Myc and cell cycle control. Biochim Biophys
Acta. 2015;1849:506–16.

7. Calcagno DQ, Leal MF, Assumpção PP, Smith MdAC, Burbano RR. MYC and gastric
adenocarcinoma carcinogenesis. World J Gastroenterol. 2008;14:5962.

8. Iida M, Taira T, Ariga H, Iguchi-Ariga SM. Induction of apoptosis in HeLa cells by
MSSP, c-mys binding proteins. Biol Pharm Bull. 1997;20:10–14.

9. Niki T, Izumi S, Saëgusa Y, Taira T, Takai T, Iguchi‐Ariga SM, et al. MSSP promotes
ras/myc cooperative cell transforming activity by binding to c‐Myc. Genes Cells.
2000;5:127–41.

10. Wang JJ, Liu XY, Du W, Liu JQ, Sun B, Zheng YP. RBMS3 delays disc degeneration
by inhibiting Wnt/β-catenin signaling pathway. Eur Rev Med Pharmacol Sci.
2020;24:499–507.

11. Zhang T, Wu Y, Fang Z, Yan Q, Zhang S, Sun R. Low expression of RBMS3 and
SFRP1 are associated with poor prognosis in patients with gastric cancer. Am J
Cancer Res. 2016;6:2679.

12. Li Y, Chen L, Nie C-j, Zeng T-t, Liu H, Mao X, et al. Downregulation of RBMS3 is
associated with poor prognosis in esophageal squamous cell carcinoma. Cancer
Res. 2011;4291:2010.

13. Lin C, He H, Liu H, Li R, Chen Y, Qi Y, et al. Tumour-associated macrophages-
derived CXCL8 determines immune evasion through autonomous PD-L1
expression in gastric cancer. Gut. 2019;68:1764–73.

14. Johnson DE, O’Keefe RA, Grandis JR. Targeting the IL-6/JAK/STAT3 signalling axis
in cancer. Nat Rev Clin Oncol. 2018;15:234–48.

15. Su K, Zhao Q, Bian A, Wang C, Cai Y, Zhang Y. A novel positive feedback reg-
ulation between long noncoding RNA UICC and IL-6/STAT3 signaling promotes
cervical cancer progression. Am J Cancer Res. 2018;8:1176–89.

16. Pencik J, Wiebringhaus R, Susani M, Culig Z, Kenner L. IL-6/STAT3/ARF: the
guardians of senescence, cancer progression and metastasis in prostate cancer.
Swiss Med Wkly. 2015;145:w14215.

17. Li R, Huang Y, Lin J. Distinct effects of general anesthetics on lung metastasis
mediated by IL-6/JAK/STAT3 pathway in mouse models. Nat Commun. 2020;11:642.

18. Abana CO, Bingham BS, Cho JH, Graves AJ, Koyama T, Pilarski RT, et al. IL-6 variant is
associated with metastasis in breast cancer patients. PLoS ONE. 2017;12:e0181725.

19. Ge J, Han T, Shan L, Na J, Li Y, Wang J. Long non-coding RNA THOR promotes
ovarian cancer cells progression via IL-6/STAT3 pathway. J Ovarian Res. 2020;13:72.

20. Li W, Zhang X, Wu F, Zhou Y, Bao Z, Li H, et al. Gastric cancer-derived
mesenchymal stromal cells trigger M2 macrophage polarization that promotes
metastasis and EMT in gastric cancer. Cell Death Dis. 2019;10:918.

21. Sánchez-Zauco N, Torres J, Gómez A, Camorlinga-Ponce M, Muñoz-Pérez L, Herrera-
Goepfert R, et al. Circulating blood levels of IL-6, IFN-γ, and IL-10 as potential diag-
nostic biomarkers in gastric cancer: a controlled study. BMC Cancer. 2017;17:384.

22. Li X, Pasche B, Zhang W, Chen K. Association of MUC16 mutation with tumor mutation
load and outcomes in patients with gastric cancer. JAMA Oncol. 2018;4:1691–8.

23. Yu J, Navickas A, Asgharian H, Culbertson B, Fish L, Garcia K, et al.
RBMS1 suppresses colon cancer metastasis through targeted stabilization of its
mRNA regulon. Cancer Discov. 2020;10:1410–23.

24. Carter H. Loss of RNA-binding protein RBMS1 promotes a metastatic transcrip-
tional program in colorectal cancer. Cancer Discov. 2020;10:1261–2.

25. Negishi Y, Nishita Y, Saëgusa Y, Kakizaki I, Galli I, Kihara F, et al. Identification and
cDNA cloning of single-stranded DNA binding proteins that interact with the
region upstream of the human c-myc gene. Oncogene 1994;9:1133–43.

26. Niki T, Galli I, Ariga H, Iguchi-Ariga SMMSSP. a protein binding to an origin of
replication in the c-myc gene, interacts with a catalytic subunit of DNA poly-
merase alpha and stimulates its polymerase activity. FEBS Lett. 2000;475:209–12.

27. Taniguchi K, Karin M. IL-6 and related cytokines as the critical lynchpins between
inflammation and cancer. Semin Immunol. 2014;26:54–74.

28. Rokavec M, Öner MG, Li H, Jackstadt R, Jiang L, Lodygin D, et al. IL-6R/STAT3/miR-
34a feedback loop promotes EMT-mediated colorectal cancer invasion and
metastasis. J Clin Investig. 2014;124:1853–67.

29. Lin C, Liao W, Jian Y, Peng Y, Zhang X, Ye L, et al. CGI-99 promotes breast cancer
metastasis via autocrine interleukin-6 signaling. Oncogene 2017;36:3695–705.

AUTHOR CONTRIBUTIONS
Lu Xu, ML, and HL designed the project. ML and Lei Xue conducted most of the
experiments. ML and HL complete the manuscript. Huijing Zhang, TJ, and MF
accomplished the in vitro experiments. MS and Lei Xue performed animal
experiments. ML, Huan Zhou, and MZ accomplished sample collection and follow-
up. FN and ML analyzed the data. All the authors have revised and approved the final
manuscript.

FUNDING
This study was funded by the Dalian Science and Technology Innovation Fund Project
(Grant 2018J12SN063), the Natural Science Foundation of Liaoning Province (Grant 2019-
MS-010), and Beijing CSCO Clinical Oncology Research Fund (Grant Y-HR2018-117).

COMPETING INTERESTS
The authors declare no competing interests.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-022-04747-3.

Correspondence and requests for materials should be addressed to Lei Xue or Lu Xu.

Reprints and permission information is available at http://www.nature.com/
reprints

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

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/.

© The Author(s) 2022

M. Liu et al.

12

Cell Death and Disease          (2022) 13:287 

https://doi.org/10.1038/s41419-022-04747-3
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	RBMS1 promotes gastric cancer metastasis through autocrine IL-6/JAK2/STAT3�signaling
	Introduction
	Materials and methods
	In silico analysis
	Cell lines, culture conditions, and cell transfection
	Construction of stable RBMS1 knockdown or overexpression cell lines
	Cell viability assays
	Migration and invasion assays
	Wound healing assays
	Western blot assay
	Total RNA extraction and real-time PCR
	Enzyme-linked immunosorbent assay (ELISA)
	Luminex
	Patients and tissue samples
	Immunohistochemistry (IHC)
	In vivo analysis
	18F-nobreakFDG PET/CT measurements
	Chromatin immunoprecipitation (ChIP) assay
	Coimmunoprecipitation (Co-IP) analysis
	Statistical analysis

	Results
	RBMS1 is upregulated in GC cell lines and GC tissues
	RBMS1 overexpression predicts a poor prognosis in GC patients based on public databases
	RBMS1 promotes the migration and invasion of GC cell lines
	RBMS1 promoted GC metastasis in a nude mouse model
	IPA revealed potential RBMS1 regulatory mechanisms
	RBMS1 promotes the migration and invasion of GC cells through autocrine IL-6
	RBMS1 interacts with MYC to regulate cytokine transactivation

	Discussion
	References
	Author contributions
	Funding
	Competing interests
	ADDITIONAL INFORMATION




