
Frontiers in Oncology | www.frontiersin.org

Edited by:
Lin Yingying,

Shanghai JiaoTong University, China

Reviewed by:
Xuan Ye,

Novartis Institutes for BioMedical
Research, United States

Xinya Gao,
The First Affiliated Hospital of
Sun Yat-sen University, China

*Correspondence:
Jiazhang Wei

somnent@gmail.com
Zhongrun Qian

qianzr@126.com
Donghua Zou

zoudonghua@gxmu.edu.cn

†These authors have contributed
equally to this work

Specialty section:
This article was submitted to

Neuro-Oncology and
Neurosurgical Oncology,
a section of the journal
Frontiers in Oncology

Received: 06 July 2021
Accepted: 19 October 2021

Published: 04 November 2021

Citation:
Lin Y, Wei L, Hu B, Zhang J,

Wei J, Qian Z and Zou D (2021)
RBM8A Promotes Glioblastoma
Growth and Invasion Through

the Notch/STAT3 Pathway.
Front. Oncol. 11:736941.

doi: 10.3389/fonc.2021.736941

ORIGINAL RESEARCH
published: 04 November 2021

doi: 10.3389/fonc.2021.736941
RBM8A Promotes Glioblastoma
Growth and Invasion Through
the Notch/STAT3 Pathway
Yan Lin1†, Lei Wei2†, Beiquan Hu3, Jinyan Zhang1, Jiazhang Wei4*, Zhongrun Qian5*
and Donghua Zou2*

1 Department of Medical Oncology, Guangxi Medical University Cancer Hospital, Nanning, China, 2 Department of Neurology,
The Fifth Affiliated Hospital of Guangxi Medical University, Nanning, China, 3 Department of Neurosurgery, The Fifth Affiliated
Hospital of Guangxi Medical University, Nanning, China, 4 Department of Otolaryngology & Head and Neck, The People’s
Hospital of Guangxi Zhuang Autonomous Region, Guangxi Academy of Medical Sciences, Nanning, China, 5 Department of
Neurosurgery, The First Affiliated Hospital of University of Science and Technology of China, Division of Life Sciences and
Medicine, Hefei, China

Background:Glioblastoma (GBM) is a prevalent brain malignancy with an extremely poor
prognosis, which is attributable to its invasive biological behavior. The RNA-binding motif
protein 8A (RBM8A) has different effects on various human cancers. However, the role of
RBM8A in GBM progression remains unclear.

Methods: We investigated the expression levels of RBM8A in 94 GBM patients and
explored the correlation between RBM8A expression and patient prognosis. Using in vitro
and in vivo assays, combined with GBM sequencing data from the Cancer Genome Atlas
(TCGA) and the Chinese Glioma Genome Atlas (CGGA), we examined whether and how
RBM8A contributes to GBM progression.

Results: RBM8A was up-regulated in GBM tissues, and its higher expression correlated
with worse prognosis. Knockdown of RBM8A inhibited GBM progression and invasion
ability both in vitro and in vivo. On the contrary, overexpression of RBM8A promoted GBM
progression and invasion ability. Enrichment analysis of differentially expressed genes in
GBM data identified the Notch1/STAT3 network as a potential downstream target of
RBM8A, and this was supported by molecular docking studies. Furthermore, we
demonstrated that RBM8A regulates the transcriptional activity of CBF1. The g-secretase
inhibitor DAPT significantly reversed RBM8A-enhanced GBM cell proliferation and invasion,
and was associated with down-regulation of p-STAT3 and Notch1 protein. Finally, the gene
set variance analysis score of genes involved in regulation of the Notch1/STAT3 network by
RBM8A showed good diagnostic and prognostic value for GBM.

Conclusions: RBM8A may promote GBM cell proliferation and migration by activating
the Notch/STAT3 pathway in GBM cells, suggesting that RBM8A may serve as a potential
therapeutic target for the treatment of GBM.
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BACKGROUND

Glioblastoma multiforme, also known as glioblastoma (GBM), is
a highly malignant and prevalent brain tumor associated with
extremely poor prognosis (1, 2). GBM tissues have strong
invasive potential and do not show an obvious boundary from
normal brain tissue. Therefore, it is difficult to remove the tumor
completely, and the recurrence rate is quite high. Despite
progress in neurosurgery, radiotherapy, and chemotherapy,
most GBM patients show poor prognosis, and their five-year
survival rate is between 3 and 9% (3). The molecular markers
included in diagnostic and classification criteria for central
nervous system tumors have recently expanded to include, for
example, a mutation in the IDH gene, the combined deletion 1p/
19q, the histone modification H3K27M, and immunopositivity
for the RELA fusion protein (4, 5). Recent studies have found
that growth factors and cytokines (GFCKs) play a critical role in
tumor invasion (6). Aberrant methylation of gene promoters
appears to contribute to a broad variety of cancers, including
GBM (7). Recent studies have confirmed the view that GBM
proliferation and invasiveness can be increased through a
network of gene signaling pathways (8). We know little about
the mechanisms and epigenetic variations that promote the
development and progression of GBM, and therefore
identifying new markers associated with glioblastoma may be
useful in diagnosis and treatment.

Abnormal expression of key factors in the nonsense-mediated
mRNA decay (NMD) pathway has been associated with various
types of cancer, including GBM. The NMD pathway helps
maintain homeostasis and regulate cellular functions by
eliminating mRNA transcripts that contain premature
termination codons, and by degrading normal mRNAs that
encode proteins that promote cell growth, migration, and cell
survival (9, 10). Loss of NMD function is known to promote
tumor growth and invasion (11), suggesting that targeting key
factors of the NMD pathway may be effective for cancer
treatment (12–14).

One such NMD factor is the RNA-binding motif protein 8A
(RBM8A), which serves as a core factor of the exon junction
complex (EJC). The EJC acts as a node in post-transcriptional
regulatory networks in eukaryotes (15–17). The RBM8A gene,
located on chromosome 1q21.1, is abundantly expressed in cells,
where it shuttles between the cytoplasm and nucleus (17). It
helps regulate RNA transcription, translation, cell cycle
regulation, and apoptosis (18–21). RBM8A is abnormally
expressed in several types of tumors, including cervical cancer,
Abbreviations: CBF1, C promoter-binding factor 1; CGGA, Chinese glioma
genome map; CI, confidence interval; DEGs, differentially expressed genes; EdU,
5-ethynyl-2′-deoxyuridine; GBM, glioblastoma; GFCKs, growth factors and
cytokines; GFP, green fluorescent protein; GSVA, gene set variance analysis;
HR, hazard ratio; IgG, immunoglobulin; KD, knockdown; KEGG, Kyoto
Encyclopedia of Genes and Genomes; NC, negative control; NMD, nonsense-
mediated mRNA decay; MRI, magnetic resonance imaging; OE, overexpressing;
PDB, Protein Database; qRT-PCR, quantitative real-time polymerase chain
reaction; RBM8A, RNA-binding motif protein 8A; ROC, operator characteristic
curve; shRNA, short hairpin RNA; SD, standard deviation; TCGA, The Cancer
Genome Atlas.
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non-small-cell lung carcinoma, myeloma, and hepatocellular
carcinoma (22–25). It binds to the transcriptional factor
STAT3 to promote its DNA binding and thereby upregulate
target genes (26, 27). The function of RBM8A in GBM has not
yet been reported.

The Notch signaling pathway is an evolutionarily conserved
pathway that plays a key role in cell proliferation, apoptosis, stem
cell maintenance, cell fate determination, tissue homeostasis as
well as other cell and development processes (28–30). The
abnormal regulation of Notch signaling is related to many
tumors. Particularly, in the development of brain cancer,
Notch1 has been reported to be carcinogenic (31). However,
the possible relationship among RBM8A, Notch and STAT3 in
the context of brain tumors has not been clearly defined.

In this study, we analyzed the expression of RBM8A in GBM.
In addition, the functional impact of RBM8A on GBM
progression and its underlying molecular mechanisms were
also studied using in vitro and in vivo assays. A comprehensive
regulatory network involving RBM8A and the Notch/STAT3
pathway in GBM was established to explore the potential
biological mechanisms of RBM8A. The results of this study
may provide novel insights into the role of RBM8A in GBM
progression and help identify potential therapeutic targets in
the disease.
MATERIALS AND METHODS

Patients
This study was approved by the Ethics Committee of the Fifth
Affiliated Hospital of Guangxi Medical University. Written
consent was obtained from all patients enrolled in the study, or
from their legal guardians. A total of 94 patients (45 males and 49
females) were recruited between January 2005 and December
2013 at the Renji Hospital. All recruited patients had a
histologically confirmed diagnosis of GBM, which was
independently reviewed by two pathologists and classified
based on WHO criteria for tumor grading. Samples of
cancerous tissue (n=5) and normal tissues (n=5) were collected
from patients.

Data Processing
GBM data in The Cancer Genome Atlas (TCGA) (https://www.
cancer.gov/) were downloaded from the UCSC Xena browser
(http://xena.ucsc.edu/public), including gene expression profiles
based on Affymetrix Human Genome U133a array platform
(Affymetrix; Thermo Fisher Scientific, Waltham, MA, USA) and
clinical information. In addition, two glioma data sets
(mRNAseq_693 and mRNAseq_325) were obtained from the
Chinese Glioma Genome Atlas (http://cgga.org.cn/index.jsp).

Western Blot Analysis
The expression of RBM8A was analyzed using western blots,
which were performed using a rabbit antibody against human
RBM8A (14958-1-AP, Proteintech, IL, USA; 1:1000) and mouse
antibody against beta-actin (Millipore, MA, USA; 1:10,000) (32).
The tissues were lysed with an RIPA buffer [50 mM Tris-HCl
November 2021 | Volume 11 | Article 736941
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(pH 7.5), 150 mM NaCl, 1% Triton X-100, 0.5% Na-
deoxycholate] containing protease inhibitors (CompleteMini,
Roche, Basel, Switzerland). Samples of the lysates (20-30 mg)
were separated on 8-12% SDS-PAGE gels and transferred to
polyvinylidene fluoride membranes, which were incubated
overnight with primary antibodies at 4°C, then with
horseradish peroxidase-conjugated secondary antibody. An
ECL kit (catalog no. PI32209, Pierce, IL, USA) was used to
detect the bound antibodies.

Luciferase Reporter Assay to Detect
Notch Activation
Notch activation was assessed using the CBF1 luciferase reporter
system (Dual-Glo Luciferase Assay System, Promega, USA). The
Renilla luciferase plasmid pRLTK (Promega), which controls for
transfection efficiency, was cotransfected with CBF1-Luciferase
reporter plasmid using Lipofectamine 2000 (Thermo Fisher
Scientific). Cells were harvested after 24 h in culture, and
luciferase activity was determined using the Luciferase Assay
System (Promega) and a microplate luminometer (Berthold, Bad
Wildbad, Germany).

Immunohistochemistry
Immunohistochemistry was performed on the paired samples
from 94 patients as described (33). Tissue microarray blocks
were constructed, and serial sections (4 mm) were obtained from
each block. The first slide was stained with hematoxylin and
eosin (H&E) to confirm the diagnosis, and subsequent slides
were stained appropriately for further analysis.

Tissue microarray slides were deparaffinized, rehydrated,
blocked and stained with primary antibody against human
RBM8A (14958-1-AP, Proteintech; 1:100). The sections were
then stained using a highly sensitive streptavidin-biotin-
peroxidase detection system and counterstained with
hematoxylin. Negative controls were processed in parallel using
pre-immune immunoglobulin instead of primary antibody.

Sections of cancerous tissue from each patient were
independently evaluated by two pathologists blinded to
clinicopathological information. Immunoreactive staining was
quantified in terms of the percentage of positive cells, with a
score of 0 meaning that 0% of tumor cells showed positive
staining; 1, up to 10% of cells were positive; 2, 11-50%; 3, 51-75%;
4, 75-100%. The intensity of staining was quantified using a four-
point scale, where 0 meant negative; 1, weak; 2, moderate; and 3,
strong. The two scores for each section were then multiplied
together to give a total score ranging from 0 to 12. All patients
were classified based on RBM8A expression as negative (total
score 0), low (score 1-4), moderate (score 5-8), or high (score
9-12).

Cell Lines
The human GBM cell lines U87-MG, U251-MG, A172, and
T98G were purchased from ATCC and cultured in Dulbecco’s
modified Eagle medium (Invitrogen, Carlsbad, CA, USA)
supplemented with 10% fetal bovine serum (FBS, Invitrogen),
and maintained at 37°C in a humidified atmosphere of 5%
carbon dioxide.
Frontiers in Oncology | www.frontiersin.org 3
Lentiviral Vector-Mediated
RBM8A Knockdown
Lentiviral expression plasmids encoding small hairpin RNA
(shRNA) targeting human RBM8A as well as encoding green
fluorescent protein (GFP) were constructed by Hanyin (Shanghai,
China). Three plasmids were constructed, each with a different
RBM8A-shRNA: 5’-AGAGCATTCACAAACTGAA-3’ (RBM8A-
KD1), 5’-CATCAGCGTTGACTGGTGT-3’ (RBM8A-KD2), and
5’-GCAACAGGTCTAGGGTTAAGG-3’ (RBM8A-KD3). As a
negative control, lentiviral expression plasmid encoding only GFP
(GFP-lentivirus) was also prepared. The knockdown efficiency of
cells infected with the RBM8A-shRNA-encoding virus was
confirmed after 48 h using quantitative real-time polymerase
chain reaction (qRT-PCR) and western blots.

Recombinant RBM8A-shRNA lentivirus and negative control
(NC) lentivirus were prepared. To obtain stable cell lines
showing RBM8A knockdown (RBM8A-KD) and stable NC cell
lines, U87-MG and U251-MG cells were seeded in 6-well plates
at a density of 2 × 105 cells per well. On the following day, the
cells were infected with the virus at a multiplicity of infection of 1
using Polybrene (8 mg/ml; Sigma-Aldrich, IL, USA). GFP
expression was confirmed under a fluorescence microscope
approximately 72 h after viral infection, and the culture
medium was replaced with a selection medium containing
puromycin (4 mg/ml). Cells were cultured for a minimum of
14 days. The puromycin-resistant cells were amplified in a
medium containing 2 mg/ml puromycin for 7-9 days, then
cultured in medium without puromycin.

Lentivirus-Mediated RBM8A
Overexpression
An expression plasmid encoding FLAG-tagged RBM8A was
engineering using the pMSCV-IRES-GFP vector (Hanyin), and
this plasmid or the corresponding empty vector as NC were
transfected into 293T cells. Recombinant retrovirus from these
cells was used to infect A172 and T98G cells at a multiplicity of
infection of 1, giving RBM8A-overexpressing (RBM8A-OE) cells
or NC cells.

Cell Proliferation Assays
Cell proliferation over a period of five days was examined using
the Cell Counting Kit-8 assay (Beyotime, Shanghai, China). Cells
(n = 1000) were seeded into 96-well plates. At different time
points during 5-day treatment with the g-secretase inhibitor
DAPT, CCK-8 solution (10 ml) was added to each well, and
cells were incubated for 2 h at 37°C. Absorbance at 450 nm was
measured using a microtiter plate reader (33). This experiment
was conducted in triplicate.

A proliferation assay based on 5-ethynyl-2′-deoxyuridine
(EdU) was performed according to the manufacturer’s
instructions (Invitrogen).

Transwell Assays
Cells were plated in the upper chamber of Transwell assay inserts
(Millipore, Billerica, MA, USA) with or without a Matrigel-
coated membrane containing 8-mm pores in serum-free RPMI
1640 medium (200 ml). The inserts were then placed in the
November 2021 | Volume 11 | Article 736941
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bottom chamber of a 24-well plate containing RPMI 1640 with
10% FBS as a chemoattractant. The top layer of the insert was
scrubbed after 24 h with a sterile cotton swab to remove any
remaining cells. The invading cells on the bottom layer were
stained with 0.1% crystal violet, examined, counted, and imaged
using digital microscopy. The numbers of cells in five random
fields of each chamber were counted and averaged. These assays
were conducted in triplicate.

Xenograft Animal Models
This study followed institutional guidelines as well as the
guidelines put forth by the US National Institutes of Health on
animal welfare and experimentation. The animal experiments
were approved by the Institutional Animal Care and Use
Committee of Guangxi Medical University. RBM8A-KD or NC
U87-MG cells were intracranially implanted into the corpus
striatum of anesthetized 6-week-old athymic nude mice using a
stereotactic frame for small animals (David Kopf Instruments,
Tujunga, California, USA). Tumor size was monitored by
magnetic resonance imaging (MRI).

Enrichment Analysis
Functional enrichment analysis was performed using the
Clusterprofiler package in R (34). In addition, GSEA was carried
out using GSEA software, which can be found on the official
website (http://software.broadinstitute.org/gsea/index.jsp). Gene
sets c5.bp.v7.1.symbols.gmt and c2.cp.kegg.v7.1.symbols.gmt in
the MsigDB database were used as the reference gene sets (35). A
nominal value of p < 0.05 was considered statistically significant.

Construction of a Comprehensive
Regulatory Network and
Molecular Docking
Based on the STRING database (36), a comprehensive regulatory
network involving RBM8A in GBM was constructed. We
downloaded the PDB files of RBM8A from the Protein
Database (https://www.rcsb.org) (37). The three-dimensional
structure of CBF1 was predicted using RNA Composer (http://
rnacomposer.cs.put.poznan.pl). Molecular docking was
performed using Hex8.0.0 software (38), and the results were
visualized with Pymol software (39).

Receiver Operating Characteristic Curve
Analysis and Survival Analysis
We extracted the genes involved in the comprehensive network
regulated by high RBM8A expression, and calculated the gene set
variation analysis (GSVA) scores of these genes using the GSVA
package (40). In addition, the receiver operating characteristic
(ROC) curve for the GSVA score was analyzed using the pROC
package (41), and survival analysis based on the GSVA score was
performed using the “survival” package in R (https://CRAN.R-
project.org/package=survival).

Statistical Analyses
Patient survival was calculated from the date of surgery until the
date of death or last follow-up. Survival curves for patients whose
tumors contained different levels of RBM8A were plotted using
Frontiers in Oncology | www.frontiersin.org 4
the Kaplan-Meier method and compared using the log-rank test.
Median survival times and hazard ratios (HRs) were presented
with 95% confidence intervals (CIs). All statistical analyses were
performed using the R package and SPSS for Windows 17.0
(SPSS, Chicago, IL, USA). Differences were considered
significant when the two-tailed P value was less than 0.05.
RESULTS

Association of High RBM8A Expression
With Poor Prognosis
First, the expression of RBM8A in GBM was analyzed using the
TCGA database. Compared with control samples, RBM8A was
significantly higher in GBM, suggesting that RBM8A may play
an important role in GBM (Figure 1A). Even more interesting is
that GBM patients with high expression of RBM8A in TCGA
had poor overall survival, based on the optimal gene expression
grouping threshold (Figure 1B). RBM8A expression in GBM
specimens from the 94 patients was examined using
immunostaining (Figure 1C). The mean age of the 94 included
patients at diagnosis was 49.38 ± 15.87 years (range, 13-85 years).
RBM8A localized primarily to the nucleus and we found that a
large proportion of patients with low-grade tumors (78.57%) had
low RBM8A expression, while those with high-grade tumors
(66.25%) had high RBM8A expression (Table 1). Follow-up data
lasting a mean of 14.74 ± 13.13 months (range, 0.03-59 months)
were available for 76 patients, who were therefore included in the
survival analyses.

We compared overall survival between the patients showing
relatively low and high expression levels. Among the 76 patients
with follow-up data, those with low nuclear levels of RBM8A
expression in tumor tissues (n = 26) exhibited significantly longer
overall survival than those with high nuclear RBM8A expression
(n = 50; Figure 1D). The median survival time was 11.0 months
(95%CI 6.00-15.99) among patients with low RBM8A expression
but 7.0 months (95%CI 5.46-8.54) among those with high RBM8A
expression (Table 2). The log-rank test revealed that patients with
high RBM8A expression had significantly shorter overall survival
time (c2 = 4.884, P = 0.27; Table 2).

RBM8A Knockdown Reduces GBM Cell
Proliferation and Invasion In Vitro
To understand the function of RBM8A in GBM progression, we
examined the expression of RBM8A in GBM cell lines using
western blotting. RBM8A expression was higher in U87-MG and
U251-MG cells (Supplementary Figure S1). After effectively
knocking down RBM8A in the U87-MG and U251-MG cells
(Figure 2A), we assessed the function of RBM8A in GBM cell
proliferation and invasion. CCK8 and EdU assays indicated that
the suppression of RBM8A reduced the ability of GBM cells to
proliferate (Figures 2B, C). Transwell assays demonstrated that
RBM8A knockdown significantly suppressed migration and
invasion by GBM cells (Figures 2D, E). These findings suggest
that RBM8A expression plays a crucial role in promoting the
proliferation and invasive potential of GBM cells.
November 2021 | Volume 11 | Article 736941
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RBM8A Overexpression Enhances GBM
Cell Proliferation and Invasion In Vitro
To verify and extend our results obtained with RBM8A
knockdown, we overexpressed RBM8A in A172 and T98G cells
Frontiers in Oncology | www.frontiersin.org 5
(Figure 3A). Overexpression enhanced GBM cell proliferation
(Figures 3B, C), as well as migration and invasion (Figures 3D,
E). These findings provide evidence that elevated RBM8A
expression promotes GBM cell tumorigenesis and invasion.
TABLE 1 | Clinicopathological characteristics of patients stratified by RBM8A expression level.

Characteristic All patients RBM8A expression P value

(n = 94) low (n = 38) high (n = 56)

Age (year)
< 55 43 (45.74%) 22 (51.16%) 21 (48.84%) 0.201
≥ 55 51 (54.26%) 16 (31.37%) 35 (68.63%)

Gender
Male 45 (47.87%) 16 (35.56%) 29 (64.44%) 0.362
Female 49 (52.13%) 22 (44.90%) 27 (55.10%)

WHO grade
Early (I+II) 14 (14.89%) 11 (78.57%) 3 (21.43%) 0.001
Late (III+IV) 80 (85.11%) 27 (33.75%) 53 (66.25%)

Tumor location
Frontal 37 (39.36%) 14 (37.84%) 23 (62.16%) 0.684
Non-frontal 57 (60.64%) 24 (42.11%) 33 (57.89%)
November 2021 | Volume 11 | Article
Values are n (%) unless otherwise noted.
A B

DC

FIGURE 1 | Up-regulated RBM8A expression levels suggest an unfavorable prognosis in GBM. (A) RBM8A was up-regulated in GBM based on The Cancer
Genome Atlas. (B) Kaplan-Meier curves for the GBM samples in TCGA based on optimal gene expression grouping. GBM patients with high expression of RBM8A
showed poor prognosis. (C) Representative images from immunohistochemical staining of tumor sections from GBM patients. Immunoglobulin (IgG) was used as a
negative control. Magnification: 40× or 400×. Representative photographs show low or high RBM8A expression in GBM tissues. (D) Kaplan-Meier curves of overall
survival for patients whose tumors showed low or high RBM8A expression.
736941
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A

B D

E

C

FIGURE 2 | Effects of RBM8A knockdown on proliferation of U87-MG and U251-MG cells and their invasive activity. (A) Expression of RBM8A in U87 or U251-MG
cells transformed with control lentivirus (NC) or lentivirus expressing the knockdown-1 (KD1) or knockdown-2 (KD2) small hairpin RNA against the RBM8A gene were
determined by western-blotting. (B) Cell proliferation was analyzed using the CCK8 assay as indicated. (C) Cell proliferation was also measured using the EdU assay.
Representative fluorescence micrographs of the different cell cultures are shown. Immunostaining levels are quantified in the plots below. (D) Transwell analysis of
migration, using two-chamber wells without a Matrigel-coated insert. Magnification, 200×. (E) Transwell analysis of invasion, using two-chamber wells with a
Matrigel-coated insert. All micrographs are shown at 200× magnification.
TABLE 2 | Overall survival time of patients stratified by RBM8A expression level.

Group n Median time, mos. 95% CI Chi-squared (c2) P value

Low RBM8A expression 26 11.0 6.00-15.99 4.884 0.027
High RBM8A expression 50 7.0 5.46-8.54
All patients 76 8.0 5.34-10.66
Frontiers in Oncology | www.frontiersin.o
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The Notch/STAT3 Pathway Mediates the
Pro-Oncogenic Function of RBM8A in
GBM Cells
To further explore the effect of high expression of RBM8A on
GBM, we performed differential expression analysis between the
GBM and control samples, as well as between groups expressing
high or low RBM8A levels. Genes consistent with high RBM8A
expression were identified as differentially expressed genes
(DEGs) (Figure 4A). DEGs may be affected by the high
expression of RBM8A and may be involved in the ability of
RBM8A to promote tumor growth and invasion. These DEGs
were involved mainly in the cell cycle, Notch signaling pathway
and Hippo signaling pathway (Figure 4B).

Based on the STRING database, we identified the pathway
genes interacting with Notch1 and STAT3. RBM8Amay regulate
Notch1 and STAT3, and then regulate pathway genes to affect
the occurrence and development of GBM (Figure 4C).
Frontiers in Oncology | www.frontiersin.org 7
Molecular docking led to negative docking energies
(Figure 4D), suggesting that RBM8A can bind the genes
whose transcription is regulated by C promoter-binding factor
1 (CBF1).

We verified these bioinformatics analyses byWestern blotting
for levels of Notch, phospho-STAT3, and phospho-H3 in cells in
which RBM8A was knocked down. We observed decreased levels
of all three proteins (Figure 4E), while RBM8A overexpression
had the opposite effects (Figure 4F). CBF1 interacts with the
Notch1 receptor to activate the Notch signaling pathway (42).
Consistent with this, we found that overexpression of RBM8A
showed significantly stronger activation of the CBF1 luciferase
reporter in T98G and A172 cells than in the controls. In contrast,
knocking down RBM8A in U87 and U251 cells weakened
activation of the CBF1 luciferase reporter (Figure 4G). These
results suggest that RBM8A is sufficient to activate the Notch
signaling pathway. Therefore, we propose that RBM8A promotes
A

B D

E

C

FIGURE 3 | Effects of RBM8A overexpression on proliferation of A172 and T98G GBM cells and their invasive activity. (A) Expression of RBM8A in T98G cells
transformed with control lentivirus (NC) or lentivirus expressing RBM8A (RBM8A-OE) was assessed by western blotting. (B) Cell proliferation was analyzed using the
CCK8 assay as indicated. (C) Cell proliferation was also measured using the EdU assay. Representative fluorescence micrographs of the different cell cultures are
shown. (D) Transwell analysis with or without RBM8A overexpression. (E) Matrigel-Transwell analysis with or without RBM8A overexpression. All micrographs are
shown at 200× magnification.
November 2021 | Volume 11 | Article 736941
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the proliferation and migration of GBM cells by activating the
Notch/STAT3 pathway (Figure 4H).

We integrated GBM data from TCGA and CGGA. Then, we
extracted genes involved in a mechanism through which
RBM8A activated the Notch/STAT3 pathway to promote
proliferation and migration of GBM cells. We calculated a
Frontiers in Oncology | www.frontiersin.org 8
GSVA score to explore whether these genes might have
diagnostic or prognostic potential in GBM. Survival analysis
showed that patients with high GSVA scores had poor overall
survival (Supplementary Figure S2A). In addition, the GSVA
score showed good diagnostic accuracy (Supplementary
Figure S2B).
A B
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FIGURE 4 | Effects of RBM8A expression on the Notch/STAT3 pathway in GBM cells. (A) Quadrant plot. The genes in quadrant 2 were upregulated genes
consistent with RBM8A expression. (B) Analysis of Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment was performed on the
consistently up-regulated genes. (C) RBM8A affects biological pathways by regulating Notch1 and STAT3. (D) Molecular docking of RBM8A and CBF1.
(E) Western blot analysis of Notch1, phosphorylated STAT3 (p-STAT3), total STAT3 (STAT3), phosphorylated H3 (p-H3), total H3 (H3), and actin in U87-MG
and U251-MG cells transformed with negative control (NC) lentivirus or with lentivirus encoding RBM8A-KD1 or -KD2. (F) Western blot analysis of the same
proteins in A172 and T98G cells transformed with NC lentivirus or lentivirus encoding RBM8A (RBM8A-OE). (G) Luciferase reporter assay of RBM8A-
induced activation of CBF1 in GBM cells. (H) RBM8A regulates the Notch/STAT3 signaling pathway by targeting CBF1, which may be a mechanism by
which RBM8A contributes to GBM development.
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Involvement of the Notch/STAT3 Pathway
in RBM8A-Mediated GBM Cell
Proliferation and Invasion
Suppression of the Notch pathway in A172 or T98G cells using
the g-secretase inhibitor DAPT significantly reversed RBM8A-
enhanced proliferation and invasion (Figures 5A–C), and this
reversal was associated with down-regulation of p-STAT3 and
Notch1 protein (Figure 5D). These results provide support for
the idea that the Notch/STAT3 pathway mediates the pro-
oncogenic function of RBM8A in glioblastoma cells.

RBM8A Knockdown Slows GBM
Progression In Vivo
To examine how these effects of RBM8A on GBM cells in vitro
may translate to clinical phenotypes, we injected U87-MG cells
stably expressing RBM8A-KD1 shRNA or no shRNA
intracranially into female nude mice and monitored GBM
progression. By six weeks, mice inoculated with NC cells
developed larger tumors than those inoculated with RBM8A-
KD1 cells (Figures 6A–C). Interestingly, RBM8A knockdown
also dramatically reduced the levels of Notch1 protein in tissues
(Figure 6D). Tumor growth was much slower in the RBM8A-
KD group than in the control group, with average tumor
diameter 0.25 ± 0.15 mm3 in RBM8A-KD animals and 11.92 ±
4.98 mm3 in NC animals (p=001; n=5 per group; Supplementary
Figure S3). These results are consistent with the in vitro evidence
that RBM8A contributes to GBM progression.
DISCUSSION

In this study, we found that RBM8A was highly expressed in
GBM, and then we explored the effect of RBM8A expression level
on the development of GBM. We found that high expression of
RBM8A is associated with increased GBM cell growth and
invasion, which in turn is associated with shorter overall
survival. We further explored the effect of genes consistent
with high RBM8A on GBM. We were surprised to find that
most of these genes were related to tumorigenesis and tumor
development through the cell cycle, Notch signaling pathway,
and Hippo signaling pathway, which regulate the pluripotency of
stem cells and viral carcinogenesis. We propose that RBM8A
may promote GBM cell growth and invasion by regulating
Notch1 and STAT3, and here we present in vitro and in vivo
evidence for this proposal. Moreover, we demonstrated that the
g-secretase inhibitor DAPT significantly reverses RBM8A-
enhanced GBM cell proliferation and invasion, and this
reversal is associated with down-regulation of p-STAT3 and
Notch1 protein. Therefore, we hypothesize that RBM8A
promotes GBM cell proliferation and migration by activating
the Notch/STAT3 pathway, which therefore may be a
therapeutic target.

Tumor cells show alterations in normal post-transcriptional
regulatory pathways, allowing them to better adapt to the
microenvironment (43). The NMD pathway is one such
example, so investigating the abnormal function of NMD
Frontiers in Oncology | www.frontiersin.org 9
genes in tumors such as GBM may identify effective treatment
strategies (44). In this study, we found GBM to be associated with
upregulation of RBM8A, one of the key factors of the NMD
pathway. Higher RBM8A expression was also associated with
worse prognosis of GBM patients.

Abnormal expression of RBM8A has been observed in many
types of cancer, including cervical cancer, non-small-cell lung
carcinoma, myeloma, gastric cancer, and hepatocellular
carcinomas (23–26). Knocking down RBM8A in lung
adenocarcinoma cells arrested the cell cycle, inhibited cell
proliferation, activated caspases 3 and 7, and increased the
proportion of apoptotic cells containing abnormal centrosomes
(19). High expression of RBM8A can also down-regulate splicing
variants of multiple pro-apoptotic genes, such as Bcl-X, which
inhibits apoptosis of prostate and cervical cancer cells (45). In
liver cancer tissues, elevated expression of RBM8A promotes cell
proliferation, inhibits apoptosis, and induces the epithelial-
mesenchymal transition of tumor cells; higher expression also
correlates with worse prognosis (23). Consistent with these
studies in other cancers, our study on GBM showed RBM8A
overexpression to enhance proliferation and invasion in vivo and
in vitro.

Furthermore, our results suggest that the oncogenic effects of
RBM8A in GBM involve activation of the STAT3/Notch
pathway. The evolutionarily conserved Notch signaling
pathway influences cell growth, survival, apoptosis, migration,
and invasion, and it appears to be involved in various human
malignancies, including GBM. Notch1 expression positively
correlates with glioma progression, and high expression of
Notch1 is an independent predictor of low survival rates in
patients with gliomas (46). Notch1 knockdown in glioma cells
increases cell death, reduces proliferation and arrests the cell
cycle (47); it also inhibits growth and invasion of GBM cells (48).
Mice with intracranial U251-MG xenografts die earlier when the
tumor expresses normal levels of Notch1 than when Notch1 is
knocked down (47). Future studies should examine upstream
regulators and downstream targets of the Notch pathway in
GBM in order to clarify its pathogenesis and identify additional
therapeutic targets.

We further explored the mechanistic genes linking RBM8A
and the Notch/STAT3 pathway. We found that the GSVA score
for these genes has good diagnostic efficacy for GBM, and that
higher score is associated with worse prognosis.

Future work should also examine how the ability of RBM8A
to activate STAT3/Notch relates to the other functions of
RBM8A within the EJC (15, 24), which include downregulating
the pro-apoptotic factor Bcl-x in colon and prostate cancer cells
and downregulating p53 in a range of tumor cells (45, 49).
RBM8A also functions independently of the EJC, such as when it
regulates nucleoproteins and is itself phosphorylated (50, 51).
CONCLUSION

Based on the association observed in our study between
RBM8A expression levels and tumor progression, we
November 2021 | Volume 11 | Article 736941
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FIGURE 5 | Involvement of the Notch/STAT3 pathway in RBM8A-mediated GBM cell proliferation and invasion. (A) Cell proliferation were analyzed in A172 or T98G
cells overexpressing RBM8A (OE) in the presence or absence of the g-secretase inhibitor DAPT using the CCK8 assay. (B) Transwell analysis with or without DAPT.
(C) Matrigel-Transwell analysis with or without DAPT. (D) Western blot analysis of Notch1, phospho-STAT3, total STAT3, and actin after incubation with or without
DAPT. All micrographs are shown at a magnification of 200×.
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conclude that RBM8A may function as an independent
prognostic factor and therapeutic target in the management
of GBM. Our findings highlight the complexity of roles of
RBM8A in tumor proliferation, which requires further
investigation, which in turn may uncover additional
prognostic biomarkers or therapeutic targets in the
Frontiers in Oncology | www.frontiersin.org 11
management of GBM. However, our study was limited by the
experimental models used, and it was only a preliminary
exploration of potential molecular interactions. Future
research should include the establishment of knockout mouse
models to verify whether RBM8A activates the Notch/STAT3
pathway in the development of GBM.
A
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D

C

FIGURE 6 | Effects of RBM8A reduction on GBM progression in vivo. (A) Nude mice were intracranially injected with U87-MG cells transformed with empty lentivirus
(NC) or lentivirus encoding short hairpin RBM8A-KD1. At 6 weeks after injection, animals were examined by MRI. (B) Representative photomicrographs of tumor
sections stained with hematoxylin-eosin (H&E). (C) Immunohistochemistry of tumor tissues stained with antibody against RBM8A. (D) Immunohistochemistry of
tumor tissues stained with antibody against Notch1.
November 2021 | Volume 11 | Article 736941

https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Lin et al. RBM8A Promotes Glioblastoma Growth
DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and accession
number(s) can be found in the article/Supplementary Material.
ETHICS STATEMENT

The studies involving human participants were reviewed and
approved by The Fifth Affiliated Hospital of Guangxi Medical
University. The patients/participants provided their written
informed consent to participate in this study. Written
informed consent was obtained from the individual(s) for the
publication of any potentially identifiable images or data
included in this article.
AUTHOR CONTRIBUTIONS

YL, LW, ZQ, JW, and DZ conceived and designed the study. DZ,
YL, ZQ, JZ, and JW performed the experiments. YL, ZQ, JZ, BH,
LW, JW, and DZ analyzed the data, prepared figures and tables,
and wrote the manuscript. All authors contributed to the article
and approved the submitted version.
Frontiers in Oncology | www.frontiersin.org 12
FUNDING

This study was supported by the National Natural Science
Foundation of China (81803041), the High-Level Medical
Expert Training Program of Guangxi “139” Plan Funding
(G201903049), and the Nanning Excellent Young Scientist
Program and the Guangxi Beibu Gulf Economic Zone Major
Talent Program (RC20190103).
SUPPLEMENTARY MATERIAL

The SupplementaryMaterial for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fonc.2021.736941/
full#supplementary-material

Supplementary Figure S1 | RBM8A expression levels in GBM cell lines. Levels of
RBM8A mRNA in wild-type U87-MG, U251-MG, T98G and A172 cells.

Supplementary Figure S2 | Diagnostic and prognostic value of the GSVA score
based on GBM data from TCGA and CGGA. (A) Receiver operating characteristic
curve of the GSVA score. (B) Overall survival curves based on GSVA score.

Supplementary Figure S3 | Tumor volume in each group. Data are presented as
mean ± SD, and differences were assessed for significance using the two-tailed
Student’s t test.
REFERENCES

1. Butowski NA, Chang SM. Glial Tumors: The Current State of Scientific
Knowledge. Clin Neurosurg (2006) 53:106–13.

2. Kleihues P, Sobin LH. World Health Organization Classification of Tumors.
Cancer (2000) 88(12):2887. doi: 10.1002/1097-0142(20000615)88:12<2887::
AID-CNCR32>3.0.CO;2-F

3. Omuro A, DeAngelis LM. Glioblastoma and Other Malignant Gliomas:
A Clinical Review. JAMA (2013) 310(17):1842–50. doi: 10.1001/
jama.2013.280319

4. Louis DN, Perry A, Reifenberger G, von Deimling A, Figarella-Branger D,
Cavenee WK, et al. The 2016 World Health Organization Classification of
Tumors of the Central Nervous System: A Summary. Acta Neuropathol
(2016) 131(6):803–20. doi: 10.1007/s00401-016-1545-1

5. Wesseling P, Capper D. WHO 2016 Classification of Gliomas. Neuropathol
Appl Neurobiol (2018) 44(2):139–50. doi: 10.1111/nan.12432

6. Hu B, Ruan Y, Wei F, Qin G, Mo X, Wang X, et al. Identification of Three
Glioblastoma Subtypes and a Six-Gene Prognostic Risk Index Based on the
Expression of Growth Factors and Cytokines. Am J Transl Res (2020) 12
(8):4669–82.

7. Qin G, Hu B, Li X, Li R, Meng Y, Wang Y, et al. Identification of Key
Differentially Expressed Transcription Factors in Glioblastoma. J Oncol
(2020) 2020:9235101. doi: 10.1155/2020/9235101

8. Hu B, Qin C, Li L, Wei L, Mo X, Fan H, et al. Midkine Promotes Glioblastoma
Progression via PI3K-Akt Signaling. Cancer Cell Int (2021) 21(1):509. doi:
10.1186/s12935-021-02212-3

9. Popp MW, Maquat LE. Organizing Principles of Mammalian Nonsense-
Mediated mRNA Decay. Annu Rev Genet (2013) 47:139–65. doi: 10.1146/
annurev-genet-111212-133424

10. Zou D, Li R, Huang X, Chen G, Liu Y, Meng Y, et al. Identification of
Molecular Correlations of RBM8A With Autophagy in Alzheimer's Disease.
Aging (Albany NY) (2019) 11(23):11673–85. doi: 10.18632/aging.102571

11. Liu C, Karam R, Zhou Y, Su F, Ji Y, Li G, et al. The UPF1 RNA Surveillance
Gene is Commonly Mutated in Pancreatic Adenosquamous Carcinoma. Nat
Med (2014) 20(6):596–8. doi: 10.1038/nm.3548
12. Li F, Yi Y, Miao Y, Long W, Long T, Chen S, et al. N(6)-Methyladenosine
Modulates Nonsense-Mediated mRNA Decay in Human Glioblastoma.
Cancer Res (2019) 79(22):5785–98. doi: 10.1158/0008-5472.CAN-18-2868

13. Martin L, Grigoryan A, Wang D, Wang J, Breda L, Rivella S, et al.
Identification and Characterization of Small Molecules That Inhibit
Nonsense-Mediated RNA Decay and Suppress Nonsense P53 Mutations.
Cancer Res (2014) 74(11):3104–13. doi: 10.1158/0008-5472.CAN-13-2235

14. Pastor F, Kolonias D, Giangrande PH, Gilboa E. Induction of Tumour
Immunity by Targeted Inhibition of Nonsense-Mediated mRNA Decay.
Nature (2010) 465(7295):227–30. doi: 10.1038/nature08999

15. Chuang TW, Lee KM, Tarn WY. Function and Pathological Implications of
Exon Junction Complex Factor Y14. Biomolecules (2015) 5(2):343–55. doi:
10.3390/biom5020343

16. Le Hir H, Sauliere J, Wang Z. The Exon Junction Complex as a Node of Post-
Transcriptional Networks. Nat Rev Mol Cell Biol (2016) 17(1):41–54. doi:
10.1038/nrm.2015.7

17. Salicioni AM, Xi M, Vanderveer LA, Balsara B, Testa JR, Dunbrack RLJr., et al.
Identification and Structural Analysis of Human RBM8A and RBM8B: Two
Highly Conserved RNA-Binding Motif Proteins That Interact With OVCA1,
a Candidate Tumor Suppressor. Genomics (2000) 69(1):54–62. doi: 10.1006/
geno.2000.6315

18. Dvinge H, Kim E, Abdel-Wahab O, Bradley RK. RNA Splicing Factors as
Oncoproteins and Tumour Suppressors. Nat Rev Cancer (2016) 16(7):413–30.
doi: 10.1038/nrc.2016.51

19. Ishigaki Y, Nakamura Y, Tatsuno T, Hashimoto M, Shimasaki T, Iwabuchi K,
et al. Depletion of RNA-Binding Protein RBM8A (Y14) Causes Cell Cycle
Deficiency and Apoptosis in Human Cells. Exp Biol Med (Maywood) (2013)
238(8):889–97. doi: 10.1177/1535370213494646

20. Zou D, McSweeney C, Sebastian A, Reynolds DJ, Dong F, Zhou Y, et al. A
Critical Role of RBM8a in Proliferation and Differentiation of Embryonic
Neural Progenitors. Neural Dev (2015) 10:18. doi: 10.1186/s13064-015-0045-7

21. McSweeney C, Dong F, Chen M, Vitale J, Xu L, Crowley N, et al. Full Function
of Exon Junction Complex Factor, Rbm8a, is Critical for Interneuron
Development. Transl Psychiatry (2020) 10(1):379. doi: 10.1038/s41398-020-
01065-0
November 2021 | Volume 11 | Article 736941

https://www.frontiersin.org/articles/10.3389/fonc.2021.736941/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fonc.2021.736941/full#supplementary-material
https://doi.org/10.1002/1097-0142(20000615)88:12%3C2887::AID-CNCR32%3E3.0.CO;2-F
https://doi.org/10.1002/1097-0142(20000615)88:12%3C2887::AID-CNCR32%3E3.0.CO;2-F
https://doi.org/10.1001/jama.2013.280319
https://doi.org/10.1001/jama.2013.280319
https://doi.org/10.1007/s00401-016-1545-1
https://doi.org/10.1111/nan.12432
https://doi.org/10.1155/2020/9235101
https://doi.org/10.1186/s12935-021-02212-3
https://doi.org/10.1146/annurev-genet-111212-133424
https://doi.org/10.1146/annurev-genet-111212-133424
https://doi.org/10.18632/aging.102571
https://doi.org/10.1038/nm.3548
https://doi.org/10.1158/0008-5472.CAN-18-2868
https://doi.org/10.1158/0008-5472.CAN-13-2235
https://doi.org/10.1038/nature08999
https://doi.org/10.3390/biom5020343
https://doi.org/10.1038/nrm.2015.7
https://doi.org/10.1006/geno.2000.6315
https://doi.org/10.1006/geno.2000.6315
https://doi.org/10.1038/nrc.2016.51
https://doi.org/10.1177/1535370213494646
https://doi.org/10.1186/s13064-015-0045-7
https://doi.org/10.1038/s41398-020-01065-0
https://doi.org/10.1038/s41398-020-01065-0
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Lin et al. RBM8A Promotes Glioblastoma Growth
22. Kim TJ, Choi JJ, Kim WY, Choi CH, Lee JW, Bae DS, et al. Gene Expression
Profiling for the Prediction of Lymph Node Metastasis in Patients With
Cervical Cancer. Cancer Sci (2008) 99(1):31–8. doi: 10.1111/j.1349-
7006.2007.00652.x

23. Liang R, Lin Y, Ye JZ, Yan XX, Liu ZH, Li YQ, et al. High Expression of
RBM8A Predicts Poor Patient Prognosis and Promotes Tumor Progression in
Hepatocellular Carcinoma. Oncol Rep (2017) 37(4):2167–76. doi: 10.3892/
or.2017.5457

24. Lin Y, Liang R, Qiu Y, Lv Y, Zhang J, Qin G, et al. Expression and Gene
Regulation Network of RBM8A in Hepatocellular Carcinoma Based on Data
Mining. Aging (Albany NY) (2019) 11(2):423–47. doi: 10.18632/aging.101749

25. Petroziello J, Yamane A, Westendorf L, Thompson M, McDonagh C, Cerveny
C, et al. Suppression Subtractive Hybridization and Expression Profiling
Identifies a Unique Set of Genes Overexpressed in Non-Small-Cell Lung
Cancer. Oncogene (2004) 23(46):7734–45. doi: 10.1038/sj.onc.1207921

26. Muromoto R, Taira N, Ikeda O, Shiga K, Kamitani S, Togi S, et al. The Exon-
Junction Complex Proteins, Y14 and MAGOH Regulate STAT3 Activation.
Biochem Biophys Res Commun (2009) 382(1):63–8. doi: 10.1016/
j.bbrc.2009.02.127

27. OhbayashiN,TairaN,Kawakami S, Togi S, SatoN, IkedaO, et al. AnRNABiding
Protein, Y14 InteractsWith and Modulates STAT3 Activation. Biochem Biophys
Res Commun (2008) 372(3):475–9. doi: 10.1016/j.bbrc.2008.05.073

28. Guruharsha KG, Kankel MW, Artavanis-Tsakonas S. The Notch Signalling
System: Recent Insights Into the Complexity of a Conserved Pathway. Nat Rev
Genet (2012) 13(9):654–66. doi: 10.1038/nrg3272

29. Andersson ER, Sandberg R, Lendahl U. Notch Signaling: Simplicity in Design,
Versatility in Function. Development (2011) 138(17):3593–612. doi: 10.1242/
dev.063610

30. Yang X, Klein R, Tian X, Cheng HT, Kopan R, Shen J. Notch Activation
Induces Apoptosis in Neural Progenitor Cells Through a P53-Dependent
Pathway. Dev Biol (2004) 269(1):81–94. doi: 10.1016/j.ydbio.2004.01.014

31. Kanamori M, Kawaguchi T, Nigro JM, Feuerstein BG, Berger MS, Miele L, et al.
Contribution ofNotch SignalingActivation toHumanGlioblastomaMultiforme.
J Neurosurg (2007) 106(3):417–27. doi: 10.3171/jns.2007.106.3.417

32. Chen X, Zhou J, Li X, Wang X, Lin Y, Wang X. Exosomes Derived From
Hypoxic Epithelial Ovarian Cancer Cells Deliver microRNAs to Macrophages
and Elicit a Tumor-Promoted Phenotype. Cancer Lett (2018) 435:80–91. doi:
10.1016/j.canlet.2018.08.001

33. Qian Z, Ren L, Wu D, Yang X, Zhou Z, Nie Q, et al. Overexpression of FoxO3a
is Associated With Glioblastoma Progression and Predicts Poor Patient
Prognosis. Int J Cancer (2017) 140(12):2792–804. doi: 10.1002/ijc.30690

34. Yu G, Wang LG, Han Y, He QY. Clusterprofiler: An R Package for Comparing
Biological Themes Among Gene Clusters. OMICS (2012) 16(5):284–7. doi:
10.1089/omi.2011.0118

35. Liberzon A, Birger C, Thorvaldsdottir H, Ghandi M, Mesirov JP, Tamayo P.
The Molecular Signatures Database (MSigDB) Hallmark Gene Set Collection.
Cell Syst (2015) 1(6):417–25. doi: 10.1016/j.cels.2015.12.004

36. Szklarczyk D, Morris JH, Cook H, Kuhn M, Wyder S, Simonovic M, et al. The
STRING Database in 2017: Quality-Controlled Protein-Protein Association
Networks, Made Broadly Accessible. Nucleic Acids Res (2017) 45(D1):D362–8.
doi: 10.1093/nar/gkw937

37. Burley SK, Berman HM, Kleywegt GJ, Markley JL, Nakamura H, Velankar S.
Protein Data Bank (PDB): The Single Global Macromolecular Structure
Archive. Methods Mol Biol (2017) 1607:627–41. doi: 10.1007/978-1-4939-
7000-1_26

38. Macindoe G, Mavridis L, Venkatraman V, Devignes MD, Ritchie DW.
HexServer: An FFT-Based Protein Docking Server Powered by Graphics
Processors. Nucleic Acids Res (2010) 38(Web Server issue):W445–9. doi:
10.1093/nar/gkq311
Frontiers in Oncology | www.frontiersin.org 13
39. Mooers BHM. Shortcuts for Faster Image Creation in PyMOL. Protein Sci
(2020) 29(1):268–76. doi: 10.1002/pro.3781

40. Hanzelmann S, Castelo R, Guinney J. GSVA: Gene Set Variation Analysis for
Microarray and RNA-Seq Data. BMC Bioinf (2013) 14:7. doi: 10.1186/1471-
2105-14-7

41. Robin X, Turck N, Hainard A, Tiberti N, Lisacek F, Sanchez JC, et al. pROC:
An Open-Source Package for R and S+ to Analyze and Compare ROC Curves.
BMC Bioinf (2011) 12:77. doi: 10.1186/1471-2105-12-77

42. Tezuka-Kagajo M, Maekawa M, Ogawa A, Hatta Y, Ishii E, Eguchi M, et al.
Development of Human CBF1-Targeting Single-Stranded DNA Aptamers
With Antiangiogenic Activity In Vitro. Nucleic Acid Ther (2020) 30(6):365–
78. doi: 10.1089/nat.2020.0875

43. Neelamraju Y, Hashemikhabir S, Janga SC. The Human RBPome: From
Genes and Proteins to Human Disease. J Proteomics (2015) 127(Pt A):61–70.
doi: 10.1016/j.jprot.2015.04.031

44. Kurosaki T, Maquat LE. Nonsense-Mediated mRNA Decay in Humans at a
Glance. J Cell Sci (2016) 129(3):461–7. doi: 10.1242/jcs.181008

45. Michelle L, Cloutier A, Toutant J, Shkreta L, Thibault P, Durand M, et al.
Proteins Associated With the Exon Junction Complex Also Control the
Alternative Splicing of Apoptotic Regulators. Mol Cell Biol (2012) 32
(5):954–67. doi: 10.1128/MCB.06130-11

46. Phillips HS, Kharbanda S, Chen R, Forrest WF, Soriano RH, Wu TD, et al.
Molecular Subclasses of High-Grade Glioma Predict Prognosis, Delineate a
Pattern of Disease Progression, and Resemble Stages in Neurogenesis. Cancer
Cell (2006) 9(3):157–73. doi: 10.1016/j.ccr.2006.02.019

47. Li J, Cui Y, Gao G, Zhao Z, Zhang H, Wang X. Notch1 is an Independent
Prognostic Factor for Patients With Glioma. J Surg Oncol (2011) 103(8):813–
7. doi: 10.1002/jso.21851

48. Xu P, Zhang A, Jiang R, Qiu M, Kang C, Jia Z, et al. The Different Role of
Notch1 and Notch2 in Astrocytic Gliomas. PloS One (2013) 8(1):e53654. doi:
10.1371/journal.pone.0053654

49. Lu CC, Lee CC, Tseng CT, Tarn WY. Y14 Governs P53 Expression and
Modulates DNA Damage Sensitivity. Sci Rep (2017) 7:45558. doi: 10.1038/
srep45558

50. Chuang TW, Peng PJ, Tarn WY. The Exon Junction Complex Component
Y14 Modulates the Activity of the Methylosome in Biogenesis of Spliceosomal
Small Nuclear Ribonucleoproteins. J Biol Chem (2011) 286(11):8722–8. doi:
10.1074/jbc.M110.190587

51. Hsu Ia W, Hsu M, Li C, Chuang TW, Lin RI, Tarn WY. Phosphorylation of
Y14 Modulates Its Interaction With Proteins Involved in mRNA Metabolism
and Influences Its Methylation. J Biol Chem (2005) 280(41):34507–12. doi:
10.1074/jbc.M507658200

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2021 Lin, Wei, Hu, Zhang, Wei, Qian and Zou. This is an open-access
article distributed under the terms of the Creative Commons Attribution License
(CC BY). The use, distribution or reproduction in other forums is permitted, provided
the original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice. No
use, distribution or reproduction is permitted which does not comply with these terms.
November 2021 | Volume 11 | Article 736941

https://doi.org/10.1111/j.1349-7006.2007.00652.x
https://doi.org/10.1111/j.1349-7006.2007.00652.x
https://doi.org/10.3892/or.2017.5457
https://doi.org/10.3892/or.2017.5457
https://doi.org/10.18632/aging.101749
https://doi.org/10.1038/sj.onc.1207921
https://doi.org/10.1016/j.bbrc.2009.02.127
https://doi.org/10.1016/j.bbrc.2009.02.127
https://doi.org/10.1016/j.bbrc.2008.05.073
https://doi.org/10.1038/nrg3272
https://doi.org/10.1242/dev.063610
https://doi.org/10.1242/dev.063610
https://doi.org/10.1016/j.ydbio.2004.01.014
https://doi.org/10.3171/jns.2007.106.3.417
https://doi.org/10.1016/j.canlet.2018.08.001
https://doi.org/10.1002/ijc.30690
https://doi.org/10.1089/omi.2011.0118
https://doi.org/10.1016/j.cels.2015.12.004
https://doi.org/10.1093/nar/gkw937
https://doi.org/10.1007/978-1-4939-7000-1_26
https://doi.org/10.1007/978-1-4939-7000-1_26
https://doi.org/10.1093/nar/gkq311
https://doi.org/10.1002/pro.3781
https://doi.org/10.1186/1471-2105-14-7
https://doi.org/10.1186/1471-2105-14-7
https://doi.org/10.1186/1471-2105-12-77
https://doi.org/10.1089/nat.2020.0875
https://doi.org/10.1016/j.jprot.2015.04.031
https://doi.org/10.1242/jcs.181008
https://doi.org/10.1128/MCB.06130-11
https://doi.org/10.1016/j.ccr.2006.02.019
https://doi.org/10.1002/jso.21851
https://doi.org/10.1371/journal.pone.0053654
https://doi.org/10.1038/srep45558
https://doi.org/10.1038/srep45558
https://doi.org/10.1074/jbc.M110.190587
https://doi.org/10.1074/jbc.M507658200
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

	RBM8A Promotes Glioblastoma Growth and Invasion Through the Notch/STAT3 Pathway
	Background
	Materials and Methods
	Patients
	Data Processing
	Western Blot Analysis
	Luciferase Reporter Assay to Detect Notch Activation
	Immunohistochemistry
	Cell Lines
	Lentiviral Vector-Mediated RBM8A Knockdown
	Lentivirus-Mediated RBM8A Overexpression
	Cell Proliferation Assays
	Transwell Assays
	Xenograft Animal Models
	Enrichment Analysis
	Construction of a Comprehensive Regulatory Network and Molecular Docking
	Receiver Operating Characteristic Curve Analysis and Survival Analysis
	Statistical Analyses

	Results
	Association of High RBM8A Expression With Poor Prognosis
	RBM8A Knockdown Reduces GBM Cell Proliferation and Invasion In Vitro
	RBM8A Overexpression Enhances GBM Cell Proliferation and Invasion In Vitro
	The Notch/STAT3 Pathway Mediates the Pro-Oncogenic Function of RBM8A in GBM Cells
	Involvement of the Notch/STAT3 Pathway in RBM8A-Mediated GBM Cell Proliferation and Invasion
	RBM8A Knockdown Slows GBM Progression In Vivo

	Discussion
	Conclusion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


