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Melanoma associated antigen (MAGE) is an extensively studied family of tumor-associated
genes that share a common MAGE homology domain (MHD). Based upon their expression
pattern, MAGE genes have been broadly classified into type 1 MAGEs (T1Ms) and type 2
MAGEs (T2Ms) categories. Interestingly, several T2Ms are highly expressed in the brain and
involved in the regulation of neuronal development, differentiation, and survival. Available
literature suggests possible tumor suppressor functions of a few T2Ms, while information
available about their expression, regulation, and clinical significance in glioma is scanty. This
prompted us to perform a comprehensive analysis of T2M expression in glioma. Gene
expression data from glioma datasets: Oncomine, TCGA, and REMBRANDT study, were
used to assess the mRNA expression of T2M genes (MAGED1, MAGED2, MAGED3,
MAGED4, MAGED4B, MAGEE1, MAGEE2, MAGEF1, MAGEH1, MAGEL2, NSMCE3, and
NDN), and their association with clinical characteristics and composition of the tumor
microenvironment. Further, mutation, copy number alteration, and DNA methylation data
from TCGA were assessed for determining potential mechanisms of T2Ms expression in
glioma. Expression analysis revealed overexpression of MAGED subfamily genes in glioma,
while other genes of this family exhibited reduced expression in advanced grades of this
malignancy. Further, the expression of T2Ms exhibited varying extent of positive correlations
with each other. Amongst downregulated T2Ms, MAGEH1 expression exhibited negative
correlations with DNA methylation. Additionally, genes associated with MAGEH1 were
enriched in Myc and Hedgehog signaling. Furthermore, T2Ms downregulation was
associated with immune infiltration in glioma tissues and poor overall survival of glioma
patients. In multivariate Cox regression analysis, MAGEH1 emerged as an independent
prognosticator in lower grade glioma. Conclusively, these results suggest that expression of
T2Ms is associated with important clinical and molecular features in glioma. Mechanistic
studies may further provide novel insights into their role in glioma progression.

Keywords: glioma, glioblastoma, melanoma associated antigen, The Cancer Genome Atlas (TCGA), epigenetics,
DNA methylation
December 2020 | Volume 10 | Article 5733781

https://www.frontiersin.org/articles/10.3389/fonc.2020.573378/full
https://www.frontiersin.org/articles/10.3389/fonc.2020.573378/full
https://www.frontiersin.org/articles/10.3389/fonc.2020.573378/full
https://www.frontiersin.org/articles/10.3389/fonc.2020.573378/full
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles
http://creativecommons.org/licenses/by/4.0/
mailto:s_s_chauhan@hotmail.com
mailto:chopraanita2005@gmail.com
https://doi.org/10.3389/fonc.2020.573378
https://www.frontiersin.org/journals/oncology#editorial-board
https://www.frontiersin.org/journals/oncology#editorial-board
https://doi.org/10.3389/fonc.2020.573378
https://www.frontiersin.org/journals/oncology
http://crossmark.crossref.org/dialog/?doi=10.3389/fonc.2020.573378&domain=pdf&date_stamp=2020-12-23


Arora et al. Type 2 MAGEs in Glioma
INTRODUCTION

Gliomas are a group of heterogeneous primary malignant brain
tumors with a dismal outcome (1). Histopathological
classification of glioma has been constantly evolving with the
most recent WHO classification, 2016, classifying gliomas as
astrocytic, oligodendroglial or mixed oligo-astrocytic, and
further graded as WHO grade I and II (low grades), III
(anaplastic) or IV (glioblastoma multiforme) (2). Molecular
alterations in glioma including genetic as well as epigenetic
changes have been constantly determined and integrated into
common clinical practice (2, 3). Isocitrate dehydrogenase gene
(IDH) mutation and co-deletion of chromosome 1p and 19q (1p/
19q codeletion) are frequently observed in low grade gliomas and
associated with better patient prognosis (4). IDH mutation
confers global epigenomic changes, commonly called the CpG
island methylation phenotype (G-CIMP) leading to suppression
of tumor suppressor genes (5). Also, methylation O-6-
methylguanine-DNA methyltransferase (MGMT) gene
promoter is associated with better response to temozolomide
(TMZ) chemotherapy (6). While these biomarkers help in the
management of glioma with the current treatment regimen,
identification of novel molecular features may provide better
therapeutic opportunities in glioma.

Melanoma associated antigen (MAGE) gene family consists
of more than 50 genes that share a common MAGE homology
domain (MHD) (7, 8). MAGE genes evolved through
transposition and segmental duplications in the genome (9).
Based on chromosomal location and pattern of gene expression,
members of this family are further subdivided into two types.
Type 1 MAGEs (T1Ms) include MAGE-A, B, and C subfamilies.
The human T1Ms are present as clusters on the X chromosome.
T1Ms display germ cell and cancer specific expression, and
thereby fulfill the criteria of cancer testis antigens. T1M
peptides are recognized by cytotoxic T lymphocytes (CTLs) in
a variety of cancers and serve as ideal candidate antigens for
tumor vaccines (10–12). Human Genome Organisation (HUGO)
has approved the inclusion of twelve Type 2 MAGEs (T2Ms),
including MAGED1, MAGED2, MAGED3 (TRO), MAGED4,
MAGED4B , MAGEE1 , MAGEE2 , MAGEF1 , MAGEH1 ,
MAGEL2, NSMCE3, and NDN (Necdin). T2Ms are not
restricted to X chromosome and are expressed in a variety
of tissues.

The current knowledge of the physiological functions of the
MAGE genes is mostly related to T1Ms. Several T1Ms form
complex with E3 RING ubiquitin ligases to form MAGE-RING
ligases (MRLs) that are involved in ubiquitination mediated
protein degradation and other cellular processes such as
regulation of transcription and cell cycle (8). T1Ms have also
been implicated in apoptosis, cancer cell invasion (13), stem cell
maintenance, and DNA repair (14). However, information about
the functions of T2Ms is limited.MAGED1,MAGEH1, and NDN
are highly expressed in the brain and involved in neuronal
development (8, 15, 16). MAGEE1 and MAGED4 were initially
identified as brain specific members of the MAGE gene family
and were significantly enriched in glial tissues (17, 18). However,
Necdin is a neuron specific growth suppressor, is downregulated
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in tumors, including glioma and tumor cell lines, thereby
confirming its tumor suppressor functions (19, 20). Low
frequency mutations of MAGEH1 in glioma have been shown
to affect its nuclear localization (21). Furthermore, aberrant
MAGEH1 expression has been linked to dementia (22). These
studies suggest crucial roles of T2Ms in neuronal growth,
survival and possibly in the pathogenesis of central nervous
system diseases, including glioma.

Although wide variations in the nucleotide sequences of
regulatory regions of T1Ms enables their differential expression
(9), epigenetic alterations including DNA methylation and
histone modification underlie the co-expression of several
T1Ms and other tumor associated antigens in cancers (23). On
the contrary, all T2Ms display striking sequence homology in
their regulatory regions which possibly permit a common
mechanism to control their expression (9). Although
contradictory reports also exist regarding maternal imprinting
of the Necdin gene (24, 25), epigenetic regulation ofMAGED4 in
glioma is documented (18). While current evidence suggests
crucial roles of T2Ms in normal brain functions and neurological
disorders, no systematic study has been done to investigate the
expression, regulation, cellular function, and clinical significance
of T2Ms in glioma. Therefore, the current study was undertaken
to investigate the regulatory mechanism responsible for altered
expression of T2Ms, their cellular functions, and clinical
significance in glioma using large scale multi-omics datasets.
MATERIALS AND METHODS

Cell Culture
Human glioblastoma cells U87MG and LN229 (National Centre
for Cell Science, Pune, India) were grown in a medium
containing RPMI-1640 (HiMedia Laboratories, India),
supplemented with 10% (v/v) Fetal bovine serum (Gibco
Thermo Fisher Scientific Inc.), 1% penicillin and streptomycin
(Gibco, Thermo Fisher Scientific Inc.) in a humidified
atmosphere containing 5% CO2 at 37°C.

5’Azacytidine Treatment and qRT-PCR
Human glioblastoma cells (2X 104) were plated in each well of 6
well dish. The next day the cells were treated with 1 µM
Azacytidine (#A2385, Sigma-Aldrich). After 48 h the cells were
washed twice with ice-cold PBS and processed for total cellular
RNA isolation using Trizol reagent (Thermo Fisher Scientific
Inc.) as per manufacturer’s protocol. One µg of total RNA was
reverse transcribed using random hexamers, dNTPs, and M-
MuLV reverse transcriptase enzyme (Fermentas, USA). The
MAGEH1 expression was determined by quantitative Real-time
PCR using primers Forward, 5’-CGGAGCAATTTTCAGG
GCAC-3’; Reverse, 5’- AGCACTTTCCAGACCAGAGC-3’.
The mRNA expression of MAGEH1 was normalized to 18S
ribosomal RNA using primers: Forward, 5’-GTAACCCGTTG
AACCCCATT-3’; Reverse, 5’-CCATCCAATCGGTAGTAGCG-
3’. Ct values for each PCR were analyzed by the 2-DCt method.
Total cellular RNA isolated from vehicle-treated glioblastoma
December 2020 | Volume 10 | Article 573378
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cells was processed identically and served as control. Depicted
results were drawn based on three biological replicates.

Data Retrieval
For mRNA expression analysis, two datasets were utilized. First,
RNA seq data of TCGA-LGG-GBM dataset, which was originally
sourced from Broad GDAC Firehose (http://gdac.broadinstitute.
org/) contained 515 patients (TCGA-LGG dataset, grade 2 and
grade 3 combined) and 152 GBM samples (TCGA-GBM
dataset). Second, microarray gene expression data from
REMBRANDT (REpository for Molecular BRAin Neoplasia
DaTa) was sourced from NCBI-GEO (accession number
GSE108476, https://www.ncbi.nlm.nih.gov/geo/) consisting 28
non-tumor brain tissues, 225 lower grade (grade II +III), and
219 GBM tumor samples. Both the datasets were accessed from
the GlioVis web server (http://gliovis.bioinfo.cnio.es/) and used
for analysis using tools provided in the webserver (26–28).
Expression, correlation, and survival analysis were performed
using default parameters, without modifications.

Correlation and Pathway Enrichment
Analysis
For correlation analysis in TCGA-LGG and GBM data, the
correlation module of the GlioVis tool was used. Gene
expression data from three randomly chosen TCGA datasets
including TCGA skin cutaneous melanoma, TCGA breast cancer
and TCGA lung squamous cell carcinoma, along with CCLE
pan-cancer cell line data of 1156 cell lines, were downloaded
from cBioPortal website (https://www.cbioportal.org/) (29, 30).
Spearman’s correlation analysis was performed followed by
heatmap generation and hierarchical clustering using HemI
software (31). The default parameters of hierarchical clustering
using the average linkage method and Pearson distance were
used. Similarly, whole transcriptome correlations of MAGEH1
were extracted for TCGA-LGG dataset using cBioPortal. After
applying a filter for a cutoff of FDR corrected p-value of 0.05 for
Spearman’s r value, a total of 13,536 genes with Spearman’s r
value ranging from 0.689 to -0.660 were available for gene set
enrichment analysis in GSEA software (Broad Institute, http://
www.broad.mit.edu/gsea/) (32). Predefined molecular signature
database hallmark gene set (version 7.1) was used as a reference
gene set for pathway enrichment (33).

DNA Methylation Analysis
DNA methylation of T2Ms in TCGA cancer datasets was
estimated and visualized using MEXPRESS web server (https://
mexpress.be) (34, 35). The MEXPRESS web server uses DNA
methylation data of cancer and normal tissues from TCGA
datasets, which were originally developed on the “Illumina
450k Beadchip” platform. The predesignated methylation
probes for each gene were taken into consideration.

Survival Analysis
Kaplan-Meier survival analysis was performed using a survival
tool available at the GlioVis web server, which utilized the
“survival” package in R to generate Kaplan-Meier plots.
Hazard ratios are determined to utilize the “coxph” function
Frontiers in Oncology | www.frontiersin.org 3
from the “survival” package. For Kaplan-Meier analysis, Patients
were distributed in high and low expression groups based on
optimal cutoff determined using maximally selected rank
statistics (maxstat) function for continuous variables, as
provided in the “survminer” package. For survival analysis
using univariate and multivariate Cox regression, MAGEH1
and MAGED1 expression was taken as a continuous variable.
For TCGA-LGG and TCGA-GBM datasets, information on
overall survival, disease-specific survival, progression-free
interval, and the disease-free interval was available. For,
TCGA-GBM data, disease-free interval events were excluded as
suggested previously (36).

TIMER Analysis
Tumor immune estimation score (TIMER) database (https://
cistrome.shinyapps.io/timer/), which utilized the RNA
sequencing data from TCGA for estimating the correlation
between gene expression and level of tumor-infiltrating
immune cells (37). We utilized TIMER to calculate the
association between gene expression of T2Ms with tumor
purity and infiltration of immune cells including B cells, CD4+
T cells, CD8+ T cells, neutrophils, macrophages and dendritic
cells in LGG and GBM datasets.

Statistical Analysis
Data analysis was performed using Graphpad (version 6) and
Stata software (version 11). Chi-square test was used to calculate
the expression fold change with threshold p-value <0.001)
between normal and glioma in Oncomine datasets analysis.
Mann-Whitney U-test was used for comparison among
histological subtypes, molecular subtype and grades
(**p<0.001; **p<0.01; *p<0.05; ns, p>0.05). Pearson correlation
was used to calculate the correlation of DNA methylation of
T2M genes to its expression in LGG and GBM dataset. Kaplan-
Meier survival analysis was performed using Wilcoxon and log-
rank test, p-value <0.05 was considered as statistically significant.
RESULTS

Expression Pattern of T2Ms in Glioma
To compare the expression of T2Ms in glioma with normal brain
tissue, we utilized publicly available gene expression datasets:
Oncomine, TCGA, and REMBRANDT study. The outline of the
study has been depicted in Figure 1A. Oncomine analysis was
performed to compare gene expression in multiple datasets in
parallel to get reliable information regarding the change in T2Ms
gene expression (Figure 1B). Interestingly, Oncomine analysis
revealed that in glioma, several MAGE genes, including
MAGED1, MAGED4, and MAGED4B exhibited elevated
expression (Figure 1B). In contrast, an opposite pattern was
observed for TRO (MAGED3), MAGEE1, MAGEE2, MAGEH1,
MAGEL2, and NDN, which exhibited reduced expression in
tumors compared to normal brain tissues. NSMCE3, MAGED2,
and MAGEF1 did not exhibit a clear pattern of overexpression/
downregulation in Oncomine analysis.
December 2020 | Volume 10 | Article 573378
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A B

C

FIGURE 1 | Type 2 MAGE expression in glioma. (A) Outline of the current study. (B) Oncomine analysis showing the general pattern of overexpression (red color)/
downregulation (blue color) of T2Ms in cancer vs. normal tissues in different cancers. (C) Correlation matrix of T2Ms in a combined group of TCGA lower grade
glioma and glioblastoma dataset. The distribution of variables is shown in left while Pearson correlation coefficients along with the level of significance have been
shown on right. (***p<0.001; **p<0.01; *p<0.05).
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Wefurther analyzed the coexpressionpattern ofT2Ms inTCGA
datasets of glioma and the results are presented in Figure 1C. This
analysis revealed a strong positive correlation among MAGED1,
MAGED4, and MAGED4B (r>0.4) while they exhibited a
comparatively weak correlation (r <0.3) to other MAGEs.
Similarly, TRO, MAGEE1, MAGEH1, MAGEL2, and NDN
exhibited positive correlations (r >0.3), while others exhibited
varying levels of weaker correlations (r <0.3) (Figure 1C). We
further performed similar co-expression analysis on gene
expression datasets for lower grade glioma (LGG) and
glioblastoma multiforme (GBM), separately, and observed
broadly similar coexpression pattern of T2Ms in LGG and GBM
(Supplementary Figures S1A, B). Furthermore, we also assessed
the correlation of T2Ms expression in other TCGA cancer datasets
to determine whether these coexpression patterns are unique to
glioma or are common to most cancers. Interestingly, we observed
that in TCGA datasets of cutaneous melanoma (TCGA-SKCM),
breast cancer (TCGA-BRCA), and lung squamous cell carcinoma
(TCGA-LUSC), T1Ms and T2Ms form distinct clusters
(Supplementary Figures S2A–C). However, within the cluster,
they display varying degrees of positive correlations, thereby
supporting the possibility of common regulatory mechanisms for
their expression. These co-expression patterns also reflected well in
a pan-cancer cell line gene expressiondataset fromCancerCell Line
Encyclopedia (CCLE, Supplementary Figure S2D). Therefore,
expression of T2Ms is highly coordinated in two distinct
subgroups of T2Ms in glioma, one of which is overexpressed
while the other exhibits downregulation in glioma. In view of the
reported overexpression of MAGED4 in glioma (18), we focused
our further analysis on downregulated T2Ms usingMAGEH1 as a
representative member of this highly co-expressed T2M subgroup.
Interestingly, all T2Ms which were found to be downregulated in
the expression analysis exhibited preferential enrichment in the
brain, as determined by the Genotype-Tissue Expression (GTEx)
project whole-body gene expression data (Supplementary Figures
S3A–E).
Expression of T2Ms in Different
Histological Subtypes
REMBRANDT dataset contains normal brain tissues, therefore it
was used to validate the expression of different T2Ms in glioma
compared to the normal glial tissue. For all subsequent analyses,
TCGA along with the REMBRANDT dataset was utilized for
clinical correlations. REMBRANDT dataset revealed reduced
MAGEH1 expression in glioma compared to its normal
counterpart. Interestingly, analysis of both REMBRANDT and
TCGA datasets brought out a steady decrease in MAGEH1
expression with advancing grades of glioma (Figures 2A, B).
Furthermore, the analysis of histopathological data revealed a
strong correlation of MAGEH1 downregulation with
astrocytoma histology (Figures 2C, D). Among TCGA defined
molecular subtypes of GBM described by Wang et al. 2017 (38),
MAGEH1 exhibited the highest expression in the proneural
subtype while classical and mesenchymal subtypes exhibited its
comparable expression (Figures 2E, F). Regarding epigenetic
alterations, higher MAGEH1 expression was observed in
Frontiers in Oncology | www.frontiersin.org 5
G-CIMP GBMs compared to non-G-CIMP GBMs in the
REMBRANDT dataset (p<0.01, Figure 2G). In TCGA dataset,
IDH mutant tumors, which are closely associated with the
G-CIMP phenotype, exhibited higher MAGEH1 expression
than non-IDH mutant gliomas (p<0.001, Figure 2H).
Furthermore, IDH mutant tumors that harbor 1p/19q co-
deletion expressed higher levels of MAGEH1 compared to the
non co-deletion tumors with IDH mutation (p<0.001), which
together indicate epigenetic regulation as possible mechanisms of
T2Ms expression.

Alterations in T2M Genes in Glioma
To determine the possible contribution of genetic alterations in
altered expression of T2Ms in glioma, copy number variation
(CNV), and mutation data of TCGA-LGG (lower grade glioma
consisting grade II +III) and TCGA-GBM (glioblastoma) dataset
were assessed. Our results showed heterozygous deletion and
copy number gain to be common events in T2M genes. However,
they rarely undergo mutations, or display amplification and/or
deep deletion events (Figure 3A). Interestingly, it was also
observed that some glioma patients harbor heterozygous
deletion of multiple T2Ms. Further, to determine the effect of
copy number variation (CNV) on T2Ms expression, we
compared their expression in glioma patients based on CNV
data and observed no difference in expression of MAGEH1
(Figure 3B) and MAGEE1 (Figure 3C) between tumors with
diploid and shallow deletion status, and between diploid and
copy number gain status for the respective genes. In TCGA-LGG
dataset, shallow copy number deletion was indeed associated
with higher expression of MAGEH1 compared to tumors with
diploid status for this gene (p=0.0009, Figure 3D), while no such
difference was observed for MAGEE1 (Figure 3E).

NA Methylation of MAGEH1 in Glioma
While DNA methylation is known to regulate MAGED4
expression in glioma, no information about its role in
regulating the expression of other T2M genes is available. We
observed that MAGEH1 expression was associated with IDH
mutation status and G-CIMP status. Therefore, we utilized DNA
methylation data from TCGA-LGG and TCGA-GBM datasets to
analyze the association of MAGEH1 expression with DNA
methylation. Correlation analysis was performed between
MAGEH1 expression and its gene methylation. While the
MAGEH1 gene does not contain a CpG island, we observed
that in LGG, methylation of CpG sites with probe ids
cg18869368, cg04029630, and cg01172484, which have binding
sites near TSS of the MAGEH1 gene were negatively associated
with its expression (r= -0.119, r= -0.109 and r= -0.128,
respectively, Figure 4A). Interestingly, methylation levels of
two intragenic CpG sites cg22604777 and cg22574818
exhibited the highest negative correlation with MAGEH1
expression in LGG (r= -0.157 and r= -0.392, respectively,
Figure 4B). However, in the GBM dataset, DNA methylation
level of only one site (cg01172484) with a binding site near
TSS was significantly correlated with gene expression
(r= -0.255, Supplementary Figure S4A) while comparatively
higher negative correlations of gene expression with DNA
December 2020 | Volume 10 | Article 573378

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


Arora et al. Type 2 MAGEs in Glioma
methylation were observed at intragenic CpG sites cg22604777
and cg22574818 (r= -0.314 and r= -0.505, respectively,
Supplementary Figure S4B). Treatment of GBM cell line
U87MG and LN229 with DNA methyltransferase (DNMT)
inhibitor 5-Azacytidine enhanced MAGEH1 mRNA expression
thereby confirming the role of epigenetic regulation inMAGEH1
expression in glioma (Figure 4C).
Frontiers in Oncology | www.frontiersin.org 6
Association of T2Ms With Glioma Patient
Survival
Using Kaplan-Meier analysis, we assessed the association of
MAGEH1 expression with overall survival in glioma patients in
the REMBRANDT and TCGA-LGG-GBM dataset. Pan-glioma
analysis revealed association of MAGEH1 with better survival in
both, REMBRANDT (HR=2.92, 95% CI=2.3–3.71, p<0.001,
A B

D

E F

G H

C

FIGURE 2 | MAGEH1 gene expression in glioma datasets, Rembrandt (left) and TCGA-LGG-GBM dataset (right) for (A, B) Different glioma grades, (C, D) Histological
subtypes of LGG with GBM, (E, F) Molecular subtypes of GBM, (G) G-CIMP status in Rembrandt dataset, (H) IDH and 1p19q codeletion status in TCGA dataset.
****p<0.0001, ***p<0.001; **p<0.01; *p<0.05; ns, not significant.
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D E
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FIGURE 3 | Genetic regulation of T2Ms expression in glioma. (A)Mutation and copy number alteration profile of glioma patients from TCGA dataset. (B, C) Association of
copy number alterations and expression ofMAGEH1 andMAGEE1 in TCGA-GBM dataset. (D, E) Association of copy number alteration and expression ofMAGEH1 and
MAGEE1 in TCGA-LGG dataset. ***p<0.001; results with p>0.05 have not been indicated.
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Figure 5A) and TCGA dataset (HR=5.76, 95% CI=4.39–7.55,
p<0.001, Figure 5B). We also performed a survival analysis on
other T2Ms in REMBRANDT dataset, which revealed that all
genes in downregulated T2M subgroup is associated with poor
overall survival, such as TRO ((HR=1.49, 95%CI=1.19-1.87,
p<0.001), Figure 5C), MAGEE1 (HR=2.25, 95% CI=1.79–2.85,
p=0, Figure 5E), MAGEL2 (HR=1.81, 95% CI=1.45–2.27, p=0,
Figure 5G), NDN (HR= 2.2, 95% CI=1.76–2.76, p=0, Figure 5I).
Similar association of T2M downregulation with poor OS was
observed in TCGA dataset, such as TRO (HR=2.58, 95%CI=1.99-
3.35, p=0, Figure 5D), MAGEE1 (HR=5.16, 95% CI=3.95–6.74,
p=0 in TCGA dataset, Figure 5F), MAGEL2 (HR=3.3, 95%
CI=2.53–4.29, p=0 in TCGA dataset, Figure 5H) and NDN
(HR=5.09, 95% CI= 3.85–6.72, p=0, Figure 5J).

Further, we sought to analyze subgroup specific associations
of MAGEH1 expression with overall survival in different
histological subtypes of gliomas. In REMBRANDT dataset, a
clear association of MAGEH1 downregulation with poor OS was
Frontiers in Oncology | www.frontiersin.org 8
observed in astrocytoma (HR=2.75, 95% CI=1.69–4.46, p=0,
Figure 6A) and oligodendroglioma (HR=2.82, 95% CI= 1.3–
6.1, p<0.01, Figure 6C). Since the sample size for mixed glioma
(oligoastrocytoma) in the REMBRANDT dataset was small
(n=7), no conclusion on the association of MAGEH1
expression with survival could be drawn (Figure 6E).
However, in TCGA dataset also, reduced MAGEH1 expression
was associated with poor OS in astrocytoma (HR=6.72, 95%
CI=3.78–11.93, p=0, Figure 6B), oligodendroglioma (HR=7.75,
95% CI = 3.68–16.33, p=0, Figure 6D) and mixed glioma
(HR=7.29, 95% CI=2.63–20.21, p=0, Figure 6F).

Further, we separately analyzed the prognostic significance of
MAGEH1 in GBM using REMBRANDT and TCGA datasets.
This analysis also brought out the association of reduced
MAGEH1 expression with poor OS in both REMBRANDT
(HR=1.55, 95% CI=1–2.39, p<0.05, Figure 7A), and TCGA
(HR=2.09, 95% CI=1.18–3.68, p<0.01, Figure 7B) dataset.
Since IDH mutation are associated with poor patient survival
A

B

C

FIGURE 4 | DNA methylation and its correlation with MAGEH1 expression (A) DNA methylation of the MAGEH1 promoter region in TCGA-LGG dataset
(B) Correlation of DNA methylation at cg22604777 and cg22574818 with MAGEH1 expression in TCGA-LGG dataset. (C) Effect of 5-Azacytidine treatment on
MAGEH1 expression in GBM cell line U87MG and LN229. ***p<0.001; **p<0.01; *p<0.05. Faded correlation values shows non significant associations.
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FIGURE 5 | Kaplan Meier survival analysis in REMBRANDT dataset (Left panel) and TCGA dataset (right panel) for selected type 2 MAGE genes including all cases.
(A, B) MAGEH1 (C, D) TRO (E, F) MAGEE1 (G, H) MAGEL2 (I, J) NDN. Patients were divided into two groups based on maximally selected rank statistics function
available in the GlioVis web server (see Materials and Methods for detail). The Log-rank p-value has been depicted in each graph. ***p<0.001; **p<0.01; *p<0.05.
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in glioblastoma, we separately assessed the prognostic
significance of MAGEH1 in patients harboring these IDH
genotypes, Interestingly, reduced MAGEH1 expression
exhibited a strong association with poor OS in glioma patients
harboring either wild type (HR=2.37, 95% CI=1.42–3.94,
p<0.001, Figure 7C) or mutant (HR= 1.94, 95% CI=1.2–3.16,
p<0.01, Figure 7D) genotypes.

Additionally, we performed univariate and multivariate Cox
regression analysis for prognostic significance of relevant
clinicopathological features along with MAGED1 and MAGEH1
expression in TCGA-LGG (a combined group of grade II and
grade III) and TCGA-GBM datasets, separately. Overall survival
(OS), disease specific survival (DSS), disease free interval (DFI)
and progression-free interval (PFI) were taken as outcome
measures. In the univariate analysis for LGG, we used MAGEH1
expression, MAGED1 expression, age, gender, tumor histology,
WHO grade, IDH mutation status, 1p/19q codeletion status, and
MGMT promoter methylation status to analyze the association of
these variables to patient outcome. Among these, age, tumor grade
Frontiers in Oncology | www.frontiersin.org 10
and astrocytoma histology were associated with poor OS, DSS and
PFI, while IDH mutation status, 1p/19q codeletion status, and
MGMT promoter methylation status were associated with better
OS, DSS, and PFI (Table 1). Additionally, IDH mutation status
was also associated with DFI. Interestingly, MAGEH1 expression,
but not MAGED1 expression was associated with better OS, DSS,
and PFI in LGG. Furthermore, multivariate analysis revealed that
higher MAGEH1 expression is also an independent prognostic
indicator of the better OS, DSS, and PFI in LGG (Table 2). On the
other hand, multivariate analysis using LGG dataset forMAGED1
suggested no association of MAGED1 with patient survival
(Table 3).

Next, we performed survival analysis for TCGA-GBM data
withMAGEH1 andMAGED1 expression, along with age, gender,
molecular subtypes (38), IDH mutation status, and MGMT
promoter methylation status (Table 4). In univariate analysis,
we observed an association of higher MAGEH1 expression with
favorable PFI, while no association of MAGED1 was observed
with the disease outcome. Additionally, multivariate analysis of
A B
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C

FIGURE 6 | Kaplan Meier survival analysis forMAGEH1 in different histological subtypes of lower grade glioma from Rembrandt and TCGA dataset (A, B) Astrocytoma
(C, D) oligodendroglioma (E, F)mixed glioma. Patients were divided into two groups based on maximally selected rank statistics function available in the GlioVis web server
(seeMaterials and Methods for detail). The Log-rank p-value has been depicted in each graph. ***p<0.001; **p<0.01; *p<0.05.
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the association of MAGEH1 with PFI revealed only marginal
significance (p=0.07), while no association of MAGEH1 was
observed with OS, DSS, and DFI (Table 5). Similar to univariate
analysis, multivariate analysis for prognostic significance of
MAGED1 in TCGA-GBM dataset revealed no association of
MAGED1 expression with patient survival (Table 6).
Frontiers in Oncology | www.frontiersin.org 11
MAGEH1 Associated Pathways in Glioma
Considering its prognostic significance in LGG, we determined
the potential functional associations of MAGEH1 in LGG by
performing gene set enrichment analysis over whole
transcriptome correlations of MAGEH1 expression in TCGA-
LGG dataset. Interestingly, positively correlated genes were
TABLE 1 | Univariate survival analysis in TCGA-LGG dataset.

OS DSS DFI PFI

HR 95%CI p value HR 95%CI p value HR 95%CI p value HR 95%CI p value

MAGEH1
expression

0.342 0.233–0.503 0.000* 0.304 0.200–0.461 0.000* 0.448 0.183–1.098 0.079 0.439 0.327–0.590 0.000*

MAGED1
expression

0.951 0.669–1.353 0.784 1.001 0.690–1.450 0.994 1.195 0.494–2.892 0.692 0.967 0.727–1.285 0.818

Histology
OA vs. O (Ref.) 1.080 0.656–1.776 0.761 1.022 0.597–1.752 0.934 0.548 0.159–1.879 0.339 0.832 0.556–1.244 0.372
A vs. O (Ref.) 1.782 1.192–2.663 0.005* 1.902 1.248–2.899 0.003* 1.009 0.374–2.716 0.986 1.605 1.165–2.212 0.004*
Grade
III vs. II (Ref.) 3.093 2.033–4.705 0.000* 3.187 2.039–4.981 0.000* 0.692 0.280–1.707 0.424 1.554 1.143–2.112 0.005*
IDH status
IDH MUT vs. WT (Ref.) 0.153 0.105–0.222 0.000* 0.134 0.091–0.198 0.000* 0.223 0.074–0.673 0.008* 0.173 0.125–0.238 0.000*
1p/19q Co-deletion status
Present vs. Absent (Ref.) 0.393 0.245–0.628 0.000* 0.368 0.222–0.610 0.000* 0.496 0.165–1.485 0.21 0.437 0.307–0.622 0.000*
MGMT promoter methylation status
Present vs. Absent (Ref.) 0.388 0.265–0.569 0.000* 0.349 0.235–0.518 0.000* 0.817 0.239–2.790 0.747 0.423 0.307–0.582 0.000*
Age (increasing years) 1.058 1.042–1.075 0.000* 1.059 1.042–1.076 0.000* 1.028 0.992–1.066 0.122 1.028 1.016–1.040 0.000*
Gender
Female vs. Male (Ref.) 0.912 0.619–1.342 0.641 0.899 0.598–1.353 0.613 1.190 0.483–2.934 0.705 1.164 0.858–1.577 0.327
December 2020
 | Volu
me 10 | Article
OS, overall survival; DSS, disease specific survival; DFI, disease free interval; PFI, progression free interval; HR, hazard ratio; CI, confidence interval; O, oligodendroglioma; OA,
oligoastrocytoma; A, astrocytoma; WT, wild type; MUT, mutant, MGMT; O-6-methylguanine-DNA methyltransferase. * indicates p < 0.05.
A B

DC

FIGURE 7 | Kaplan Meier survival analysis for MAGEH1 in Rembrandt and TCGA dataset (A) GBM tissues from REMBRANDT (B) GBM tissues from TCGA (C) IDH
wild type from TCGA dataset (D) IDH mutant type from TCGA dataset. Patients were divided into two groups based on maximally selected rank statistics function
available in the GlioVis web server (see Materials and Methods for detail). The Log-rank p-value has been depicted in each graph. ***p<0.001; **p<0.01; *p<0.05.
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TABLE 2 | Multivariate survival analysis for MAHGEH1 in TCGA-LGG dataset.

PFI

p val p value HR 95%CI p value

0.00 0.08 0.658 0.457482 –0.948871 0.025*

0.73 0.099 0.679 0.419–1.100 0.116
0.67 0.303 0.905 0.585–1.399 0.655

0.00 0.068 1.037 0.740–1.453 0.831

0* 0.043* 0.235 0.142–0.389 0*

0.16 0.127 0.640 0.386–1.062 0.084

0.95 0.301 1.220 0.779–1.911 0.384
0* 0.208 1.019 1.006–1.032 0.004*

0.65 0.625 1.158 0.850–1.578 0.351

PFI, pro A, oligoastrocytoma; A, astrocytoma; WT, wild type; MUT, mutant,

datase

PFI

p v p value HR 95%CI p value

0.4 1 0.226 1.083 0.792–1.481 0.616

0. 5 0.163 0.766 0.479–1.224 0.265
0.6 0 0.413 1.018 0.663–1.565 0.932

0.0 6 0.165 1.049 0.748–1.471 0.778

0 0 0.044* 0.221 0.134–0.366 0*

0.0 2 0.072 0.568 0.349–0.925 0.023*

0.7 3 0.175 1.259 0.797–1.991 0.323
0 0 0.099 1.021 1.008–1.034 0.001*

0.4 3 0.708 1.132 0.830–1.543 0.431

PFI, pro A, oligoastrocytoma; A, astrocytoma; WT, wild type; MUT, mutant,
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OS

HR 95%CI

MAGEH1
expression

0.497 0.308 –0.803

Histology
OA vs. O (Ref.) 0.896 0.476–1.685
A vs. O (Ref.) 0.887 0.503–1.563
Grade
III vs. II (Ref.) 2.002 1.265–3.167
IDH status
IDH MUT vs. WT (Ref.) 0.285 0.150–0.541
1p/19q Co-deletion status
Present vs. Absent (Ref.) 0.615 0.311–1.217
MGMT promoter methylation status
Present vs. Absent (Ref.) 0.985 0.561–1.726
Age (increasing years) 1.052 1.034–1.071
Gender
Female vs. Male (Ref.) 0.911 0.607–1.367

OS, overall survival; DSS, disease specific survival; DFI, disease free interval
MGMT; O-6-methylguanine-DNA methyltransferase. * indicates p < 0.05.

TABLE 3 | Multivariate survival analysis for MAHGED1 in TCGA-LGG

OS

HR 95%CI

MAGED1
expression

1.165 0.768–1.765

Histology
OA vs. O (Ref.) 1.222 0.672–2.220
A vs. O (Ref.) 1.143 0.643–2.031
Grade
III vs. II (Ref.) 2.022 1.278–3.198
IDH status
IDH MUT vs. WT (Ref.) 0.255 0.132–0.490
1p/19q Co-deletion status
Present vs. Absent (Ref.) 0.538 0.280–1.035
MGMT promoter methylation status
Present vs. Absent (Ref.) 1.113 0.621–1.992
Age (increasing years) 1.054 1.036–1.072
Gender
Female vs. Male (Ref.) 0.847 0.563–1.274

OS, overall survival; DSS, disease specific survival; DFI, disease free interval
MGMT; O-6-methylguanine-DNA methyltransferase. * indicates p < 0.05.
;

;

DSS DFI

HR 95%CI p value HR 95%CI

0.433 0.257 –0.730 0.002* 0.394 0.139–1.117

0.852 0.430–1.689 0.647 0.232 0.041–1.312
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highly enriched in Myc target genes (Figures 8A, B) and
Hedgehog signaling (Figure 8C). Further, genes negatively
correlated to MAGEH1 expression were enriched in different
immune associated pathways (Figures 8D–G, I–K) and cancer
associated pathways including epithelial to mesenchymal
transition (Figure 8H) and apoptosis (Figure 8L).

Association of T2M Expression With
Immune Response in Glioma
Pathway analysis revealed that MAGEH1 correlated genes are
involved in tumor immunity. Further, we explored the
association of its expression with the level of infiltration of six
different immune cell types using RNA deconvolution based
TIMER analysis. This analysis in LGG revealed a negative
correlation between MAGEH1 expression and infiltration of
multiple immune cells, such as B cells (r= -0.21, p<0.001),
CD4 T cells (r=-0.337, p<0.001), macrophages (r=-0.377,
Frontiers in Oncology | www.frontiersin.org 13
p<0.001), neutrophils (r=-0.384, p<0.001), and dendritic cells
(r=-0.342, r<0.001) (Figure 9A). However in GBM, MAGEH1
exhibited positive correlation with CD8 T cells (r=0.134, p<0.01)
and neutrophils (r=0.331, p<0.001) and a negative correlation
with dendritic cells (r=-0.176, p<0.001). Further, other
downregulated T2Ms in glioma, including MAGEE1 (Figure
9B), MAGEL2 (Figure 9C), TRO (Figure 9D), and NDN
(Figure 9E) also exhibited similar negative correlations with
immune cell infiltration in LGG, while in GBM they showed a
varying degree of positive correlations with infiltration of
different immune cells.
DISCUSSION

Despite of the recent advances in the understanding of glioma
biology, limited improvements have been observed in patient
TABLE 4 | Univariate survival analysis in TCGA-GBM dataset.

OS DSS PFI

HR 95%CI p value HR 95%CI p value HR 95%CI p value

MAGEH1
expression

0.928 0.803–1.071 0.309 0.927 0.796–1.080 0.336 0.828 0.710–0.966 0.017*

MAGED1
expression

1.220 0.789–1.886 0.37 1.235 0.774–1.696 0.374 0.984 0.650–1.490 0.941

Molecular Subtype
MS vs. CL (Ref) 0.973 0.630–1.502 0.904 1.208 0.628–1.563 0.970 1.006 0.658–1.536 0 0.977
PN vs. CL (Ref) 0.771 0.492–1.208 0.257 0.694 0.426–1.129 0.141 0.677 0.425–1.077 00.100
IDH status
IDH MUT vs. WT (Ref.) 0.235 0.094–0.586 0.002* 0.257 0.102–0.644 0.004* 0.314 0.127–0.777 0.012*
MGMT promoter methylation status
Present vs. Absent (Ref.) 0.556 0.357–0.866 0.009* 0.477 0.295–0.772 0.003* 0.542 0.349–0.842 0.006*
Age (increasing years) 1.026 1.011–1.042 0* 1.025 1.009–1.041 0.002* 1.015 1.001–1.029 0.027*
Gender
Female vs. Male (Ref.) 1.118 0.764–1.635 0.565 1.117 0.744–1.676 0.592 0.917 0.627–1.340 0.657
Decemb
er 2020 | V
olume 10 | Article
OS, overall survival; DSS, disease specific survival; PFI, progression free interval; HR, hazard ratio; CI, confidence interval; CL, classical; MS, mesenchymal; PN, proneural; WT, wild type;
MUT, mutant, MGMT; O-6-methylguanine-DNA methyltransferase. * indicates p < 0.05.
TABLE 5 | Multivariate survival analysis for MAGEH1 in TCGA-GBM dataset.

OS DSS PFI

HR 95%CI p value HR 95%CI p value HR 95%CI p value

MAGEH1
expression

1.064 0.868–1.305 0.546 1.073 0.865–1.332 0.518 0.843 0.695–1.023 0.084

Molecular Subtype
MS vs. CL (Ref.) 0.953 0.559–1.625 0.862 0.946 0.534–1.677 0.851 0.934 0.562–1.551 0.794
PN vs. CL (Ref.) 0.819 0.438–1.532 0.534 0.689 0.343–1.383 0.296 0.952 0.516–1.758 0.877
IDH status
IDH MUT vs. WT (Ref.) 0.455 0.119–1.731 0.248 0.581 0.148–2.280 0.437 0.453 0.106–1.935 0.285
MGMT promoter methylation status
Present vs. Absent (Ref.) 0.592 0.361–0.971 0.038* 0.501 0.291–0.862 0.013 0.589 0.344–1.007 0.053
Age (increasing years) 1.030 1.008–1.052 0.006* 1.030 1.007–1.054 0.009* 1.011 0.990–1.032 0.300
Gender
Female vs. Male (Ref.) 1.021 0.626–1.664 0.932 1.054 0.618–1.799 0.845 1.033 0.617–1.730 0.900
OS, overall survival; DSS, disease specific survival; PFI, progression free interval; HR, hazard ratio; CI, confidence interval; CL, classical; MS, mesenchymal; PN, proneural; N, neural; WT,
wild type; MUT, mutant, MGMT; O-6-methylguanine-DNA methyltransferase. * indicates p < 0.05.
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TABLE 6 | Multivariate survival analysis for MAGED1 in TCGA-GBM dataset.

OS DSS PFI

HR 95%CI p value HR 95%CI p value HR 95%CI p value

MAGED1
expression

1.319 0.804–2.163 0.272 1.372 0.806–2.334 0.243 0.978 0.603–1.585 0.929

Molecular Subtype
MS vs. CL (Ref.) 1.085 0.626–1.879 0.771 1.108 0.612–2.004 0.734 0.912 0.540–1.540 0.732
PN vs. CL (Ref.) 0.899 0.513–1.574 0.710 0.770 0.411–1.443 0.416 0.805 0.451–1.437 0.465
IDH status
IDH MUT vs. WT (Ref.) 0.465 0.123–1.759 0.260 0.588 0.151–2.293 0.445 0.413 0.096–1.765 0.233
MGMT promoter methylation status
Present vs. Absent (Ref.) 0.606 0.367–1.000 0.050 0.516 0.298–0.894 0.018 0.605 0.356–1.027 0.063
Age (increasing years) 1.033 1.010–1.055 0.003* 1.033 1.009–1.058 0.005* 1.010 0.988–1.032 0.345
Gender
Female vs. Male (Ref.) 0.980 0.594–1.615 0.938 1.007 0.583–1.740 0.977 1.047 0.623–1.757 0.862
Frontiers in Oncology | www.frontiersin.o
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OS, overall survival; DSS, disease specific survival; PFI, progression free interval; HR, hazard ratio; CI, confidence interval; CL, classical; MS, mesenchymal; PN, proneural; WT, wild type;
MUT, mutant, MGMT; O-6-methylguanine-DNA methyltransferase. * indicates p < 0.05.
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FIGURE 8 | Gene set enrichment analysis for MAGEH1 associations in lower grade glioma from TCGA dataset. (A–C) positively associated pathways,
(D–L) negatively associated pathways. NES, normalized enrichment score; FDR q, false detection rate corrected p value.
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FIGURE 9 | Association of T2M expression with immune infiltration in glioma. TIMER analysis for Type 2 MAGE genes in TCGA-LGG and TCGA-GBM dataset.
Analysis outputs for (A) MAGEH1 (B) MAGEE1 (C) MAGEL2 (D) TRO (E) NDN.
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survival (1). The current study was undertaken to analyze the
clinical utility of T2Ms expression in glioma. We further focused
our analysis to determine the coexpression pattern, underlying
regulatory mechanism, and association of T2Ms with tumor
immunity. Oncomine analysis provided the benefit of comparing
gene expression between tumor and normal brain tissues from
multiple datasets, in parallel. This would compensate for the
dataset dependent variations and only highly significant
observations were considered using a stringent cutoff value of
p<0.001. This analysis revealed that some MAGEs including
MAGED subfamily are overexpressed, while most others including
MAGEE1, MAGEE2, MAGEL2, MAGEH1, NDN, and TRO are
downregulated in glioma. The downregulation of these T2Ms
suggests their potential tumor suppressor functions in glioma.
Downregulation and tumor suppressor functions of Necdin in
glioma have been previously reported in detail (19). MAGEH1
expression has been reported to be downregulated in
hepatocellular carcinoma (39) and cholangiocarcinoma (40).
Further, MAGEH1 overexpression inhibits proliferation, cell
migration, and invasion in hepatocellular carcinoma (39), induces
apoptosis inmelanoma cell lines (41), and cell cycle arrest inmultiple
cancer cell lines (40, 42). In agreement with these studies, we also
observed that MAGEH1 is significantly downregulated
with advanced grade of glioma. Further, higher MAGEH1
was also associated with age, IDH mutation, and 1p/19q co-
deletion status.

Similar to T1Ms, which are coordinately expressed (23), our
correlation analysis revealed that T2Ms are also co-expressed in
glioma tissues. Further, we observed highly coordinated
expression within two major groups of the MAGE gene family
in multiple cancers, including glioma. Interestingly, while
MAGED subfamily members showed upregulation in glioma,
they also exhibited strong positive correlation among themselves,
therefore suggesting common regulation and functions.
Theoretically, co-expression of structurally similar MAGE
proteins can regulate a large number of oncogenic functions.
Nevertheless, functional interaction of two MAGE proteins to
perform a single oncogenic function has also been reported (43).
Furthermore, both MAGEH1 and Necdin have been shown to
interact with p75 neurotrophin receptors, a class of receptors that
regulate cell growth and neuronal survival (44).

We hypothesized that the coexpression pattern observed for the
downregulatedT2Ms is guidedby a common regulatorymechanism,
including DNA methylation. DNA hypomethylation associated
overexpression of MAGED4 has previously been reported in
glioma (18). Therefore, it was to our interest whether the
downregulated T2Ms that emerged in the expression analysis are
also regulated by DNA methylation. Interestingly, we identified
several intragenic CpG sites in MAGEH1 gene, where DNA
methylation was closely associated with its gene expression.
Although the IDH mutation in glioma leads to a hypermethylation
phenotype and global gene repression, interestingly, MAGEH1
exhibited higher expression in IDH mutant tumors. This is in
agreement with previous reports which demonstrated that DNA
hypermethylation may also upregulate some genes by promoting
transcription accessibility at some genomic regions (45).
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The prognostic utility of T2Ms was revealed by survival analysis
in TCGA datasets. Interestingly, the association of MAGEH1 with
better survival of patients was separately validated in major
histological and molecular subtypes of glioma. Further, this
association was independent of IDH status and other clinically
relevant variables. The association of MAGED4 overexpression
with poor prognosis of glioma patients has been previously
reported (46). In agreement to this, our analysis revealed that
while MAGED1, which is co-expressed with MAGED4, was
associated with poor prognosis in glioma, it did not emerge as an
independent prognostic factor in multivariate analysis. Using a
similar analysis of cancer-testis antigens in TCGA datasets,
association of Necdin expression with favorable overall survival in
glioma has also been reported (20). Our study revealed that NDN
expression is downregulated in a coordinated manner with other
T2Ms and higher expression of these T2Ms is associated with better
patient prognosis in lower grade glioma.

While the current pieces of evidence strongly suggest tumor
suppressor functions of some T2Ms, limited information is available
for detailed functions of these proteins in glioma. We, therefore,
performed pathway analysis for MAGEH1 co-expressed genes,
which revealed strong positive enrichment of Myc and Hedgehog
signaling genes. While both of these signaling pathways promote
glioma progression (47, 48), their functional association with
MAGEH1 remains unclear. Nevertheless, a higher c-Myc
expression is indeed associated with better prognosis in glioma
patients (49). This might be partially due to less characterized
proapoptotic properties of c-Myc, which may sensitize Myc
overexpressing glioma cells to DNA damaging agents, such as
chemotherapy and radiotherapy (49).

Recent evidence suggests that immune response plays a crucial
role in glioma and immunity associated pathways are associated
with therapeutic response and clinical outcome. Further, analysis of
immunogenomic profiles has led to the identification of several
immunomodulatory pathways, such as DNA damage repair (50)
and tumor-associated immunomodulatory proteins, such as
Galectin-1 and IGFBP2 (51, 52). Pathway analysis revealed that
the expression ofMAGEH1 was negatively correlated with several
immunity associated pathways along with level of immune
infiltration in LGG. Contrary to this, a positive correlation of
MAGEH1 with different immune cell population was observed in
GBM. These results suggest that T2Ms might be involved in
regulating tumor immune infiltration distinctly in LGG
compared to GBM. LGG have been shown to exhibit distinct
immune composition compared to GBMs (53, 54). In addition to
expected intratumor heterogeneity, the microenvironment
composition variably influences gene expression profiles (55, 56).

In conclusion, the current study provides intrinsic details of
coordinated expression, epigenetic regulation, and prognostic
significance of T2Ms in glioma. These findings will provide a
strong basis and resource for designing future research on Type 2
MAGE proteins. However, this study is limited by the utilization
of gene expression as the primary measure for alterations of
T2Ms. Therefore, a protein level study with mechanistic
exploration may provide better insights into the role of T2M
proteins in glioma biology.
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33. Liberzon A, Birger C, Thorvaldsdóttir H, Ghandi M, Mesirov JP, Tamayo P.
The Molecular Signatures Database (MSigDB) hallmark gene set collection.
Cell Syst (2015) 1:417–25. doi: 10.1016/j.cels.2015.12.004

34. Koch A, De Meyer T, Jeschke J, Van Criekinge W. MEXPRESS: visualizing
expression, DNA methylation and clinical TCGA data. BMC Genomics (2015)
16:636. doi: 10.1186/s12864-015-1847-z

35. Koch A, Jeschke J, Van Criekinge W, van Engeland M, De Meyer T.
MEXPRESS update 2019. Nucleic Acids Res (2019) 47:W561–5.
doi: 10.1093/nar/gkz445

36. Liu J, Lichtenberg T, Hoadley KA, Poisson LM, Lazar AJ, Cherniack AD, et al.
An Integrated TCGA Pan-Cancer Clinical Data Resource to Drive High-
Quality Survival Outcome Analytics. Cell (2018) 173:400–16.e11.
doi: 10.1016/j.cell.2018.02.052

37. Li T, Fan J, Wang B, Traugh N, Chen Q, Liu JS, et al. TIMER: A Web Server
for Comprehensive Analysis of Tumor-Infiltrating Immune Cells. Cancer Res
(2017) 77:e108–10. doi: 10.1158/0008-5472.CAN-17-0307

38. Wang Q, Hu B, Hu X, Kim H, Squatrito M, Scarpace L, et al. Tumor Evolution
of Glioma-Intrinsic Gene Expression Subtypes Associates with
Immunological Changes in the Microenvironment. Cancer Cell (2017)
32:42–56.e6. doi: 10.1016/j.ccell.2017.06.003

39. Wang P-C, Hu Z-Q, Zhou S-L, Zhan H, Zhou Z-J, Luo C-B, et al.
Downregulation of MAGE family member H1 enhances hepatocellular
carcinoma progression and serves as a biomarker for patient prognosis.
Future Oncol (2018) 14:1177–86. doi: 10.2217/fon-2017-0672

40. Zheng J, Li Q, Wang W, Wang Y, Fu X, Wang W, et al. Apoptosis-related
protein-1 acts as a tumor suppressor in cholangiocarcinoma cells by inducing
cell cycle arrest via downregulation of cyclin-dependent kinase subunits.
Oncol Rep (2016) 35:809–16. doi: 10.3892/or.2015.4422
Frontiers in Oncology | www.frontiersin.org 18
41. Selimovic D, Sprenger A, Hannig M, Haïkel Y, Hassan M. Apoptosis related
protein-1 triggers melanoma cell death via interaction with the
juxtamembrane region of p75 neurotrophin receptor. J Cell Mol Med (2012)
16:349–61. doi: 10.1111/j.1582-4934.2011.01304.x

42. Fu H, Yang G, Lu F, Wang R, Yao L, Lu Z. Transcriptional up-regulation of
restin by all-trans retinoic acid through STAT1 in cancer cell differentiation
process. Biochem Biophys Res Commun (2006) 343:1009–16. doi: 10.1016/
j.bbrc.2006.02.176

43. Laiseca JE, Ladelfa MF, Cotignola J, Peche LY, Pascucci FA, Castaño BA, et al.
Functional interaction between co-expressed MAGE-A proteins. PLoS One
(2017) 12. doi: 10.1371/journal.pone.0178370

44. Tcherpakov M, Bronfman FC, Conticello SG, Vaskovsky A, Levy Z, Niinobe M,
et al. The p75 neurotrophin receptor interacts with multiple MAGE proteins. J
Biol Chem (2002) 277:49101–4. doi: 10.1074/jbc.C200533200

45. Ren J, Lou M, Shi J, Xue Y, Cui D. Identifying the genes regulated by IDH1 via
gene-chip in glioma cell U87. Int J Clin Exp Med (2015) 8:18090–8.

46. Yan J, Wen J, Wei Z-D, Li X-S, Li P, Xiao S-W. Prognostic and
clinicopathological value of melanoma-associated antigen D4 in patients
with glioma. Oncol Lett (2018) 15:4151–60. doi: 10.3892/ol.2018.7884

47. Annibali D, Whitfield JR, Favuzzi E, Jauset T, Serrano E, Cuartas I, et al. Myc
inhibition is effective against glioma and reveals a role for Myc in proficient
mitosis. Nat Commun (2014) 5:4632. doi: 10.1038/ncomms5632

48. Takezaki T, Hide T, Takanaga H, Nakamura H, Kuratsu J-I, Kondo T.
Essential role of the Hedgehog signaling pathway in human glioma-
initiating cells. Cancer Sci (2011) 102:1306–12. doi: 10.1111/j.1349-
7006.2011.01943.x

49. Cenci T, Martini M, Montano N, D’Alessandris QG, Falchetti ML, Annibali
D, et al. Prognostic Relevance of c-Myc and BMI1 Expression in Patients With
Glioblastoma. Am J Clin Pathol (2012) 138:390–6. doi: 10.1309/
AJCPRXHNJQLO09QA

50. Meng X, Duan C, Pang H, Chen Q, Han B, Zha C, et al. DNA damage repair
alterations modulate M2 polarization of microglia to remodel the tumor
microenvironment via the p53-mediated MDK expression in glioma.
EBioMedicine (2019) 41:185–99. doi: 10.1016/j.ebiom.2019.01.067

51. Cai J, Chen Q, Cui Y, Dong J, Chen M,Wu P, et al. Immune heterogeneity and
clinicopathologic characterization of IGFBP2 in 2447 glioma samples.
Oncoimmunology (2018) 7:e1426516. doi: 10.1080/2162402X.2018.1426516

52. Chen Q, Han B, Meng X, Duan C, Yang C, Wu Z, et al. Immunogenomic analysis
reveals LGALS1 contributes to the immune heterogeneity and immunosuppression
in glioma. Int J Cancer (2019) 145:517–30. doi: 10.1002/ijc.32102

53. Lu J, Li H, Chen Z, Fan L, Feng S, Cai X, et al. Identification of 3
subpopulations of tumor-infiltrating immune cells for malignant
transformation of low-grade glioma. Cancer Cell Int (2019) 19.
doi: 10.1186/s12935-019-0972-1

54. Weenink B, Draaisma K, Ooi HZ, Kros JM, Sillevis Smitt PAE, Debets R, et al.
Low-grade glioma harbors few CD8 T cells, which is accompanied by
decreased expression of chemo-attractants, not immunogenic antigens. Sci
Rep (2019) 9:14643. doi: 10.1038/s41598-019-51063-6

55. DeCordova S, Shastri A, Tsolaki AG, Yasmin H, Klein L, Singh SK, et al.
Molecular Heterogeneity and Immunosuppressive Microenvironment in
Glioblastoma. Front Immunol (2020) 11 :1402. doi : 10 .3389/
fimmu.2020.01402

56. Zha C, Meng X, Li L, Mi S, Qian D, Li Z, et al. Neutrophil extracellular traps
mediate the crosstalk between glioma progression and the tumor
microenvironment via the HMGB1/RAGE/IL-8 axis. Cancer Biol Med
(2020) 17:154–68. doi: 10.20892/j.issn.2095-3941.2019.0353

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 Arora, Kumari, Singh, Chopra and Chauhan. 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.
December 2020 | Volume 10 | Article 573378

https://doi.org/10.1007/s11060-015-1741-1
https://doi.org/10.1007/s11060-015-1741-1
https://doi.org/10.1016/j.stemcr.2015.06.001
https://doi.org/10.1016/j.ygyno.2017.03.512
https://doi.org/10.1186/1471-2156-2-22
https://doi.org/10.1038/ng1197-357
https://doi.org/10.1093/neuonc/now247
https://doi.org/10.1016/j.cell.2015.12.028
https://doi.org/10.1038/sdata.2018.158
https://doi.org/10.1158/2159-8290.CD-12-0095
https://doi.org/10.1126/scisignal.2004088
https://doi.org/10.1371/journal.pone.0111988
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1016/j.cels.2015.12.004
https://doi.org/10.1186/s12864-015-1847-z
https://doi.org/10.1093/nar/gkz445
https://doi.org/10.1016/j.cell.2018.02.052
https://doi.org/10.1158/0008-5472.CAN-17-0307
https://doi.org/10.1016/j.ccell.2017.06.003
https://doi.org/10.2217/fon-2017-0672
https://doi.org/10.3892/or.2015.4422
https://doi.org/10.1111/j.1582-4934.2011.01304.x
https://doi.org/10.1016/j.bbrc.2006.02.176
https://doi.org/10.1016/j.bbrc.2006.02.176
https://doi.org/10.1371/journal.pone.0178370
https://doi.org/10.1074/jbc.C200533200
https://doi.org/10.3892/ol.2018.7884
https://doi.org/10.1038/ncomms5632
https://doi.org/10.1111/j.1349-7006.2011.01943.x
https://doi.org/10.1111/j.1349-7006.2011.01943.x
https://doi.org/10.1309/AJCPRXHNJQLO09QA
https://doi.org/10.1309/AJCPRXHNJQLO09QA
https://doi.org/10.1016/j.ebiom.2019.01.067
https://doi.org/10.1080/2162402X.2018.1426516
https://doi.org/10.1002/ijc.32102
https://doi.org/10.1186/s12935-019-0972-1
https://doi.org/10.1038/s41598-019-51063-6
https://doi.org/10.3389/fimmu.2020.01402
https://doi.org/10.3389/fimmu.2020.01402
https://doi.org/10.20892/j.issn.2095-3941.2019.0353
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

	Downregulation of Brain Enriched Type 2 MAGEs Is Associated With Immune Infiltration and Poor Prognosis in Glioma
	Introduction
	Materials and Methods
	Cell Culture
	5’Azacytidine Treatment and qRT-PCR
	Data Retrieval
	Correlation and Pathway Enrichment Analysis
	DNA Methylation Analysis
	Survival Analysis
	TIMER Analysis
	Statistical Analysis

	Results
	Expression Pattern of T2Ms in Glioma
	Expression of T2Ms in Different Histological Subtypes
	Alterations in T2M Genes in Glioma
	NA Methylation of MAGEH1 in Glioma
	Association of T2Ms With Glioma Patient Survival
	MAGEH1 Associated Pathways in Glioma
	Association of T2M Expression With Immune Response in Glioma

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	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 true
  /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 true
  /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 true
  /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


