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Glioblastoma is the most malignancy tumor generated from the central nervous system
along with median survival time less than 14.6 months. Pentraxin 3 has been proved
its association with patients’ poor survival outcome in various tumor. Recently, several
studies revealed its association with glioblastoma progression but the mechanism is
remained unknown. Autophagy is a programmed cells death and acts critical role in
tumor progression. In this study, pentraxin 3 is recognized as prognostic prediction
biomarker of glioblastoma and can promote glioblastoma progression through negative
modulating tumor cells autophagy. Transcription factor JUN is assumed to participate
in cells autophagy modulation by regulating pentraxin 3 expression. This work reveals
novel mechanism of pentraxin 3 mediated glioblastoma progression. Furthermore, JUN
is identified as potential transcription factor involves in pentraxin 3 mediated tumor
cells autophagy.

Keywords: pentraxin 3, autophagy, JUN, prognosis, glioblastoma

INTRODUCTION

Glioma is characterized as primary tumors that originate in brain parenchyma, which can be
classified according to the type of glial cell involved in the tumor (Liu et al., 2016). World Health
Organization characterizes glioma into four grades based on its malignancy. GBM, WHO grade
IV, is the most vicious type with median survival time less than 15 months (Yang et al., 2011a;
Hong et al,, 2012; Ouyang et al., 2016). Current clinical treatment including maximum surgical
resection followed by postoperative radio-therapy and concurrent chemo-therapy (Stupp et al.,
2005; Gusyatiner and Hegi, 2018), but patients’ survival outcome remains unsatisfactory. Recently,
several factors have been identified and be applied to predict survival outcome in clinical such as

Abbreviations: AUC, the area under the curve; CGGA, The Chinese Glioma Genome Atlas dataset; CL, classic; CNV,
copy number variation; CR, complete remission/response; DEGs, differentially expressed genes; EGFR, epidermal growth
factor receptor; GBM, glioblastoma; LGG, lower grade glioma; MES, mesenchymal; NE, neural; PD, progressive disease;
PN, proneural; PR, partial remission/response; PTEN, phosphatase and tensin homolog; PTX3, pentraxin 3; ROC, receiver
operating characteristic; SD, stable disease; TCGA, The Cancer Genome Atlas dataset; TF, transcription factor; WHO, World
Health Organization.
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the subtype of GBM (Verhaak et al., 2010) and the status of IDH1
(Wang et al., 2013). On account of GBM heterogeneity, insight
on potential prognostic prediction factors are urgent need.

Pentraxin 3, known as TSG-14, is an inflammatory molecule
belongs to the pentraxin family and mainly secreted by
inflammatory cells like dendritic cells and macrophages (Liu
et al,, 2011; Bonavita et al, 2015). Recently, PTX3 has been
proved its role in tumor progression. For example, PTX3
affects tumor proliferation and apoptosis by interacting with the
PI3K/AKT/mTOR signaling pathway in lung cancer (Ahmmed
et al., 2019) and breast cancer (Thomas et al., 2017). PTX3
involves in the epithelial-mesenchymal transition in melanoma
(Ronca et al., 2013) and breast cancer (Kampo et al., 2019).
Notably, PTX3 can interact with the fibroblast growth factor-
2/fibroblast growth factor receptor system to promote tumor
progression (Bonavita et al., 2015; Ying et al., 2016; Giacomini
et al,, 2018). In glioma, previous study confirmed that decreased
the expression of PTX3 impaired glioma cells proliferation and
invasion ability (Tung et al., 2016). However, the role of PTX3 in
GBM is poorly understood.

Cells autophagy is a programmed cell death and act as
a response to unfavorable factors like hypoxia and nutrient
deficiency (Stavoe and Holzbaur, 2019). Therefore, by activating
cells autophagy can prevent tumor progression and increase
tumor sensitivity to chemo- or radio-therapy (Xu et al., 2018;
Perez-Hernandez et al., 2019). Previous studies proved PTX3 can
affect cells autophagy but their relationship in GBM is unknown
(Giorgi et al., 2015; Wu et al., 2015).

In this study, we analyzed the expression profile of PTX3,
its ability to predict survival outcome and potential mechanisms
in affecting GBM progression based on The Cancer Genome
Atlas (TCGA) dataset. Results were verified in the Chinese
Glioma Genome Atlas (CGGA) dataset. Then, we performed
in vitro experiments to prove PTX3 affects tumor cells viability
and autophagy. By integrating results from experiments in vitro
and bioinformatics, we proved PTX3 negative modulates
cells autophagy, and transcription factor JUN might regulate
PTX3 expression.

MATERIALS AND METHODS

Cell Culture and Transfection
Human GBM cells (U87-MG) are purchased from the Chinese
Academy of Sciences. Glioma cells are maintained in DMEM
medium with 10% fetal bovine serum and 1% penicillin-
streptomycin, 5% CO; and 37°C. Cells are randomly divided
into different groups, the control group, the siRNA-NC (si-NC)
group, the siRNA-PTX3 (si-PTX3) group, the overexpression
JUN group and the overexpression JUN with siRNA-PTX3 group.
The siRNA of PTX3 (5-GGTCAAAGCCACAGATGTA-3')
and JUN overexpression plasmid are obtained from RiboBio
(Guangzhou, China). Five microliters of siRNA-PTX3 (or 2.5 pg
overexpression JUN plasmid) and 5 pl lipofectamine (RiboBio,
China) are added into 100 pl serum-free DMEM. Then, 1 ml
DMEM is added and the mixed solution is incubated at 37°C for

6 h. The medium is discarded after 72 h and cells are washed by
PBS twice for further experiment.

Western-Blotting Assay

The expression level of beclinl, LC3B, PTX3, JUN, and
B-actin were assessed by the Western-blotting assay. The
bicinchoninic acid method (Thermo Fisher, Waltham, MA,
United States) was performed as protocol to quantify the protein
concentration. Based on the calculated protein concentration,
protein samples were loaded and run on 10% SDS-PAGE gels
at 75 V for 140 min. Then, proteins were electrotransferred
onto PVDF membranes, and the membranes were incubated
overnight at 4°C with 5% non-fat milk. Specific proteins
were detected by anti-beclinl (Proteintech Cat# 11306-1-AP,
RRID: AB_2259061), anti-LC3B (Proteintech Cat# 18725-1-AP,
RRID: AB_2137745), anti-PTX3 (Proteintech Cat# 13797-1-
AP, RRID: AB_2165302), anti-JUN (Proteintech, Cat# 24909-
1-AP, RRID:AB_2860574), and anti-B-actin (Proteintech Cat#
60008-1-Ig, RRID: AB_2289225). The second day, after washed
three times with PBST for 15 min, the membranes were
incubated with horseradish peroxidase-conjugated secondary
antibodies (Proteintech Cat# SA00001-1, RRID: AB_2722565;
Proteintech Cat# SA00001-2, RRID: AB_2722564) at room
temperature for 90 min.

Autophagic flux assay adopted similar process as previous
depicted. Cells were separated into five groups and was processed
with autophagy inhibitor Bafilomycin A1 (Baf A1; Abcam). A: the
control group without Baf Al; B: the si-PTX3 group without Baf
Al; C: the si-PTX3 group with Baf A1; D: the control group with
Baf A1; E: the si-NC group with Baf Al.

CCKS8 Assay

The logarithmic growth phase transfected tumor cells were
obtained and digested for CCK8 assay. 5 x 10° glioma cells
and 100 pl of medium were placed into 96-well plates. The
absorbance at 450 nm was measured per 24 h during the
following 3 days.

Colony Forming Assay

Cells were digested and plated in 6-well plates (300 cells per well)
and cultured with 5% CO, at 37°C for 2 weeks. The colonies
were then fixed with 4% methanol (1 ml per well) for 15 min and
stained with crystal violet for 30 min at room temperature. After
photograph, discoloration was performed with 10% acetic acid,
and cells were measured absorbance at 550 nm.

Immunofluorescence Assay

Cells were fixed with 4% paraformaldehyde, then added with
0.3% triton at 37°C. After be blocked with 3% BSA for 60 min,
cells were incubated with rabbit anti-LC3B (1:200, ab51520;
Abcam) overnight at 4°C. At the second day, cells were incubated
with fluorescein isothiocyanate (FITC)-conjugated secondary
antibodies (green) at 37°C for 90 min, and stained with DAPI
(blue) at 37°C for 10 min. Observation and photograph were
conducted by confocal microscopy.
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Data Collection and Single-Cell Analysis
RNA-seq data of glioma and corresponding clinical information
were acquired from the TCGA database’ and the CGGA
database’. All data were transferred into TPM data for
further analysis.

For single-cell analysis, three GBM samples from GSE139448
are processed and normalized by R package “Seurat
“NormalizeData,” and “FindVariableGenes” (Wang et al,
2020). The GO analysis based on PTX3 expression is perform
as mentioned above. Expression profile of PTX3 and JUN are
plotted by the R package “vlnplot.” All data are obtained from
online public database, and corresponding ethic statement can
be found in their website.

GO Analysis and Gene Set Enrichment

Analyses (GSEA)

Genes with the adjusted p-value < 0.05 and the absolute FC
larger than 2.0 were considered to be statistically significant.
Gene Ontology (GO) analysis on the aberrantly expressed genes
were determined by the GSVA analysis, and false discovery rate
(FDR) < 0.05 were considered statistically significant. The GSEA
analysis was conducted to illustrate the relationship between
PTX3 expression and hallmark gene sets from the Molecular
Signatures Database (MSigDB).

Survival Analysis

Patients were subdivided into high and low groups according to
median PTX3 expression. The overall survival (OS), progression
free interval (PFI), and disease specific survival (DSS) rates
of patients in low and high group were compared by the
Kaplan-Meier method with log-rank test. ROC and AUC were
performed to evaluate the prediction performance of PTX3
expression in various aspects, including 3,5-year OS, subtype of
GBM (classical, mesenchymal, neural, proneural) and IDH status
(wildtype, mutant).

Mutation and Copy Number Variation
Analysis

Single nucleotide polymorphisms (SNPs) and somatic CNVs
were downloaded from the TCGA database. CNVs regions on
chromosome associated with PTX3 expression were analyzed
using GISTIC 2.0°. Venn diagram is generated by TBtools
[Chengjie Chen, Rui Xia, Hao Chen & Yehua He. TBtools, a
Toolkit for Biologists integrating various HTS-data handling
tools with a user-friendly interface. Preprint at https://www.
biorxiv.org/content/10.1101/289660v1 (2018)].

Statistical Analyses

PTX3 expression profile difference with in WHO grades, GBM
subtypes and treatment outcome were analyzed using Wilcoxon
rank testing. Kaplan-Meier survival curves were generated and
compared by using the log-rank test. The Pearson correlation

'http://www.tcga.org/
Zhttp://www.cgga.org.cn/
Shttps://gatkforums.broadinstitute.org

was applied to evaluate the linear relationship between gene
expression levels. Univariate and multivariate Cox regression
analyses, and LASSO regression analyses were performed by
R/BioConductor (version 3.6.2%).

Statistical analyses of the colony-forming assay and the
CCKS8 assay were carried out by GraphPad Prism (version 8.0°).
Two-way ANOVA analysis followed with Tukey’s analysis for
more than two groups. P-value < 0.05 was considered to be
statistically significant.

RESULTS

PTX3 Expression Is Elevated in
Glioblastoma

PTX3 expression profiles of pan-cancer and normal tissue were
obtained from the TCGA database and the Getx database. PTX3
expression in glioma is higher than normal tissue (P < 0.001;
Figure 1A). In glioma, the expression of PTX3 is increased
along with the tumor grade elevated (P < 0.001; Figure 1B).
Based on treatment outcome after first course, PTX3 expression
is significantly increased in patients with PD than other three
groups (CR, PR, and SD) in glioma from the TCGA database
(P < 0.001, Supplementary Figure S1A). Therefore, high PTX3
expression indicates worse survival outcome.

The IDH status serves as prognostic prediction biomarkers in
clinical (Chen et al.,, 2019), and the MGMT status can predict
tumor sensitivity to temozolomide (Hegi et al., 2005). In our
work, PTX3 is enriched in IDH wildtype GBM (TCGA: P < 0.001,
Figure 1C; CGGA: P < 0.001, Figure 1D), unmethylated
glioma (P < 0.001, Figure 1E). But no significantly expression
difference is observed in GBM cased on the MGMT status
(P > 0.05, Figure 1F) in the TCGA dataset. As for GBM
subtypes, mesenchymal GBM exhibits the worst survival outcome
and highest PTX3 expression while proneural GBM to the
opposite in the TCGA microarray database (Figures 1G,H and
Supplementary Figure S1B). Therefore, high PTX3 is associated
with aggressive glioma.

PTX3 Acts as Prognostic Prediction
Biomarker and Indicates Worse Survival
Outcome

Patients were subdivided into high or low risk group based on
median PTX3 expression to analyze survival outcome difference.
In the TCGA database, high PTX3 expression suggested worse
survival outcome than low PTX3 expression in glioma (P < 0.001;
Figure 2A). Similarly, low risk group manifested better survival
outcome relative to high risk group in GBM in the TCGA
sequence (P = 0.007; Figure 2B) and microarray (P = 0.0024;
Figure 2C) database. Same result was also confirmed in the
CGGA database (P = 0.0012; Figure 2D). The survival outcome
of patients receiving radiotherapy in low PTX3 group was
better than high PTX3 group in the TCGA microarray database

*https://www.r-project.org/
*https://www.graphpad.com/scientific-software/prism/
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FIGURE 1 | Expression profile of PTX3 in glioma. (A) Expression profile of PTX3 in different tumor cased on TCGA and normal tissue from the Getx database.
(B) Sequence data of PTX3 mRNA levels in WHO I, I, and IV from the TCGA dataset. PTX3 expression is related to the status of IDH in GBM from the TCGA
microarray dataset (C, P-value < 0.001) and the CGGA dataset (D, P-value < 0.001). PTX3 expression is significant elevated in MGMT unmethylated group than
MGMT methylated group in glioma (E, P < 0.001) from the TCGA sequence dataset, while similar difference is not observed in GBM (F, array, P < 0.001) from the
TCGA array dataset. (G,H) PTX3 expression profiles in GBM subtypes from the TCGA microarray dataset. MES, mesenchymal; PN, proneural; NE, neural; CL,
classical. NS, no significantly statistical; *P < 0.05; **P < 0.01; ***P < 0.001.

(Accepted: P = 0.002; Not accepted: P = 0.7924; Figure 2E). In
chemotherapy, high risk group exhibited worse survival outcome
than low risk group (Accepted: P = 0.0082; Not accepted:
P =0.001; Figure 2F). The DSS (microarray: P =0.0011, sequence:
P =0.041, Supplementary Figures S1C,D) and PFI (microarray:
P < 0.0001, sequence: P = 0.006, Supplementary Figures S1E,F)
analysis in GBM also suggested similar results.

ROC and AUC were calculated to reveal the prognostic
prediction ability of PTX3. The 3, 5 years survival probability of
PTX3 expression were calculated (3-years: AUC = 0.84, 5-years:
AUC = 0.792, Figure 2G). The AUC calculated according to the
status of IDH (AUC = 0.852, Figure 2H) and GBM subtypes
(AUC = 0.79, Figure 2I) in the TCGA microarray database

were also calculated. Same results were verified in the TCGA
sequence dataset (IDH: AUC = 0.839, subtypes: AUC = 0.842,
Supplementary Figures S1G,H). Univariate and multivariate
Cox regression analysis were also to evaluate the prognostic
prediction ability of PTX3 (Supplementary Tables S1, S2).
Therefore, PTX3 promotes tumor progression and its expression
can predict survival outcome.

Biofunction Prediction of PTX3

Next, we predicted the potential biological functions of
PTX3 by conducting the GO analysis (Figures 3A-C), the
single-cell analysis (Figure 3D), and the GSEA analysis
(Figures 3E-G and Supplementary Figure SII). Results
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FIGURE 2 | The ability of PTX3 to predict survival outcome. (A) The OS survival probability (P-value < 0.001) was calculated by the Kaplan-Meier survival analysis in
glioma with high or low PTX3 expression from the TCGA sequence dataset. The OS in GBM from the TCGA sequence dataset (B, P = 0.007), the TCGA microarray
database (C, P = 0.0024), the CGGA dataset (D, P = 0.0012). The survival outcome difference based on the expression of PTX3 in GBM based on the TCGA
microarray database when taking radio- (E) or chemo-therapy (F) into consideration. (G) ROC curve of 3 (AUC is 0.840) and 5 years (AUC is 0.792) survive
probability based on PTX3 expression in GBM from the TCGA sequence database. ROC curve of PTX3 expression based on the status of IDH (H, AUC = 0.852) and
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suggested that PTX3 involve in negative modulating cells
autophagy and extracellular matrix disassembly. Therefore, PTX3
might promote tumor progression by inhibiting tumor cells
autophagy. In order to explicit the association between PTX3
and genes involved in negative modulating autophagy pathway,
we first identified differential expression genes (DEGs) between
high and low PTX3 expression group. Then genes related to
negative modulating autophagy pathway were obtained from the
MSigDB°. Three genes, HMOXI1, ILIORA, and TREM2, were
identified by intersecting DEGs and autophagy related genes

Chttp://www.gsea- msigdb.org/gsea/msigdb/cards/GO_NEGATIVE_
REGULATION_OF_AUTOPHAGY

(Figure 3H). The correlation coefficient was also calculated
(Supplementary Figure S2).

PTX3 Affects Tumor Cell Viability by

Negative Modulating Cell Autophagy

We next prove PTX3 can affect GBM cells viability. The
CCK8 assay indicates that cells proliferation is inhibited by
silencing PTX3 expression (Figure 4A). The Western-blotting
assay suggests the expression level of autophagy related proteins,
beclinl and LC3B, are elevated in the si-PTX3 group (Figure 4B).
Notably, the expression of LC3B-II is higher in the si-PTX3 group
relative to other groups indicating activated cells autophagy.
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Next, the autophagic flux assay is performed to determine
the source of LC3B-II. Increased LC3B-II expression in the
si-PTX3 group cannot be reversed by adding autophagy
inhibitor Baf Al (Figure 4C). Therefore, PTX3 can negative
modulate cells autophagy. The LC3B expression profile is

also examined by immunofluorescence suggesting U87MG
cells in the si-PTX3 group tends to accumulate more LC3B
in cytoplasm (Figure 4D). The colony forming assay also
suggests the viability of U87MG cells is inhibited when
PTX3 expression is decreased (Figure 4E). Thus, PTX3
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(Figure 5A and Supplementary Figure S3A). Likewise,
JUN can predict survival outcome based on its expression
(Supplementary Figures S3B,C). JUN can bind to chromosome
3 like polymerase (RNA) II (DNA directed) polypeptide A
(regulator of message RNA synthesis) (Figure 5B). Previous

expression affects tumor cells viability by negative regulating
cells autophagy.

Expression Profile and Biofunction of
Transcription Factor JUN

According to gene expression correlation, we identify positive
correlation between JUN expression and PTX3 expression

study also proved that JUN binds to the promoter of PTX3 to
regulate PTX3 expression (Chang et al., 2015). Next, we explore
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the distribution of PTX3 and JUN by single-cell analysis. JUN
and PTX3 both enrich in GBM cells, except PTX3 also expresses
in oligodendrocyte progenitor cells and immune cells (Figure 5C
and Supplementary Figure S3D). Therefore, JUN might regulate
PTX3 expression.

JUN expression can be applied to predict survival
outcome, and high JUN expression indicates worse survival

outcome in GBM (P 001, Supplementary Figure S3B)
and glioma (P 0.026, Supplementary Figure S3C)
based on the TCGA sequence database. The GO analysis
based on JUN expression in TCGA database (Figure 5D
and Supplementary Figure S3E) and single-cell analysis
(Figure 5E) also support that high JUN expression is
associated with negative modulating cells autophagy.
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JUN might affect tumor progression through regulating
PTX3 expression.

JUN Affect Glioblastoma Cells
Proliferation, Viability and Autophagy

The CCKS8 assay indicate that increased JUN expression can
promote tumor cells proliferation, but by silencing PTX3
expression can reverse that process (Figure 6A). Next, the
Western-blotting assay is performed to examine relationship
between JUN, PTX3 and autophagy related proteins (Figure 6B).
JUN can significantly increase PTX3 expression relative to the
control group. In the meantime, less LC3B-1 is transferred into
LC3B-II indicating cells autophagy is inhibited. Cells autophagy
is re-activated when PTX3 expression is inhibited. The colony
forming assay also supported JUN can affect tumor viability
through affecting PTX3 expression (Figure 6C). Therefore, JUN
can affect U87MG cells proliferation, viability and autophagy.

Epigenetic Changes and PTX3

Expression
Epigenetic alternation between high and low PTX3
expression in GBM is explored. SNPs suggested high

gene mutation burdens are detected in high (50 of 53

samples) and low (33 of 40 samples) PTX3 expression
group, including EGFR, PTEN, TP53, TTN, ATRX, IDHI1
(frequency > 20%). Notably, EGFR (high: 32% vs. low:
25%) and PTEN (high: 30% vs. low: 20%) mutation are
mainly enriched in high PTX3 group while ATRX (high:
11% vs. low: 28%), TP53 (high: 26% vs. low: 55%) and IDH1
(high: < 10% vs. low: 25%) mutation are enriched in low PTX3
group (Figure 7A).

GISTIC 2.0 is used to contrast the amplification and deletion
region difference on chromosome based on PTX3 expression
(Figure 7B). Amplification regions such as 1q32.1 (MDM4),
7q11.2 (EGFR, SEC61G), 12q15 (CPM), 12q14.1 (CDK4), and
4q12 (PDGFRA) are preferential discovered in high PTX3
expression group. Deletion regions such as 9p21.3 (CDKN2A),
1p36.23 (ERRFI1), 10q23.31 (PTEN), 9p21.3 (ELAVL2), and
17q11.2 (NF1) are enriched in high PTX3 expression group. In
low PTX3 expression group, amplification region like 7q11.2
(SEC61G), 12ql14.1 (CDK4), 4ql2 (PDGFRA) and deletion
regions like 9p21.3 (CDKN2A), 10q26.3 (PTEN), 10q26.3
(CYP2E1) are identified. To further illustrated DEGs is caused by
CNVs or other regulating pathway, we identify amplification and
deletion genes. The overlapping genes of CNVs and DEGs are
obtained (Figure 7C and Supplementary Table S3). As noticed,
few DEGs can be resulted from CNVs. Therefore, complicated
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regulatory network extensively exists in high and low PTX3
expression group.

DISCUSSION

Previous studies confirmed that elevated PTX3 level in tumor
tissue as a biomarker of poor survival outcome (Locatelli et al.,
2013; Tarassishin et al., 2014). In this work, we also prove PTX3
expression is associated with aggressive type of glioma. High
PTX3 expression indicates worse survival outcome. By silencing
PTX3 expression can impair tumor cells colony-forming and
proliferation ability in vitro. Thus, PTX3 acts as a prognostic
prediction biomarker of glioma.

Autophagy is a manner of programmed cell death, and highly
conserved from microzyme to vertebrate mammal evolutionarily
(White, 2015; Onorati et al., 2018). Autophagy deficiency triggers
tumorigenesis by inducing oxidative stress, activation of the DNA
damage response, and genome instability (Karantza-Wadsworth
et al.,, 2007; Mathew et al., 2007, 2009). On the other hand,
autophagy overactivation also promotes tumor growth, invasion,
and metastasis (Guo et al., 2011; Lock et al,, 2011, 2014; Yang
et al, 2011b). Notably, autophagy is associated with tumor
sensitivity to temozolomide (Yan et al., 2016; Xu et al., 2018).
Therefore, dysregulated autophagy affects tumor progression.
PTX3 has been confirmed relate to tumor migration, growth,
sensitivity to radiotherapy (Bedini et al., 2018; Ahmmed et al,
2019; Rathore et al.,, 2019), but its relationship with autophagy
in GBM is remained unclear. In our work, the GO and
GSEA analysis suggest PTX3 negative regulating cells autophagy.
In vitro experiment, we confirm that PTX3 negative mediates
cell autophagy and promotes GBM cell proliferation. Notably,
research reported that inhibited PTX3 expression significantly
decreased tumor size on GBM xenografts (Tung et al., 2016).
Therefore, PTX3 promotes tumor progression through negative
regulating cells autophagy (Figure 8).

PTX3 was proved as an inflammatory factor belonging to
the pentraxin family at the beginning (Bonavita et al., 2015). Its
expression also enriches in immune cells based on the single-cell
analysis. Therefore, PTX3 might able to affect tumor immune
landscape (Netti et al., 2020). Tumor can be labeled as ‘hot’
or ‘cold’ according to their response to immunotherapy, and
immunocytes infiltration degree decides tumor sensitivity to
immunotherapy (Doni et al.,, 2019; Tomaszewski et al., 2019).
Previous study proved PTX3 deficiency tumor manifested high
macrophage infiltration, more cytokine production and high
complement activation (Bonavita et al., 2015). However, the
association between PTX3 and immunocytes is unclear and
requires more researches.

JUN oncogene, also known as c-Jun or AP-1, belongs to the
Jun family and encodes the component of the activator protein-
1 complex (Meng and Xia, 2011). Previous study has already
confirmed that JUN can bind to PTX3 promoter to regulate its
expression (Chang et al, 2015). Other studies illustrated JUN
serves as critical role in tumor progression. For example, the
MAPK/JNK pathway can regulate cells autophagy, and c-jun is
recognized as one of its downstream target (Zhou et al., 2015).
The PI3K/Art pathway and the NF-kB pathway activation

can initiate JUN expression in head and neck cancer (Chang
et al., 2015). Factors like astrocyte elevated gene 1 (Liu et al,,
2017), microRNA-4476 (Lin et al., 2020), 3-phosphoinositide
dependent protein kinase 1 (Luo et al., 2018) can also activate
c-jun expression. Therefore, JUN participates in cells autophagy
regulation by affecting PTX3 expression.

Single nucleotide polymorphisms suggests mutation ratio of
EGFR and PTEN are higher in high PTX3 expression group
relative to low PTX3 expression group, while IDH1, ATRX and
TP53 mutation are enriched in low PTX3 expression group. High
EGFR and PTEN mutation are common in GBM, and actively
participate in promoting tumor progression (Brennan et al., 2013;
Han et al., 2016). TP53 is recognized as tumor suppressor and
able to induce tumorigenesis (Wang et al., 2014). IDH1 and
ATRX mutation have been confirmed as biomarker indicating
better survival outcome in clinical (Wang et al., 2013; Aquilanti
et al., 2018). Therefore, SNPs supported low PTX3 expression
group indicates better survival outcome relative to high PTX3
expression group. CNVs indicates EGFR is amplificated in high
PTX3 expression group while deletion regions like ERRFII
and NF1 are mainly observed in high PTX3 expression group.
Previous studies identified high EGFR expression promote tumor
progression (Hatanpaa et al., 2010), and high ERRFI1 (Duncan
et al,, 2010) expression can slow tumor progression. In general,
PTX3 is a prognostic prediction biomarker in GBM, and
PTX3 promote GBM progression through negative modulating
cells autophagy.

DATA AVAILABILITY STATEMENT

Publicly available datasets were analyzed in this study. This
data can be found here: https://www.cancer.gov/about-
nci/organization/ccg/research/structural-genomics/tcga; http://
www.cgga.org.cn/;  https://commonfund.nih.gov/GTEx/data.
Experiment data can be obtained by contacting the
corresponding author.

AUTHOR CONTRIBUTIONS

ZW, XW, and NZ prepared the manuscript, analyzed the data,
and performed the experiments. HZ and ZD analyzed the data.
MZ modified the manuscript. SF and QC designed the project
and finally approved the manuscript to publish. All authors
contributed to the article and approved the submitted version.

FUNDING

This work was supported by the National Nature Science
Foundation of China (Grant No. 81703622); the China
Postdoctoral Science Foundation (Grant No. 2018M63302);
the Hunan Provincial Natural Science Foundation of
China (Grant Nos. 2018]J3838 and 2020]J8111); the Hunan

Provincial Health and Health Committee Foundation
of China (C2019186); Clinical Medical Technology
Innovation  Guidance Program of Hunan Province

Frontiers in Cell and Developmental Biology | www.frontiersin.org

August 2020 | Volume 8 | Article 795


http://www.cgga.org.cn/
http://www.cgga.org.cn/
https://commonfund.nih.gov/GTEx/data
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles

Wang et al.

Pentraxin 3 Affects Tumor Cells Autophagy

(No. 2017SK50109); and the Xiangya Hospital Central South
University Postdoctoral Foundation.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online
at: https://www.frontiersin.org/articles/10.3389/fcell.2020.00795/
full#supplementary- material

REFERENCES

Ahmmed, B., Khan, M. N, Nisar, M. A., Kampo, S., Zheng, Q., Li, Y., et al. (2019).
Tunicamycin enhances the suppressive effects of cisplatin on lung cancer
growth through PTX3 glycosylation via AKT/NF-kappaB signaling pathway.
Int. J. Oncol. 54, 431-442. doi: 10.3892/ij0.2018.4650

Aquilanti, E., Miller, J., Santagata, S., Cahill, D. P., and Brastianos, P. K. (2018).
Updates in prognostic markers for gliomas. Neuro. Oncol. 20(Suppl._7), viil7-
vii26. doi: 10.1093/neuonc/noy158

Bedini, N., Cicchetti, A., Palorini, F., Magnani, T., Zuco, V., Pennati, M., et al.
(2018). Evaluation of mediators associated with the inflammatory response in
prostate cancer patients undergoing radiotherapy. Dis. Markers 2018:9128128.
doi: 10.1155/2018/9128128

Bonavita, E., Gentile, S., Rubino, M., Maina, V., Papait, R., Kunderfranco, P., et al.
(2015). PTX3 is an extrinsic oncosuppressor regulating complement-dependent
inflammation in cancer. Cell 160, 700-714. doi: 10.1016/j.cell.2015.01.004

Brennan, C. W., Verhaak, R. G., McKenna, A., Campos, B., Noushmehr, H.,
Salama, S. R., et al. (2013). The somatic genomic landscape of glioblastoma. Cell
155, 462-477. doi: 10.1016/j.cell.2013.09.034

Chang, W. C., Wu, S. L., Huang, W. C,, Hsu, J. Y., Chan, S. H., Wang, J. M,,
et al. (2015). PTX3 gene activation in EGF-induced head and neck cancer cell
metastasis. Oncotarget 6, 7741-7757. doi: 10.18632/oncotarget.3482

Chen, X., Yan, Y., Zhou, J., Huo, L., Qian, L., Zeng, S., et al. (2019). Clinical
prognostic value of isocitrate dehydrogenase mutation, O-6-methylguanine-
DNA methyltransferase promoter methylation, and 1p19q co-deletion in
glioma patients. Ann. Transl. Med. 7:541. doi: 10.21037/atm.2019.09.126

Doni, A., Stravalaci, M., Inforzato, A., Magrini, E., Mantovani, A., Garlanda, C.,
et al. (2019). The long pentraxin PTX3 as a link between innate immunity,
tissue remodeling, and Cancer. Front. Immunol. 10:712. doi: 10.3389/fimmu.
2019.00712

Duncan, C. G, Killela, P. J., Payne, C. A., Lampson, B., Chen, W. C, Liu, J.,
et al. (2010). Integrated genomic analyses identify ERRFI1 and TACC3 as
glioblastoma-targeted genes. Oncotarget 1, 265-277. doi: 10.18632/oncotarget.
137

Giacomini, A., Ghedini, G. C., Presta, M., and Ronca, R. (2018). Long pentraxin 3:
a novel multifaceted player in cancer. Biochim. Biophys. Acta Rev. Cancer 1869,
53-63. doi: 10.1016/j.bbcan.2017.11.004

Giorgi, F. S., Biagioni, F., Lenzi, P., Frati, A., and Fornai, F. (2015). The role
of autophagy in epileptogenesis and in epilepsy-induced neuronal alterations.
J. Neural. Transm. (Vienna) 122, 849-862. doi: 10.1007/s00702-014-1312-1311

Guo, J. Y., Chen, H. Y., Mathew, R., Fan, J., Strohecker, A. M., Karsli-Uzunbas,
G., et al. (2011). Activated Ras requires autophagy to maintain oxidative
metabolism and tumorigenesis. Genes Dev. 25, 460-470. doi: 10.1101/gad.
2016311

Gusyatiner, O., and Hegi, M. E. (2018). Glioma epigenetics: from subclassification
to novel treatment options. Semin. Cancer Biol. 51, 50-58. doi: 10.1016/j.
semcancer.2017.11.010

Han, F., Hu, R,, Yang, H., Liu, J., Sui, J., Xiang, X., et al. (2016). PTEN gene
mutations correlate to poor prognosis in glioma patients: a meta-analysis. Onco.
Targets Ther. 9, 3485-3492. doi: 10.2147/OTT.§99942

Hatanpaa, K. J., Burma, S., Zhao, D., and Habib, A. A. (2010). Epidermal growth
factor receptor in glioma: signal transduction, neuropathology, imaging, and
radioresistance. Neoplasia 12, 675-684. doi: 10.1593/ne0.10688

Hegi, M. E., Diserens, A. C., Gorlia, T., Hamou, M. F., de Tribolet, N., Weller,
M., et al. (2005). MGMT gene silencing and benefit from temozolomide in
glioblastoma. N. Engl. J. Med. 352, 997-1003. doi: 10.1056/NEJMo0a043331

FIGURE S1 | Supplementary information about PTX3.

FIGURE S2 | Correlation between PTX3 and three autophagy related genes.
FIGURE S3 | Correlation analysis between JUN and PTX3 in GBM.

TABLE S1 | Univariate Cox regression.

TABLE S2 | Multivariate Cox regression.

TABLE S3 | Gene list of Venn diagram.

Hong, J., Peng, Y., Liao, Y., Jiang, W., Wei, R,, Huo, L., et al. (2012). Nimotuzumab
prolongs survival in patients with malignant gliomas: a phase I/II clinical study
of concomitant radiochemotherapy with or without nimotuzumab. Exp. Ther.
Med. 4, 151-157. doi: 10.3892/etm.2012.555

Kampo, S., Ahmmed, B., Zhou, T., Owusu, L., Anabah, T. W., Doudou, N. R,, et al.
(2019). Scorpion venom analgesic peptide, BmK AGAP inhibits stemness, and
epithelial-mesenchymal transition by down-regulating PTX3 in breast Cancer.
Front. Oncol. 9:21. doi: 10.3389/fonc.2019.00021

Karantza-Wadsworth, V., Patel, S., Kravchuk, O., Chen, G., Mathew, R., Jin, S., et al.
(2007). Autophagy mitigates metabolic stress and genome damage in mammary
tumorigenesis. Genes Dev. 21, 1621-1635. doi: 10.1101/gad.1565707

Lin, J., Ding, S., Xie, C., Yi, R., Wu, Z,, Luo, J., et al. (2020). MicroRNA-4476
promotes glioma progression through a miR-4476/APC/beta-catenin/c-Jun
positive feedback loop. Cell Death Dis. 11:269. doi: 10.1038/s41419-020-2474-
2474

Liu, L., Liu, Z., Wang, H., Chen, L., Ruan, F., Zhang, ]., et al. (2016). Knockdown
of PREX2a inhibits the malignant phenotype of glioma cells. Mol. Med. Rep. 13,
2301-2307. doi: 10.3892/mmr.2016.4799

Liu, Q., Tu, T., Bai, Z., Liu, Z., and Zhou, S. (2011). Elevated plasma pentraxin
3: a potential cardiovascular risk factor? Med. Hypotheses 77, 1068-1070. doi:
10.1016/j.mehy.2011.09.004

Liu, L., Guan, H,, Li, Y., Ying, Z., Wu, J., Zhu, X, et al. (2017). Astrocyte elevated
gene 1 interacts with acetyltransferase p300 and c-jun to promote tumor
aggressiveness. Mol. Cell Biol. 37:e00456-16. doi: 10.1128/MCB.00456-416

Locatelli, M., Ferrero, S., Martinelli Boneschi, F., Boiocchi, L., Zavanone, M., Maria
Gaini, S., et al. (2013). The long pentraxin PTX3 as a correlate of cancer-related
inflammation and prognosis of malignancy in gliomas. J. Neuroimmunol. 260,
99-106. doi: 10.1016/j.jneuroim.2013.04.009

Lock, R., Kenific, C. M., Leidal, A. M., Salas, E., and Debnath, J. (2014). Autophagy-
dependent production of secreted factors facilitates oncogenic RAS-driven
invasion. Cancer Discov. 4, 466-479. doi: 10.1158/2159-8290.cd-13-0841

Lock, R., Roy, S., Kenific, C. M., Su, J. S., Salas, E., Ronen, S. M., et al
(2011). Autophagy facilitates glycolysis during Ras-mediated oncogenic
transformation. Mol. Biol. Cell 22, 165-178. doi: 10.1091/mbc.E10-06-0500

Luo, D., Xu, X,, Li, J., Chen, C., Chen, W., Wang, F,, et al. (2018). The PDK1/cJun
pathway activated by TGFbeta induces EMT and promotes proliferation and
invasion in human glioblastoma. Int. J. Oncol. 53, 2067-2080. doi: 10.3892/ijo.
2018.4525

Mathew, R., Karp, C. M., Beaudoin, B., Vuong, N., Chen, G., Chen, H. Y, et al.
(2009). Autophagy suppresses tumorigenesis through elimination of p62. Cell
137, 1062-1075. doi: 10.1016/j.cell.2009.03.048

Mathew, R., Kongara, S., Beaudoin, B., Karp, C. M., Bray, K., Degenhardt, K., et al.
(2007). Autophagy suppresses tumor progression by limiting chromosomal
instability. Genes Dev. 21, 1367-1381. doi: 10.1101/gad.1545107

Meng, Q., and Xia, Y. (2011). c-Jun, at the crossroad of the signaling network.
Protein Cell 2, 889-898. doi: 10.1007/s13238-011-1113-1113

Netti, G. S., Lucarelli, G., Spadaccino, F., Castellano, G., Gigante, M., Divella, C.,
etal. (2020). PTX3 modulates the immunoflogosis in tumor microenvironment
and is a prognostic factor for patients with clear cell renal cell carcinoma. Aging
(Albany NY) 12, 7585-7602. doi: 10.18632/aging.103169

Onorati, A. V., Dyczynski, M., Ojha, R., and Amaravadi, R. K. (2018). Targeting
autophagy in cancer. Cancer 124, 3307-3318. doi: 10.1002/cncr.31335

Ouyang, M., White, E. E., Ren, H., Guo, Q., Zhang, I, Gao, H., et al. (2016).
Metronomic doses of temozolomide enhance the efficacy of carbon nanotube
CpG immunotherapy in an invasive glioma model. PLoS One 11:€0148139.
doi: 10.1371/journal.pone.0148139

Frontiers in Cell and Developmental Biology | www.frontiersin.org

August 2020 | Volume 8 | Article 795


https://www.frontiersin.org/articles/10.3389/fcell.2020.00795/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fcell.2020.00795/full#supplementary-material
https://doi.org/10.3892/ijo.2018.4650
https://doi.org/10.1093/neuonc/noy158
https://doi.org/10.1155/2018/9128128
https://doi.org/10.1016/j.cell.2015.01.004
https://doi.org/10.1016/j.cell.2013.09.034
https://doi.org/10.18632/oncotarget.3482
https://doi.org/10.21037/atm.2019.09.126
https://doi.org/10.3389/fimmu.2019.00712
https://doi.org/10.3389/fimmu.2019.00712
https://doi.org/10.18632/oncotarget.137
https://doi.org/10.18632/oncotarget.137
https://doi.org/10.1016/j.bbcan.2017.11.004
https://doi.org/10.1007/s00702-014-1312-1311
https://doi.org/10.1101/gad.2016311
https://doi.org/10.1101/gad.2016311
https://doi.org/10.1016/j.semcancer.2017.11.010
https://doi.org/10.1016/j.semcancer.2017.11.010
https://doi.org/10.2147/OTT.S99942
https://doi.org/10.1593/neo.10688
https://doi.org/10.1056/NEJMoa043331
https://doi.org/10.3892/etm.2012.555
https://doi.org/10.3389/fonc.2019.00021
https://doi.org/10.1101/gad.1565707
https://doi.org/10.1038/s41419-020-2474-2474
https://doi.org/10.1038/s41419-020-2474-2474
https://doi.org/10.3892/mmr.2016.4799
https://doi.org/10.1016/j.mehy.2011.09.004
https://doi.org/10.1016/j.mehy.2011.09.004
https://doi.org/10.1128/MCB.00456-416
https://doi.org/10.1016/j.jneuroim.2013.04.009
https://doi.org/10.1158/2159-8290.cd-13-0841
https://doi.org/10.1091/mbc.E10-06-0500
https://doi.org/10.3892/ijo.2018.4525
https://doi.org/10.3892/ijo.2018.4525
https://doi.org/10.1016/j.cell.2009.03.048
https://doi.org/10.1101/gad.1545107
https://doi.org/10.1007/s13238-011-1113-1113
https://doi.org/10.18632/aging.103169
https://doi.org/10.1002/cncr.31335
https://doi.org/10.1371/journal.pone.0148139
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles

Wang et al.

Pentraxin 3 Affects Tumor Cells Autophagy

Perez-Hernandez, M., Arias, A., Martinez-Garcia, D., Perez-Tomas, R., Quesada,
R., and Soto-Cerrato, V. (2019). Targeting autophagy for Cancer treatment
and tumor chemosensitization. Cancers (Basel) 11:1599. doi: 10.3390/
cancers11101599

Rathore, M., Girard, C., Ohanna, M., Tichet, M., Ben Jouira, R., Garcia, E., et al.
(2019). Cancer cell-derived long pentraxin 3 (PTX3) promotes melanoma
migration through a toll-like receptor 4 (TLR4)/NF-kappaB signaling pathway.
Oncogene 38, 5873-5889. doi: 10.1038/s41388-019-0848-849

Ronca, R, Di Salle, E., Giacomini, A., Leali, D., Alessi, P., Coltrini, D., et al. (2013).
Long pentraxin-3 inhibits epithelial-mesenchymal transition in melanoma cells.
Mol. Cancer Ther. 12,2760-2771. doi: 10.1158/1535-7163.mct-13-0487

Stavoe, A. K. H., and Holzbaur, E. L. F. (2019). Autophagy in neurons. Annu. Rev.
Cell Dev. Biol. 35, 477-500. doi: 10.1146/annurev-cellbio-100818-125242

Stupp, R., Mason, W. P., van den Bent, M. J., Weller, M., Fisher, B., Taphoorn,
M. ], etal. (2005). Radiotherapy plus concomitant and adjuvant temozolomide
for glioblastoma. N. Engl. ]. Med. 352, 987-996. doi: 10.1056/NEJMo0a043330

Tarassishin, L., Lim, J., Weatherly, D. B., Angeletti, R. H., and Lee, S. C. (2014).
Interleukin-1-induced changes in the glioblastoma secretome suggest its role in
tumor progression. J. Proteom. 99, 152-168. doi: 10.1016/j.jprot.2014.01.024

Thomas, C., Henry, W., Cuiffo, B. G., Collmann, A. Y., Marangoni, E., Benhamo,
V., etal. (2017). Pentraxin-3 is a PI3K signaling target that promotes stem cell-
like traits in basal-like breast cancers. Sci. Signal. 10:eaah4674. doi: 10.1126/
scisignal.aah4674

Tomaszewski, W., Sanchez-Perez, L., Gajewski, T. F., and Sampson, J. H.
(2019). Brain tumor microenvironment and host state: implications for
immunotherapy. Clin. Cancer Res. 25, 4202-4210. doi: 10.1158/1078-0432.
CCR-18-1627

Tung, J. N,, Ko, C. P,, Yang, S. F., Cheng, C. W., Chen, P. N,, Chang, C. Y.,
et al. (2016). Inhibition of pentraxin 3 in glioma cells impairs proliferation and
invasion in vitro and in vivo. J. Neurooncol. 129, 201-209. doi: 10.1007/s11060-
016-2168-z

Verhaak, R. G., Hoadley, K. A., Purdom, E., Wang, V., Qi, Y., Wilkerson, M. D.,
et al. (2010). Integrated genomic analysis identifies clinically relevant subtypes
of glioblastoma characterized by abnormalities in PDGFRA. IDH1, EGFR, and
NF1. Cancer Cell 17, 98-110. doi: 10.1016/j.ccr.2009.12.020

Wang, R., Sharma, R., Shen, X., Laughney, A. M., Funato, K., Clark, P. J., et al.
(2020). Adult Human glioblastomas harbor radial glia-like cells. Stem Cell Rep.
15, 275-277. doi: 10.1016/j.stemcr.2020.06.002

Wang, X., Chen, J. X,, Liu, J. P, You, C., Liu, Y. H., and Mao, Q. (2014).
Gain of function of mutant TP53 in glioblastoma: prognosis and response
to temozolomide. Ann. Surg. Oncol. 21, 1337-1344. doi: 10.1245/s10434-013-
3380-3380

Wang, Z., Bao, Z., Yan, W., You, G., Wang, Y., Li, X,, et al. (2013). Isocitrate
dehydrogenase 1 (IDH1) mutation-specific microRNA signature predicts
favorable prognosis in glioblastoma patients with IDH1 wild type. J. Exp. Clin.
Cancer Res. 32:59. doi: 10.1186/1756-9966-32-59

White, E. (2015). The role for autophagy in cancer. J. Clin. Invest. 125, 42-46.
doi: 10.1172/jci73941

Wu, L. L, Russell, D. L, Wong, S. L, Chen, M., Tsai, T. S., St John,
J. C., et al. (2015). Mitochondrial dysfunction in oocytes of obese mothers:
transmission to offspring and reversal by pharmacological endoplasmic
reticulum stress inhibitors. Development 142, 681-691. doi: 10.1242/dev.11
4850

Xu, J., Huang, H., Peng, R, Ding, X,, Jiang, B., Yuan, X,, et al. (2018). MicroRNA-
30a increases the chemosensitivity of U251 glioblastoma cells to temozolomide
by directly targeting beclin 1 and inhibiting autophagy. Exp. Ther. Med. 15,
4798-4804. doi: 10.3892/etm.2018.6007

Yan, Y., Xu, Z., Dai, S., Qian, L., Sun, L., and Gong, Z. (2016). Targeting autophagy
to sensitive glioma to temozolomide treatment. J. Exp. Clin. Cancer Res. 35:23.
doi: 10.1186/513046-016-0303-305

Yang, J., Liao, D., Wang, Z., Liu, F., and Wu, G. (2011a). Mammalian target of
rapamycin signaling pathway contributes to glioma progression and patients’
prognosis. J. Surg. Res. 168, 97-102. doi: 10.1016/j.js5.2009.06.025

Yang, S., Wang, X., Contino, G., Liesa, M., Sahin, E., Ying, H., et al. (2011b).
Pancreatic cancers require autophagy for tumor growth. Genes Dev. 25, 717-
729. doi: 10.1101/gad.2016111

Ying, T. H., Lee, C. H., Chiou, H. L,, Yang, S. F., Lin, C. L., Hung, C. H., et al. (2016).
Knockdown of Pentraxin 3 suppresses tumorigenicity and metastasis of human
cervical cancer cells. Sci. Rep. 6:29385. doi: 10.1038/srep29385

Zhou, Y. Y., Li, Y., Jiang, W. Q,, and Zhou, L. F. (2015). MAPK/JNK signalling:
a potential autophagy regulation pathway. Biosci. Rep. 35:e00199. doi: 10.1042/
BSR20140141

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.

Copyright © 2020 Wang, Wang, Zhang, Zhang, Dai, Zhang, Feng and Cheng. 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.

Frontiers in Cell and Developmental Biology | www.frontiersin.org

14

August 2020 | Volume 8 | Article 795


https://doi.org/10.3390/cancers11101599
https://doi.org/10.3390/cancers11101599
https://doi.org/10.1038/s41388-019-0848-849
https://doi.org/10.1158/1535-7163.mct-13-0487
https://doi.org/10.1146/annurev-cellbio-100818-125242
https://doi.org/10.1056/NEJMoa043330
https://doi.org/10.1016/j.jprot.2014.01.024
https://doi.org/10.1126/scisignal.aah4674
https://doi.org/10.1126/scisignal.aah4674
https://doi.org/10.1158/1078-0432.CCR-18-1627
https://doi.org/10.1158/1078-0432.CCR-18-1627
https://doi.org/10.1007/s11060-016-2168-z
https://doi.org/10.1007/s11060-016-2168-z
https://doi.org/10.1016/j.ccr.2009.12.020
https://doi.org/10.1016/j.stemcr.2020.06.002
https://doi.org/10.1245/s10434-013-3380-3380
https://doi.org/10.1245/s10434-013-3380-3380
https://doi.org/10.1186/1756-9966-32-59
https://doi.org/10.1172/jci73941
https://doi.org/10.1242/dev.114850
https://doi.org/10.1242/dev.114850
https://doi.org/10.3892/etm.2018.6007
https://doi.org/10.1186/s13046-016-0303-305
https://doi.org/10.1016/j.jss.2009.06.025
https://doi.org/10.1101/gad.2016111
https://doi.org/10.1038/srep29385
https://doi.org/10.1042/BSR20140141
https://doi.org/10.1042/BSR20140141
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles

	Pentraxin 3 Promotes Glioblastoma Progression by Negative Regulating Cells Autophagy
	Introduction
	Materials and Methods
	Cell Culture and Transfection
	Western-Blotting Assay
	CCK8 Assay
	Colony Forming Assay
	Immunofluorescence Assay
	Data Collection and Single-Cell Analysis
	GO Analysis and Gene Set Enrichment Analyses (GSEA)
	Survival Analysis
	Mutation and Copy Number Variation Analysis
	Statistical Analyses

	Results
	PTX3 Expression Is Elevated in Glioblastoma
	PTX3 Acts as Prognostic Prediction Biomarker and Indicates Worse Survival Outcome
	Biofunction Prediction of PTX3
	PTX3 Affects Tumor Cell Viability by Negative Modulating Cell Autophagy
	Expression Profile and Biofunction of Transcription Factor JUN
	JUN Affect Glioblastoma Cells Proliferation, Viability and Autophagy
	Epigenetic Changes and PTX3 Expression

	Discussion
	Data Availability Statement
	Author Contributions
	Funding
	Supplementary Material
	References


