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Abstract: Glioblastoma cells adapt to changes in glucose availability through metabolic plasticity
allowing for cell survival and continued progression in low-glucose concentrations. However, the
regulatory cytokine networks that govern the ability to survive in glucose-starved conditions are not
fully defined. In the present study, we define a critical role for the IL-11/IL-11Rα signalling axis in
glioblastoma survival, proliferation and invasion when cells are starved of glucose. We identified
enhanced IL-11/IL-11Rα expression correlated with reduced overall survival in glioblastoma patients.
Glioblastoma cell lines over-expressing IL-11Rα displayed greater survival, proliferation, migration
and invasion in glucose-free conditions compared to their low-IL-11Rα-expressing counterparts, while
knockdown of IL-11Rα reversed these pro-tumorigenic characteristics. In addition, these IL-11Rα-
over-expressing cells displayed enhanced glutamine oxidation and glutamate production compared
to their low-IL-11Rα-expressing counterparts, while knockdown of IL-11Rα or the pharmacological
inhibition of several members of the glutaminolysis pathway resulted in reduced survival (enhanced
apoptosis) and reduced migration and invasion. Furthermore, IL-11Rα expression in glioblastoma
patient samples correlated with enhanced gene expression of the glutaminolysis pathway genes
GLUD1, GSS and c-Myc. Overall, our study identified that the IL-11/IL-11Rα pathway promotes
glioblastoma cell survival and enhances cell migration and invasion in environments of glucose
starvation via glutaminolysis.

Keywords: IL-11; glioblastoma; glutaminolysis; survival; invasion

1. Introduction

Glioblastoma is the most aggressive and lethal brain tumor in adults in part due to the
sustained proliferative, invasive and pro-survival attributes of cancer cells [1]. Support of
these pro-tumorigenic features requires persistent uptake of several nutrients including
glucose and the amino acid glutamine that support the substrate synthesis required for
critical cellular function and survival [2]. Glucose enters the cell through glucose transport
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(GLUT) receptors and is metabolized to pyruvate, which is then converted to lactate or
acetyl-CoA before entering the tricarboxylic acid (TCA) cycle, which coordinates energy
production and biosynthesis [3,4]. Since glucose deprivation is common in the glioblastoma
microenvironment [5], glioblastoma cells must adapt to low-glucose concentrations to
survive. [6–8]. It is well established that glioblastoma cells adapt to metabolic plasticity
utilising several mechanisms to survive in periods of glucose shortage [9–11]. Since the
brain microenvironment is rich in glutamine [2], glioblastoma cells can take advantage of
glutamine catabolism (termed glutaminolysis) as an additional or alternative energy source
especially when glycolytic energy production is low due to phases when glucose levels are
depleted [12].

Glutamine can act as a precursor for protein, nucleotide, fatty acid biosynthesis, re-
dox balance and nicotine adenine dinucleotide (NADH) production [13,14]. It enters
the cell mainly through alanine-serine-cysteine transporter 2 (ASCT2; also known as
SLC1A5) [15,16] and is converted to glutamate by glutaminase (GLS) [17,18]. Glutamate can
then be converted to α-ketoglutarate (αKG) by glutamate dehydrogenase (GLUD1/GDH1)
which can then trigger NADH generation and the TCA cycle, promoting the oxidative
phosphorylation (OXPHOS) pathway or the reductive carboxylation pathway [19,20]. Thus,
glucose and glutamine can compensate for each other to maintain TCA cycle function,
promoting cell survival [11]. In addition, glutamine and glutamate can contribute to
non-essential amino acid synthesis and be converted to glutathione by enzymes includ-
ing glutathione synthetase (GSS), leading to maintained redox homeostasis and reduced
apoptosis [21].

Metabolic shift or enhanced glutamine metabolism is believed to occur in response to
oncogenes such as c-MYC and pro-inflammatory cytokines in glioblastoma [22] However,
the exact mechanism by which this occurs is not fully understood in glioblastoma [23]. A
major component of the glioblastoma microenvironment milieu is a variety of cytokines
and growth factors, including the members of the IL-6 family, which collectively initi-
ate and mediate a range of cellular activities essential to tumor growth [24–26]. IL-11, a
member of the IL-6 cytokine superfamily, is a pleiotropic cytokine that binds to its specific
receptor (IL-11Rα) and the transmembrane co-receptor gp130 [27,28]. Formation of this
heterotrimer results in the activation of JAK proteins and subsequent phosphorylation and
activation of the transcription factor STAT3, leading to enhanced transcription of many
pro-tumorigenic genes [29–31]. IL-11 has been identified as a driver of pro-tumorigenic
signals in a wide range of malignancies including breast, prostate, endometrial, ovarian,
liver and gastrointestinal cancers and is considered an important biomarker in determining
the prognosis of patients [25,30,32–35]. The contribution of IL-11/IL-11Rα signalling to
glioblastoma progression is under-explored. We found that IL-11 expression correlates
with glioblastoma patient survival. We demonstrate that under conditions of glucose
starvation, IL-11Rα enables glioblastoma cells to utilise glutamine for survival, an adap-
tion that protects glioblastoma cells from induced apoptosis. Our data establish a novel
IL-11Rα signalling–glutaminolysis metabolism axis where IL-11/IL-11Rα can promote
glutamine metabolism and subsequently enhance survival of glioblastoma cells in low-
glucose microenvironments. Our results suggest that targeting IL-11 signalling is a potential
mechanism to overcome this adaption mechanism.

2. Results
2.1. IL-11/IL-11Rα Expression Is Elevated in Glioblastoma Tumors and Primary Cell Lines

Since the contribution of the IL-6 family of cytokines to glioblastoma progression has
not previously been explored we first determined whether the expression of individual
members of this cytokine family correlated with glioblastoma patient survival using the
publicly available TCGA datasets. Data were available for six cytokines in the IL-6 fam-
ily in the TCGA database, with only IL-11 expression significantly correlated with poor
glioblastoma patient survival (Figure 1A; Supplementary Table S1). We also observed that
the expression of IL-11 was significantly higher in glioblastoma compared to low-grade
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glioma samples (Supplementary Figure S1), suggesting that IL-11 may play a role in the
more aggressive glioma grades. This was consistent with analysis of our glioblastoma
patient tissue samples which revealed that IL-11 protein expression correlated with poor
survival (Table 1).
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Figure 1. IL-11 expression correlates with poorer survival in glioblastoma patients. (A) The rela-
tionship between high (red) and low (blue) IL-11 gene expression with patient survival was de-
termined through mining the Oncolnc TCGA dataset. Kaplan–Meier survival curves were evalu-
ated from the TCGA, n = 76; p = 0.018. (B) Gene expression levels of IL-11 and IL-11Rα and (C) 
IL-11-stimulated SOCS3 were determined in primary glioblastoma cell lines #4, #20, #28, #35 and 
#41. (D) #20, #20-IL-11Rα, #28 and #28-IL-11Rα cells were assessed for IL-11Rα gene expression. 

2.2. IL-11Rα Expression Promotes Cancer Cell Survival in Glucose-Starved Conditions 
As glioblastoma cells are often in microenvironments with low glucose concentra-

tions [5], we first examined whether #20-IL-11Rα and #28-IL-11Rα cells displayed dif-
ferential metabolic properties to their parental counterparts. Both parental and 
IL-11Rα-transfected matched cells displayed similar 14C-glucose oxidation (Figure 2A); 
however, the #20-IL-11Rα and #28-IL-11Rα cells exhibited significantly greater 
14C-glutamine oxidation (Figure 2B) and contained greater levels of the direct derivative 
of glutamine, glutamate, compared to their parental counterparts (Figure 2C). Thus, we 
hypothesised that IL-11Rα may drive glutaminolysis and subsequently provide en-
hanced pro-tumorigenic properties. To test this notion, we cultured our parental and 
IL-11Rα transfected cells in glucose-free media in the presence or absence of glutamine. 
Both #20-IL-11Rα and #28-IL-11Rα cells demonstrated significantly greater survival in 
glucose-free media containing glutamine compared to control cells (Figure 2D), but 
minimal cell survival was observed in both the parental and the IL-11Rα-transfected cells 
when cultured in glucose- and glutamine-free media. Similarly, when cells were cultured 
in RPMI glucose-free media containing glutamine, both #20-IL-11Rα and #28-IL-11Rα 
cells demonstrated significantly greater survival compared to the control cells (Supple-
mentary Figure S2). This was reflected by the percentage of apoptotic cells (indicated by 
active caspase 3/7), which was significantly higher in the parental cells compared to the 
IL-11Rα transfected cells when cultured in glucose-free, glutamine-containing media 
(Figure 2E). Consistent with this observation, we observed that the expression of the an-
ti-apoptotic molecule Bcl-2 was significantly elevated in the IL-11Rα-transfected cells 
(Supplementary Figure S3), which may contribute to the reduction in apoptosis. Glio-
blastoma patient samples from our cohort and the TCGA also displayed a correlation 

Figure 1. IL-11 expression correlates with poorer survival in glioblastoma patients. (A) The relation-
ship between high (red) and low (blue) IL-11 gene expression with patient survival was determined
through mining the Oncolnc TCGA dataset. Kaplan–Meier survival curves were evaluated from the
TCGA, n = 76; p = 0.018. (B) Gene expression levels of IL-11 and IL-11Rα and (C) IL-11-stimulated
SOCS3 were determined in primary glioblastoma cell lines #4, #20, #28, #35 and #41. (D) #20,
#20-IL-11Rα, #28 and #28-IL-11Rα cells were assessed for IL-11Rα gene expression.

Table 1. IL-11 staining with IHC of glioblastoma patient sections.

<6 Month Survival;
n (%)

6–18 Month Survival;
n (%)

>18 Month Survival;
n (%)

Negative Staining 5 (29) 30 (51) 17 (78)

Positive Staining 12 (71) 29 (49) 5 (22)

Total Samples 17 59 22

We also found that the gene expression levels of IL-11 and IL-11Rα were increased
in three of five primary glioblastoma cell lines and those patients in which the cell lines
originated had decreased survival (Figure 1B; Supplementary Table S2). Consistent with
this, SOCS3, an Il-11-STAT3 target gene, was only elevated in the three primary cell lines
with high IL-11Rα expression and not in the two cell lines with low IL-11Rα expression
(Figure 1C). To further establish a model system to study the role of IL-11 signalling in
glioblastoma cells, we stably transfected an IL-11Rα construct into the two cell lines (#20
and #28) with the lowest endogenous IL-11Rα expression. These cell lines were designated
#20-IL-11Rα and #28-IL-11Rα (Figure 1D).
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2.2. IL-11Rα Expression Promotes Cancer Cell Survival in Glucose-Starved Conditions

As glioblastoma cells are often in microenvironments with low glucose concentra-
tions [5], we first examined whether #20-IL-11Rα and #28-IL-11Rα cells displayed dif-
ferential metabolic properties to their parental counterparts. Both parental and IL-11Rα-
transfected matched cells displayed similar 14C-glucose oxidation (Figure 2A); however, the
#20-IL-11Rα and #28-IL-11Rα cells exhibited significantly greater 14C-glutamine oxidation
(Figure 2B) and contained greater levels of the direct derivative of glutamine, glutamate,
compared to their parental counterparts (Figure 2C). Thus, we hypothesised that IL-11Rα
may drive glutaminolysis and subsequently provide enhanced pro-tumorigenic properties.
To test this notion, we cultured our parental and IL-11Rα transfected cells in glucose-free
media in the presence or absence of glutamine. Both #20-IL-11Rα and #28-IL-11Rα cells
demonstrated significantly greater survival in glucose-free media containing glutamine
compared to control cells (Figure 2D), but minimal cell survival was observed in both
the parental and the IL-11Rα-transfected cells when cultured in glucose- and glutamine-
free media. Similarly, when cells were cultured in RPMI glucose-free media containing
glutamine, both #20-IL-11Rα and #28-IL-11Rα cells demonstrated significantly greater
survival compared to the control cells (Supplementary Figure S2). This was reflected by
the percentage of apoptotic cells (indicated by active caspase 3/7), which was significantly
higher in the parental cells compared to the IL-11Rα transfected cells when cultured in
glucose-free, glutamine-containing media (Figure 2E). Consistent with this observation, we
observed that the expression of the anti-apoptotic molecule Bcl-2 was significantly elevated
in the IL-11Rα-transfected cells (Supplementary Figure S3), which may contribute to the
reduction in apoptosis. Glioblastoma patient samples from our cohort and the TCGA also
displayed a correlation between higher IL-11Rα and Bcl-2 gene expression (Supplementary
Figure S3). We also observed that both #20-IL-11Rα and #28-IL-11Rα cells demonstrated
significantly greater survival compared to control cells when treated with either the non-
metabolisable glucose competitive analogue 2-DG or Lopinavir, an inhibitor reported to
block glucose transport into the cell in glucose-replete media (Figure 2F,G). To validate
that this enhanced survival was due to IL-11Rα, we knocked down IL-11Rα or inhibited
IL-11Rα signalling using two inhibitors previously shown to block IL-11Rα signalling,
Ponatinib and Bazedoxifene [36,37]. Knockdown of IL-11Rα (Figure 2H) or inhibition
with either Ponatinib (Figure 2I) or Bazedoxifene (Figure 2J) led to reduced survival of
#20-IL-11Rα and #28-IL-11Rα cells in glucose-free, glutamine-containing media. Similarly,
Ponatinib or Bazedoxifene treatment led to significantly greater apoptosis of #20-IL-11Rα
and #28-IL-11Rα cells in glucose-free media (Figure 2K).
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Figure 2. IL-11Rα expression promotes survival in glucose-starved conditions. #20, #20-IL-11Rα,
#28 and #28-IL-11Rα cells were serum-starved overnight, then assessed for (A) glucose oxidation
(n = 6, mean ± SD, where ns indicates p > 0.05), (B) glutamine oxidation (n = 6, mean ± SD, where
** indicates p < 0.01 and *** indicates p < 0.001), and (C) glutamate production (n = 3, mean ± SD,
where * indicates p < 0.05 and ** indicates p < 0.01). #20, #20-IL-11Rα, #28 and #28-IL-11Rα cells
were cultured in glucose-free DME media ± glutamine and evaluated for (D) survival using the
cell viability assay (n = 3, mean ± SD, where ** indicates p < 0.01 and *** indicates p < 0.001) and
(E) percentage of apoptotic cells (active caspase3/7 fluorescence) (n = 3, mean ± SD, where * indicates
p < 0.05 and ** indicates p < 0.01). #20, #20-IL-11Rα, #28 and #28-IL-11Rα cells were cultured in
media containing both glucose and glutamine and treated with ± (F) 2-DG or (G) Lopinavir for 48 h.
Survival was evaluated using the cell viability assay (n = 3, mean ± SD, where * indicates p < 0.05,
** indicates p < 0.01 and *** indicates p < 0.001). #20-IL-11Rα and #28-IL-11Rα were (H) transfected
with control or IL-11Rα siRNA or treated with (I) Ponatinib or (J) Bazedoxifene and then cultured in
glucose-free media containing glutamine for 48 h. Survival was evaluated using the cell viability assay
(n = 3, mean ± SD, where ** indicates p < 0.01, *** indicates p < 0.001 and **** indicates p < 0.0001)
(K) #20-IL-11Rα and #28-IL-11Rα were treated with Ponatinib or Bazedoxifene and then cultured
in glucose-free media containing glutamine for 48 h before the percentage of apoptotic cells (active
caspase3/7 fluorescence) was determined (n = 3, mean ± SD, where ** indicates p < 0.01, *** indicates
p < 0.001 and **** indicates p < 0.0001).
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2.3. IL-11Rα Expression Promotes Survival through Glutaminolysis

As both #20-IL-11Rα and #28-IL-11Rα cells displayed greater survival in glucose-
free but glutamine-containing media and could oxidize greater levels of glutamine than
their parental counterparts we further explored the utilization of glutaminolysis as a
source of survival. We cultured the #20-IL-11Rα and #28-IL-11Rα cells in glucose- and
glutamine-free media with supplementation of three critical molecules involved in glu-
taminolysis: L-glutamine, L-glutamic acid (the neutral form of glutamate) or dimethyl
2-oxoglutarate (2-MOG; analogue of αKG). Each of these supplements enhanced
#20-IL-11Rα and #28-IL-11Rα cells survival (Figure 3A) and significantly reduced apoptosis
(Figure 3B) in glucose- and glutamine-free media. Subsequently, treatment of #20-IL-11Rα
and #28-IL-11Rα cells with inhibitors of enzymes involved in the progression of several
steps of glutaminolysis led to reversal of survival of the #20-IL-11Rα and #28-IL-11Rα cells
in glucose-free, glutamine-containing media. These inhibitors included BenSer (ASCT2
inhibitor; Figure 3C (i)), DON (glutamine antagonist; Figure 3C (ii)), BPTES and CB-839
(GLS inhibitors; Figure 3C (iii,iv)), EGCG and R162 (GLUD1 inhibitors; Figure 3C (v,vi))
and BSO (GSS inhibitor; Figure 3C (vii)). Similarly, these inhibitors also significantly pro-
moted apoptosis in glucose-free, glutamine-containing media (Figure 3D) compared to
vehicle-treated cells.
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Figure 3. IL-11Rα expression promotes survival through glutaminolysis. #20-IL-11Rα and 
#28-IL-11Rα cells were cultured in glucose-free and glutamine-free media ± L-glutamine, 
L-glutamic acid or 2-MOG for 48 h and evaluated for (A) survival using the cell viability assay (n = 
3, mean ± SD, where * indicates p < 0.05, ** indicates p < 0.01, *** indicates p < 0.001 and **** indicates 
p < 0.0001) and (B) percentage of apoptotic cells (active caspase3/7 fluorescence) (n = 3, mean ± SD, 
where **** indicates p < 0.0001). #20-IL-11Rα and #28-IL-11Rα cells were cultured in glucose-free, 
glutamine-containing media (C) (i) ± BenSer, (ii) DON, (iii) BPTES, (iv) CB-859, (v) EGCG, (vi) 
R162 and (vii) BSO for 48 h and evaluated for (C) survival using the cell viability assay (n = 3, mean 
± SD, where * indicates p < 0.05, ** indicates p < 0.01, *** indicates p < 0.001) and (D) percentage of 
apoptotic cells (active caspase3/7 fluorescence) (n = 3, mean ± SD, where *** indicates p < 0.001 and 
**** indicates p < 0.0001). 

2.4. IL-11Rα-Driven Migration and Invasion Is Glutamine-Dependent but Glucose-Independent 
As #20-IL-11Rα and #28-IL-11Rα cells demonstrated enhanced survival in glu-

cose-free, glutamine-containing media compared to parental controls, we next deter-
mined whether these cells also displayed differential migratory and invasive capabilities 
in the absence of glucose and/or glutamine. The degree of #20-IL-11Rα and #28-IL-11Rα 

Figure 3. IL-11Rα expression promotes survival through glutaminolysis. #20-IL-11Rα and #28-IL-
11Rα cells were cultured in glucose-free and glutamine-free media ± L-glutamine, L-glutamic acid
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or 2-MOG for 48 h and evaluated for (A) survival using the cell viability assay (n = 3, mean ± SD,
where * indicates p < 0.05, ** indicates p < 0.01, *** indicates p < 0.001 and **** indicates p < 0.0001)
and (B) percentage of apoptotic cells (active caspase3/7 fluorescence) (n = 3, mean ± SD, where
**** indicates p < 0.0001). #20-IL-11Rα and #28-IL-11Rα cells were cultured in glucose-free, glutamine-
containing media (C) (i) ± BenSer, (ii) DON, (iii) BPTES, (iv) CB-859, (v) EGCG, (vi) R162 and
(vii) BSO for 48 h and evaluated for (C) survival using the cell viability assay (n = 3, mean ± SD, where
* indicates p < 0.05, ** indicates p < 0.01, *** indicates p < 0.001) and (D) percentage of apoptotic cells
(active caspase3/7 fluorescence) (n = 3, mean ± SD, where *** indicates p < 0.001 and **** indicates
p < 0.0001).

2.4. IL-11Rα-Driven Migration and Invasion Is Glutamine-Dependent but Glucose-Independent

As #20-IL-11Rα and #28-IL-11Rα cells demonstrated enhanced survival in glucose-free,
glutamine-containing media compared to parental controls, we next determined whether
these cells also displayed differential migratory and invasive capabilities in the absence of
glucose and/or glutamine. The degree of #20-IL-11Rα and #28-IL-11Rα migration cultured
in media containing both glucose and glutamine was similar to that of cells cultured in
glucose-free, glutamine-containing media (Figure 4A). However, the migration of #20-IL-
11Rα and #28-IL-11Rα cells was significantly reduced when cultured in media containing
glucose without glutamine compared to media containing both glucose and glutamine
(Figure 4B). Scratch assays also showed that wound closure occurred at a similar rate in
media contain glutamine with or without glucose. (Figure 4C; Supplementary Figure S4).
Likewise, #20-IL-11Rα and #28-IL-11Rα cell invasion was not affected by the absence of
glucose but was significantly reduced in the absence of glutamine (Figure 4D,E).
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Figure 4. IL-11Rα-driven migration and invasion is glutamine-dependent but glu-
cose-independent. #20-IL-11Rα and #28-IL-11Rα cells were cultured in media ± glucose and ± glu-
tamine as indicated. Cells were then assessed for (A,B) transwell migration (n = 3, mean ± SD, 
where ns indicates p > 0.05, * indicates p < 0.05 and ** indicates p < 0.01), (C) wound healing (n = 3, 
mean ± SD, where ns indicates p > 0.05) and (D,E) transwell invasion (n = 3, mean ± SD, where ns 
indicates p > 0.05, * indicates p < 0.05 and ** indicates p < 0.01). 
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sis-dependent survival, and reduced apoptosis in glucose-starved conditions, and as we 
observed that inhibition of GLUD1 by EGCG and R162 and GSS by BSO (two key en-
zymes of glutaminolysis) led to the reversal of this survival, we next determined if 
IL-11Rα expression correlated with GLUD1 and GSS expression in glioblastoma patient 
samples. To evaluate correlations, glioblastoma patients were stratified into a 
low-IL-11Rα-expressing group and a high-IL-11Rα-expressing group. Indeed, glioblas-
toma patient tumor tissue with low IL-11Rα gene expression also displayed low levels of 
GLUD1 and GSS, while patient tumor tissue containing high IL-11Rα gene expression 
also contained significantly higher levels of GLUD1 and GSS gene expression (Figure 
5A,B). Likewise, GLUD1 and GSS gene expression was also significantly higher in the 
#20-IL-11Rα and #28-IL-11Rα cell lines compared to their parental counterparts (Figure 
5C). As c-MYC has been shown to promote glutaminolysis in glioblastoma cells [22], we 

Figure 4. IL-11Rα-driven migration and invasion is glutamine-dependent but glucose-independent.
#20-IL-11Rα and #28-IL-11Rα cells were cultured in media ± glucose and ± glutamine as indicated.
Cells were then assessed for (A,B) transwell migration (n = 3, mean ± SD, where ns indicates
p > 0.05, * indicates p < 0.05 and ** indicates p < 0.01), (C) wound healing (n = 3, mean ± SD, where
ns indicates p > 0.05) and (D,E) transwell invasion (n = 3, mean ± SD, where ns indicates p > 0.05,
* indicates p < 0.05 and ** indicates p < 0.01).
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2.5. IL-11Rα Expression Correlates with Glutamine–Glutamate-Related Genes in Glioblastoma
Patient Samples

As we have shown that IL-11Rα allows for glutaminolysis, glutaminolysis-dependent
survival, and reduced apoptosis in glucose-starved conditions, and as we observed that
inhibition of GLUD1 by EGCG and R162 and GSS by BSO (two key enzymes of glutaminoly-
sis) led to the reversal of this survival, we next determined if IL-11Rα expression correlated
with GLUD1 and GSS expression in glioblastoma patient samples. To evaluate correlations,
glioblastoma patients were stratified into a low-IL-11Rα-expressing group and a high-IL-
11Rα-expressing group. Indeed, glioblastoma patient tumor tissue with low IL-11Rα gene
expression also displayed low levels of GLUD1 and GSS, while patient tumor tissue con-
taining high IL-11Rα gene expression also contained significantly higher levels of GLUD1
and GSS gene expression (Figure 5A,B). Likewise, GLUD1 and GSS gene expression was
also significantly higher in the #20-IL-11Rα and #28-IL-11Rα cell lines compared to their
parental counterparts (Figure 5C). As c-MYC has been shown to promote glutaminolysis in
glioblastoma cells [22], we explored whether IL-11Rα expression correlated with c-MYC
expression. Indeed, patient tumor samples with low IL-11Rα expression also displayed low
levels of c-MYC gene expression while samples with high IL-11Rα expression correlated
with levels of c-MYC gene expression (Figure 5D). Consistently, c-MYC gene expression
was also significantly higher in the #20-IL-11Rα and #28-IL-11Rα cell lines compared to
their parental counterparts (Figure 5E). This suggests that IL-11Rα may be inducing c-MYC
expression which then may allow for glutaminolysis and enhanced survival of glioblastoma
cells in glucose-depleted conditions.
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Figure 5. IL-11Rα expression correlates with glutamine–glutamate-related genes in glioblastoma
patient samples. Co-expression analysis of IL-11Rα with (A) GLUD1 and (B) GSS gene expres-
sion was performed in glioblastoma patient samples using q-RT-PCR (n = 72, mean ± SD, where
** indicates p < 0.01 and *** indicates p < 0.001). Expression analysis of (C) GLUD1 and GSS
gene expression was performed in #20-IL-11Rα and #28-IL-11Rα cells using q-RT-PCR (n = 3,
mean ± SD, where * indicates p < 0.05 and ** indicates p < 0.01). Co-expression analysis of IL-11Rα
with (D) c-MYC gene expression was performed in glioblastoma patient samples using q-RT-PCR
(n = 72, mean ± SD, where * indicates p < 0.05). Expression analysis of (E) c-MYC gene expression
was performed in #20-IL-11Rα and #28-IL-11Rα cells using q-RT-PCR (n = 3, mean ± SD, where
* indicates p < 0.05 and **** indicates p < 0.0001).
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3. Discussion

The human brain is typically a nutrient-enriched environment and utilizes glucose as
a major energy source [38]. Glioblastoma cells, however, are often presented with hostile
and dynamic conditions such as rapid depletion of nutrients (e.g., glucose) and low oxygen
availability in the tumor microenvironment [5]. Therefore, glioblastoma cells must adapt
to these sub-optimal conditions using alternative metabolic pathways or succumb to cell
death/apoptosis [39,40]. Indeed, glutamine and glutamate levels are often elevated in
glioblastoma patient samples indicating an adaption to glutamine metabolism [41]. How-
ever, further investigation into the key molecular mechanisms that drive glutaminolysis in
glioblastoma have not been completely explored.

Our data proposes a novel mechanism for metabolic adaption, identifying a regulatory
link between cytokine signalling and glutaminolysis (Figure 6).
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Figure 6. Schematic diagram of IL-11-driven glutaminolysis. IL-11Rα promotes enhanced glutamine
oxidation and subsequent glutamate production. In turn, this enhanced glutamate generates increases
in glutathione. Lopinavir and 2-DG inhibit glucose oxidation. PON and BZA inhibit IL-11 signalling.
BenSer, DON, BPTES, CB-839, EGCG, R162 and BSO inhibit glutamine oxidation. This schematic was
created with BioRender.com (accessed on 5 December 2022).

Here, we specifically demonstrate that IL-11Rα promotes the utilization of glioblas-
toma cells in glucose-deprived conditions to a glutamine-dependent metabolic mechanism
subsequently providing protection from apoptosis mediated by glucose starvation. Phar-
macological impairment or knockdown of IL-11Rα reduced glutamine metabolism and
reduced cell survival in glucose-starved conditions. This novel mechanism of IL-11 sig-
nalling may partially explain why glioblastoma patients with higher levels of IL-11 have
poorer overall survival. Interestingly, IL-11 expression was the only cytokine in the IL-6
family to correlate to glioblastoma patient outcomes. We propose that high IL-11/IL-11Rα
expression leads to reduced apoptosis and subsequently greater glioblastoma progression
and poorer patient survival rates potentially through enhanced glutaminolysis. Indeed, our
data also demonstrated that IL-11Rα expression positively correlated with the expression
of the anti-apoptotic protein Bcl-2 in both clinical samples and cell lines and that high
IL-11Rα inhibited caspase-3 activity in glucose-free environments.

BioRender.com
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High expression of IL-11Rα in our cells resulted in enhanced glutamine oxidation and
glutamate levels. Furthermore, high IL-11Rα expression also correlated with increased
expression of GLUD1 and GSS, two key enzymes involved in glutaminolysis in both our
glioblastoma cell lines and patient tumor tissue. In addition, targeting these enzymes
with several inhibitors resulted in a reversal of IL-11Rα-driven survival in glucose-starved
conditions. Thus, our data support the notion that IL-11Rα regulates the expression of key
enzymes that drive glutamine metabolic processes and sustains cell survival in glucose-
poor conditions. Similarly, Yang et al., demonstrated that EGFR activation could drive
expression of GLUD1 in glioblastoma cell lines [42]. However, they did not explore whether
this enhanced GLUD1 expression resulted in greater survival in the absence of glucose
and/or glutamine. Similarly, IL-11Rα expression also correlated to enhanced GSS expres-
sion, an enzyme required to produce glutathione, leading to maintained redox homeostasis
and reduced apoptosis [21]. Rapidly proliferating cells such as glioblastoma cells produce
high levels of reactive oxygen species (ROS), which leads to increased oxidative stress.
Glutathione prevents ROS-mediated cell death and therefore promotes tumor-cell sur-
vival [43]. Our results expand on this notion, suggesting that IL-11Rα drives enhanced GSS
expression and subsequent glutathione production, leading to reduced apoptosis triggered
by glucose starvation.

Both glutamine and glutamate have been identified as prognostic biomarkers of
glioblastoma [3]. Consistently, glutamine was required for survival of our glioblastoma
cell lines even in the presence of glucose. This is in agreement with Wise and colleagues
who demonstrated that glutamine was required for the maintenance of glioma cell viabil-
ity [22]. Zhang et al. also reported that glutamine depletion resulted in glioblastoma cell
death through caspase-3 activation [44]. Although it did not induce apoptosis, glutamine
starvation hindered the cell proliferation of several glioblastoma cell lines [21,45]. We
demonstrated that glutamine was also required for wound healing, transwell migration
and invasion in our IL-11Rα-transfected cells. However, neither migration nor invasion of
our cells required glucose supplementation. This is consistent with previous findings that
have found that glutamine is more important for these cellular processes, albeit our data are
the first to demonstrate glutamine-dependent migration and invasion in the glioblastoma
setting. In a study conducted by Chen and colleagues, inhibition of glutamine reduced
the ability of thyroid cancer cells to both migrate and invade [46]. Furthermore, in a study
conducted by Yang and colleagues, glutamine, but not glucose, was found to regulate
the STAT3-dependent invasive potential of ovarian cancer cells [47]. This study also es-
tablished a correlation between increased glutaminolysis gene expression and decreased
patient survival in ovarian cancer, while glycolytic genes correlated with a better progno-
sis [47]. Therefore, collectively our data and those of others suggest that targeting glucose
metabolism alone may not yield optimal outcomes due to the capability of some cancers,
such as glioblastoma, to switch to a glutamine-dependent metabolic survival. Indeed, a
phase II clinical trial testing the efficacy of the GLUT inhibitors Lopinavir and Ritonavir
only produced a complete response to treatment in one recurrent high-grade glioma patient,
while 79% experienced progression of the disease [48]. We subsequently propose that tar-
geting glutaminolysis may offer an improved treatment strategy for glioblastoma patients.

MYC is a pro-tumorigenic gene upregulated in many types of cancers, including
glioblastoma [49]. High MYC expression is required for glutaminolysis and addiction to
glutamine metabolism [22] through several mechanisms, including increasing GLUD1 activ-
ity [50–52]. Additionally, IL-11 has been shown to upregulate the oncogene c-MYC [53,54].
In our present study, we connect these independent findings identifying that IL-11Rα
expression correlates with both increased c-MYC and GLUD1 expression in glioblastoma
patient tumor tissue and enhanced glutaminolysis leading to significantly greater survival
in glucose-starved conditions. Our study supports the report by Le et al., who showed that
Burkitt lymphoma cells with high MYC expression were able to survive in the absence of
glucose provided these cells were cultured in the presence of glutamine as an alternative
energy source [55].
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It should be noted that our study focused on primary glioblastoma and not secondary
glioblastoma patient tissue and patient-derived cell lines. As 96% of patients with primary
glioblastoma contain wt IDH1 (as compared to only 27% of secondary glioblastoma) [56],
our study is only relevant to potential IL-11Rα-enhanced survival advantages in the pri-
mary glioblastoma context. Interestingly, a recent study suggests that tumors with IDH1
mutations cannot consume glucose as well as cells with wt IDH1, [57], and thus we could
speculate that IL-11 signaling and enhanced glutamine metabolism used for survival in
secondary glioblastoma may be even more pronounced due to their reduced ability to
consume glucose. Investigation into IL-11Rα signaling, glutaminolysis and cell survival
in regard to primary versus secondary glioblastoma is thus worth pursuing. A limitation
of our study is that we did not determine the exact mutational status of several common
genes in glioblastoma, including IDH, EGFR (or the presence of the common EGFR variant,
EGFRvIII), MGMT, TP53, RB, PTEN, NF1, MDM2 and loss of chromosome arm 10q in
our glioblastoma patient tumor samples and patient-derived cell lines, as this was beyond
the scope of our current study. Nonetheless, in summary, our data suggest that IL-11Rα
contributes to the ability of glioblastoma cells to metabolically adapt and subsequently
survive in glucose-deprived conditions. Specifically, our findings suggest that IL-11Rα
promotes increased glutaminolysis and survival in periods of low glucose concentrations in
the microenvironment, potentially through a novel mechanism involving increased c-MYC
GLUD1 and GSS expression. Targeting this pathway as shown in our study could prevent
the adaptive survival of glioblastoma cells in glucose-starved conditions and thus promote
cell death in this and potentially other tumor types.

4. Materials and Methods
4.1. Patient Samples

Formalin-fixed paraffin-embedded sections of glioblastoma tumor tissue was obtained
from pathologically confirmed glioblastoma patients at the Royal Melbourne Hospital,
Melbourne, VIC, Australia. The available clinical information and treatment of these
primary glioblastoma patients are outlined in Supplementary Table S3. Use of these human
glioblastoma tumor tissues in the laboratory for both immunohistochemistry and gene
expression analysis was approved by the Melbourne Health Human Research and Ethics
Committee (HREC 2012.136). Approved 25 October 2012.

4.2. Inhibitors and Reagents

Ponatinib, Bazedoxifene and Lopinavir were purchased from Selleck Chemicals (Houston, TX,
USA). 2-Deoxy-D-glucose (2-DG), O-benzyl-L-Serine (BenSer), 6-diazo-5-oxo-norleucine
(DON), bis-2-(5-phenylacetamido-1,2,4-thiadiazol-2-yl)ethyl sulfide (BPTES), Telaglenastat
(CB-839), epigallocatechin gallate (EGCG), 2-allyl-1-hydroxy-9,10-anthraquinone (R162),
L-buthionine-sulfoximine (BSO), L-glutamine, glutamic acid and dimethyl 2-oxoglutarate
were all purchased from Sigma (Sigma-Aldrich, St. Louis, MO, USA). The caspase-3
fluorescence dye was from Sartorius (Sartorius AG, Göttingen, Germany). Human IL-11Rα
and negative control siRNA were from Thermofisher Scientific (Scoresby, VIC, Australia).

4.3. Cell Culture

The primary glioblastoma cell lines, #15, #20, #28, #35 and #41, were originally derived
from 5 patients with pathologically confirmed glioblastoma at the Royal Melbourne Hos-
pital and subsequently modified from neurosphere non-adherent cells to adherent cells
grown in monolayer by disassociating spheroid cultures and seeding cells onto adhere
plates. Use of these cell lines in the laboratory was approved by the Melbourne Health
Human Research and Ethics Committee (HREC 2012.219). Approved 10 December 2012.
All cell lines were maintained in Dulbecco’s Modified Eagle’s Medium (Life Technologies,
Carlsbad, CA, USA) that contained 5% (v/v) foetal bovine serum (FBS) (Life Technolo-
gies), 100 U/mL penicillin and 100 µg/mL streptomycin (Life Technologies). Transient
transfection was performed using Metafectene Pro (Biontex; München, Germany), as per
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the manufacturer instructions with control or IL-11Rα siRNA. The #20 and #28 IL-11Rα
stably transfected clones were generated by transfecting cells with an IL-11Rα construct
(R&D Systems, Minneapolis, MN, USA) using FuGENE HD transfection reagent (Promega,
Madison, WI, USA) following the manufacturer’s instructions and selecting with Geneticin
(Sigma Aldrich, St. Louis, MO, USA). All cells were incubated in a humidified atmosphere
of 90% air and 5% CO2 at 37 ◦C. All media with variations of glucose and glutamine
concentrations were purchased from Life Technologies.

4.4. Cell Viability Assays

Cells were seeded in 24-well plates and allowed to adhere overnight. Triplicate wells
were treated with appropriate controls, inhibitors, metabolic analogues, conditioned media
and/or glucose and/or glutamine-free media for 3 days. After the treatment period, cells
were washed and a mixture of 6.0% glutaraldehyde and 0.5% crystal violet was added for
30 min, followed by another wash, and then allowed to dry overnight. The colonies were
quantified using ImageJ Plugin [58].

4.5. Immunohistochemistry

Slides were deparaffinised in 100% xylene and rehydrated, after which they were
blocked in 5% (v/v) goat serum followed by an endogenous peroxidases block (Envision™,
DAKO; North Sydney, NSW, Australia). Slides were then washed in TBST followed by
immunostaining with IL-11 ab (1:25 dilution; Santa Cruz, Dallas, TX, USA) overnight at
4 ◦C. Sections were subsequently incubated with an anti-rabbit HRP-labelled polymer
(Envision™, DAKO) as per the manufacturer’s instructions and then washed in TBST. DAB
(Envision™, DAKO) was then added on the sections for 5 min at room temperature followed
by immediate immersion in distilled water. Slides were then stained with haematoxylin
for 15 s and placed in Scott’s tap water for 15 s. Following dehydration, slides were then
mounted with DPX mounting media onto a coverslip and analysed using a Leica DM2000
microscope (Leica Microsystems; North Ryde, NSW, Australia). The sections were observed
under a microscope at 200× magnification and scored for absence of staining or positive
staining. The staining intensity was then correlated with patient survival. p < 0.05 indicates
statistical significance.

4.6. RNA Extraction and RT-PCR

Cells were seeded in 6-well plates and allowed to adhere overnight. Following cell
treatments and/or transfections, total RNA was extracted using an RNeasy Mini Kit (Qi-
agen; Hilden, Germany) following the manufacturer’s instructions. Similarly, RNA was
first extracted from glioblastoma samples on formalin-fixed, paraffin-embedded (FFPE)
slides using a PureLink FFPE Total RNA Extraction Kit (Invitrogen, cat# KI560-02, Waltham,
MA, USA) following the manufacturer’s instructions, including performing the DNA di-
gestion step prior to reverse transcription. Reverse transcription was performed using
the High-Capacity RNA-to-cDNA Kit (Applied Biosystems; Waltham, MA, USA). Re-
verse Transcription-PCR was performed using the GeneAmp PCR System 2400 (Perkin
Elmer, Waltham, MA, USA) under the conditions of 37 ◦C for 60 min and 95 ◦C for
5 min. To quantify the transcripts of the genes of interest, real-time PCR was performed
using the ViiA 7 Real-Time PCR system (Applied Biosystems) for IL-11 (Applied Biosys-
tems, Hs01055414_m1), IL-11Rα (Applied Biosystems, Hs00234415_m1), SOCS3 (Applied
Biosystems, Hs02330328_s1), Bcl-2 (Applied Biosystems, Hs0060823_m1), GLUD1 (Ap-
plied Biosystems, Hs03989560_s1), GSS (Applied Biosystems, Hs00609286_m1), c-Myc
(Applied Biosystems Hs00153408_m1) and GAPDH (Applied Biosystems, Hs02758991_g1).
Amplified RNA samples were calculated using the 2−∆∆CT method [59].

4.7. Scratch/Wound-Healing Assay

Cells were seeded in 6-well plates and grown to 100% confluency, after which a
scratch/wound was created on the bottom of each well using a p200 sterile tip. Cells were
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then cultured in media containing mytomysin C (Sigma) to stop proliferation ± glucose ±
glutamine and phase-contrast images were acquired at 0 and 24 h post-scratch. An inverted
microscope (IX50 Olympus, Tokyo, Japan) and the Leica Application Suite (LAS v4.5) were
used to process and capture images. ImageJ was utilized to quantify wound closure.

4.8. Transwell Migration and Invasion Assays

Cells were seeded onto the micropore filter of the top chamber of 24-well transwell
plates (Corning, Corning, NY, USA) in the presence or absence of glucose-free and/or
glutamine-free media. For invasion assays, the micropore filter was pre-coated with
10% (v/v) Matrigel 24 h prior. After 24 h, the media was removed from the upper well
and cells were incubated in formalin (5 min), crystal violet dye (5 min) and then water
(5 min). Cells remaining on the upper side of the micropore filter were removed using a
cotton bud and the micropore filter was then mounted on a microscope slide. The slides
were imaged at 200× magnification, and the images were analysed using an Image Color
Summarizer software to determine the percent of cells that had migrated/invaded through
the micropore filter.

4.9. Apoptosis Assay

Cells were seeded in a 96-well plate and allowed to adhere overnight. Cells were
then cultured in the presence or absence of glucose-containing media, ± glutaminolysis
inhibitors or metabolic analogues for 48 h. Incucyte Caspase 3/7 fluorescence dye (Sartorius
AG, Göttingen, Germany) was added and 30 min later both cell number (DAPI) and
fluorescence (GFP) were imaged under the microscope (10×). Fluorescence-positive cells
were determined as positive by eye and the percentage of caspase-positive cells was
calculated by determining the number of fluorescent-positive cells X 100 and dividing this
number by the total number of cells using DAPI. This was performed across a minimum of
3 random fields for each time point and performed a minimum of n = 3.

4.10. Glucose and Glutamine Oxidation Assay

Cells were seeded in 12-well plates and allowed to adhere overnight followed by
serum starvation for a further 16 h for a 14C-tracer-based metabolism assay. Cells were
then “pulsed” in low-glucose DMEM containing 500 µM oleate and 1 µCi/mL of [1-14C]-
oleate (NEC317050C, PerkinElmer, Waltham, MA, USA) conjugated to 1% (w/v) BSA
for 4 h. Oxidation from glucose and glutamine was measured for 4 h in low-glucose
DMEM containing 2 µCi/mL D-[14C(U)]-glucose (NET238C001MC; PerkinElmer) or L-
[14C(U)]-glutamine (NEC451050UC; PerkinElmer). At the completion of the experiment,
the culture medium was added to 1 mL 1 M perchloric acid to liberate 14CO2 derived
from oxidation, which was collected in 300 µL 1 M sodium hydroxide and counted on a
Tri Carb 2810TR liquid scintillation analyzer (Perkin Elmer, Waltham, MA, USA). Cells
were washed 3 times in ice-cold PBS, then scraped with PBS containing 0.1% (v/v) Triton
X-100 and passed through a 27G needle and 1 mL syringe. The cell lysate was added to
2:1 chloroform:methanol (v:v) and incubated for 2 h with intermittent mixing. The tubes
were spun at 200 g for 10 min to separate the upper aqueous phase and lower organic
phase. The upper aqueous phase was removed and counted using liquid scintillation to
determine incomplete oxidation (i.e., acid-soluble metabolites). The lower organic phase
was transferred to a fresh tube, dried under N2 at 40 ◦C, then reconstituted in 2:1 chloroform:
methanol and counted with liquid scintillation to assess esterification into complex lipids.
Oxidation was calculated as the sum of complete oxidation to 14CO2 and “incomplete”
oxidation. The total uptake was calculated by adding oxidation and incorporation into
all cellular lipids. All values were normalized to the total cellular protein (BCA method,
ThermoFisher Scientific, Scoresby, VIC, Australia). All data are expressed per mg protein.
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4.11. Glutamate-Detection Assay

Cells were seeded in a 6-well plate and left to adhere overnight. Cells were then
treated with inhibitors or control for 48 h, and then lysed and protein quantified. Glutamate
concentration was measured using the Glutamate Assay Kit (Sigma-Aldrich®; MAK004)
according to the manufacturer’s instructions.

4.12. OncoLnc (TCGA)

TCGA gene expression data were obtained using the OncoLnc database (www.oncolnc.org)
accessed on 14 February 2021. For a given gene, the gene ID was entered and ‘GBM’ was
selected. Patients belonging to either the lower or upper 25th percentiles were chosen for
the analysis.

4.13. Statistical Analysis

The statistical analyses for all experiments were conducted with unpaired, two-tailed
Student’s t-tests to assess significance and a minimum threshold of p < 0.05 was chosen
to determine significance. The survival analyses from OncoLnc used a log-rank t-test to
determine significance and data were displayed on a Kaplan–Meier plot.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/ijms24043356/s1.

Author Contributions: Conceptualization: S.F.S., P.V.L., G.K., A.P.M. and R.B.L.; Data curation:
S.F.S. and P.V.L.; Investigation: A.B.-G.; Methodology: A.B.-G., Z.A., J.G., V.T., A.Z., L.P., J.J. and
H.P.T.N.; Validation: L.P., T.L.P., A.A.A. and R.B.L.; Writing—original draft: S.F.S.; Writing—review
and editing: S.F.S., T.L.P., A.A.A. and R.B.L. All authors have read and agreed to the published
version of the manuscript.

Funding: S.F.S. is a recipient of the International Foundation for Ethical Research Grant. A.B.-G. is a
recipient of funding from the Rebecca L. Cooper Medical Research Foundation.

Institutional Review Board Statement: Use of some cell lines in this study was approved by the
Melbourne Health Human Research and Ethics Committee (HREC 2012.219). Approved 10 December
2012. Use of these human glioblastoma tumor tissues in the laboratory for both immunohistochem-
istry and gene expression was approved by the Melbourne Health Human Research and Ethics
Committee (HREC 2012.136). Approved 25 October 2012.

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: All figures and data within this article can be made available upon
request from the corresponding author.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Furnari, F.B.; Fenton, T.; Bachoo, R.M.; Mukasa, A.; Stommel, J.M.; Stegh, A.; Hahn, W.C.; Ligon, K.L.; Louis, D.N.; Brennan, C.; et al.

Malignant astrocytic glioma: Genetics, biology, and paths to treatment. Genes Dev. 2007, 21, 2683–2710. [CrossRef]
2. Natarajan, S.K.; Venneti, S. Glutamine Metabolism in Brain Tumors. Cancers 2019, 11, 1628. [CrossRef]
3. Marin-Valencia, I.; Yang, C.; Mashimo, T.; Cho, S.; Baek, H.; Yang, X.L.; Rajagopalan, K.N.; Maddie, M.; Vemireddy, V.; Zhao, Z.; et al.

Analysis of tumor metabolism reveals mitochondrial glucose oxidation in genetically diverse human glioblastomas in the mouse
brain in vivo. Cell Metab. 2012, 15, 827–837. [CrossRef]

4. Seyfried, T.N.; Mukherjee, P. Targeting energy metabolism in brain cancer: Review and hypothesis. Nutr. Metab. 2005, 2, 30.
[CrossRef] [PubMed]

5. Flavahan, W.A.; Wu, Q.; Hitomi, M.; Rahim, N.; Kim, Y.; Sloan, A.E.; Weil, R.J.; Nakano, I.; Sarkaria, J.N.; Stringer, B.W.; et al.
Brain tumor initiating cells adapt to restricted nutrition through preferential glucose uptake. Nat. Neurosci. 2013, 16, 1373–1382.
[CrossRef]

6. Aftab, S.; Shakoori, A.R. Low glucose availability alters the expression of genes involved in initial adhesion of human glioblastoma
cancer cell line SF767. J. Cell. Biochem. 2019, 120, 16824–16839. [CrossRef] [PubMed]

7. Bi, J.; Mischel, P.S. Acyl-CoA-Binding Protein Fuels Gliomagenesis. Cell Metab. 2019, 30, 229–230. [CrossRef]

www.oncolnc.org
https://www.mdpi.com/article/10.3390/ijms24043356/s1
http://doi.org/10.1101/gad.1596707
http://doi.org/10.3390/cancers11111628
http://doi.org/10.1016/j.cmet.2012.05.001
http://doi.org/10.1186/1743-7075-2-30
http://www.ncbi.nlm.nih.gov/pubmed/16242042
http://doi.org/10.1038/nn.3510
http://doi.org/10.1002/jcb.28940
http://www.ncbi.nlm.nih.gov/pubmed/31111555
http://doi.org/10.1016/j.cmet.2019.07.007


Int. J. Mol. Sci. 2023, 24, 3356 15 of 17

8. Zaugg, K.; Yao, Y.; Reilly, P.T.; Kannan, K.; Kiarash, R.; Mason, J.; Huang, P.; Sawyer, S.K.; Fuerth, B.; Faubert, B.; et al. Carnitine
palmitoyltransferase 1C promotes cell survival and tumor growth under conditions of metabolic stress. Genes Dev. 2011, 25,
1041–1051. [CrossRef] [PubMed]

9. Azzalin, A.; Brambilla, F.; Arbustini, E.; Basello, K.; Speciani, A.; Mauri, P.; Bezzi, P.; Magrassi, L. A New Pathway Promotes
Adaptation of Human Glioblastoma Cells to Glucose Starvation. Cells 2020, 9, 1249. [CrossRef]

10. Duman, C.; Yaqubi, K.; Hoffmann, A.; Acikgoz, A.A.; Korshunov, A.; Bendszus, M.; Herold-Mende, C.; Liu, H.K.; Alfonso,
J. Acyl-CoA-Binding Protein Drives Glioblastoma Tumorigenesis by Sustaining Fatty Acid Oxidation. Cell Metab. 2019, 30,
274–289.e5. [CrossRef]

11. Yang, C.; Ko, B.; Hensley, C.T.; Jiang, L.; Wasti, A.T.; Kim, J.; Sudderth, J.; Calvaruso, M.A.; Lumata, L.; Mitsche, M.; et al.
Glutamine oxidation maintains the TCA cycle and cell survival during impaired mitochondrial pyruvate transport. Mol. Cell
2014, 56, 414–424. [CrossRef]

12. Yang, C.; Sudderth, J.; Dang, T.; Bachoo, R.M.; McDonald, J.G.; DeBerardinis, R.J. Glioblastoma cells require glutamate dehydro-
genase to survive impairments of glucose metabolism or Akt signaling. Cancer Res. 2009, 69, 7986–7993. [CrossRef]

13. Chen, L.; Cui, H. Targeting Glutamine Induces Apoptosis: A Cancer Therapy Approach. Int. J. Mol. Sci. 2015, 16, 22830–22855.
[CrossRef]

14. DeBerardinis, R.J.; Mancuso, A.; Daikhin, E.; Nissim, I.; Yudkoff, M.; Wehrli, S.; Thompson, C.B. Beyond aerobic glycolysis:
Transformed cells can engage in glutamine metabolism that exceeds the requirement for protein and nucleotide synthesis.
Proc. Natl. Acad. Sci. USA 2007, 104, 19345–19350. [CrossRef]

15. van Geldermalsen, M.; Wang, Q.; Nagarajah, R.; Marshall, A.D.; Thoeng, A.; Gao, D.; Ritchie, W.; Feng, Y.; Bailey, C.G.; Deng, N.; et al.
ASCT2/SLC1A5 controls glutamine uptake and tumour growth in triple-negative basal-like breast cancer. Oncogene 2016, 35,
3201–3208. [CrossRef]

16. Yoo, H.C.; Yu, Y.C.; Sung, Y.; Han, J.M. Glutamine reliance in cell metabolism. Exp. Mol. Med. 2020, 52, 1496–1516. [CrossRef]
[PubMed]

17. Mates, J.M.; Segura, J.A.; Martin-Rufian, M.; Campos-Sandoval, J.A.; Alonso, F.J.; Marquez, J. Glutaminase isoenzymes as key
regulators in metabolic and oxidative stress against cancer. Curr. Mol. Med. 2013, 13, 514–534. [CrossRef]

18. Wang, J.B.; Erickson, J.W.; Fuji, R.; Ramachandran, S.; Gao, P.; Dinavahi, R.; Wilson, K.F.; Ambrosio, A.L.; Dias, S.M.; Dang, C.V.; et al.
Targeting mitochondrial glutaminase activity inhibits oncogenic transformation. Cancer Cell 2010, 18, 207–219. [CrossRef]

19. Yang, L.; Venneti, S.; Nagrath, D. Glutaminolysis: A Hallmark of Cancer Metabolism. Annu. Rev. Biomed. Eng. 2017, 19, 163–194.
[CrossRef] [PubMed]

20. Yoo, H.; Antoniewicz, M.R.; Stephanopoulos, G.; Kelleher, J.K. Quantifying reductive carboxylation flux of glutamine to lipid in a
brown adipocyte cell line. J. Biol. Chem. 2008, 283, 20621–20627. [CrossRef] [PubMed]

21. Koch, K.; Hartmann, R.; Suwala, A.K.; Rios, D.H.; Kamp, M.A.; Sabel, M.; Steiger, H.J.; Willbold, D.; Sharma, A.; Kahlert, U.D.; et al.
Overexpression of Cystine/Glutamate Antiporter xCT Correlates with Nutrient Flexibility and ZEB1 Expression in Highly
Clonogenic Glioblastoma Stem-like Cells (GSCs). Cancers 2021, 13, 6001. [CrossRef] [PubMed]

22. Wise, D.R.; DeBerardinis, R.J.; Mancuso, A.; Sayed, N.; Zhang, X.Y.; Pfeiffer, H.K.; Nissim, I.; Daikhin, E.; Yudkoff, M.; McMahon, S.B.; et al.
Myc regulates a transcriptional program that stimulates mitochondrial glutaminolysis and leads to glutamine addiction. Proc.
Natl. Acad. Sci. USA 2008, 105, 18782–18787. [CrossRef] [PubMed]

23. Zuo, H.; Wan, Y. Metabolic Reprogramming in Mitochondria of Myeloid Cells. Cells 2019, 9, 5. [CrossRef] [PubMed]
24. Carow, B.; Rottenberg, M.E. SOCS3, a Major Regulator of Infection and Inflammation. Front. Immunol. 2014, 5, 58. [CrossRef]
25. Putoczki, T.L.; Thiem, S.; Loving, A.; Busuttil, R.A.; Wilson, N.J.; Ziegler, P.K.; Nguyen, P.M.; Preaudet, A.; Farid, R.; Edwards,

K.M.; et al. Interleukin-11 is the dominant IL-6 family cytokine during gastrointestinal tumorigenesis and can be targeted
therapeutically. Cancer Cell 2013, 24, 257–271. [CrossRef]

26. West, A.J.; Tsui, V.; Stylli, S.S.; Nguyen, H.P.T.; Morokoff, A.P.; Kaye, A.H.; Luwor, R.B. The role of interleukin-6-STAT3 signalling
in glioblastoma. Oncol. Lett. 2018, 16, 4095–4104. [CrossRef] [PubMed]

27. Lokau, J.; Agthe, M.; Flynn, C.M.; Garbers, C. Proteolytic control of Interleukin-11 and Interleukin-6 biology. Biochim. Biophys.
Acta Mol. Cell Res. 2017, 1864, 2105–2117. [CrossRef]

28. Metcalfe, R.D.; Aizel, K.; Zlatic, C.O.; Nguyen, P.M.; Morton, C.J.; Lio, D.S.; Cheng, H.C.; Dobson, R.C.J.; Parker, M.W.; Gooley,
P.R.; et al. The structure of the extracellular domains of human interleukin 11alpha receptor reveals mechanisms of cytokine
engagement. J. Biol. Chem. 2020, 295, 8285–8301. [CrossRef]

29. Dams-Kozlowska, H.; Gryska, K.; Kwiatkowska-Borowczyk, E.; Izycki, D.; Rose-John, S.; Mackiewicz, A. A designer hyper
interleukin 11 (H11) is a biologically active cytokine. BMC Biotechnol. 2012, 12, 8. [CrossRef]

30. Wang, X.; Che, X.; Liu, C.; Fan, Y.; Bai, M.; Hou, K.; Shi, X.; Zhang, X.; Liu, B.; Zheng, C.; et al. Cancer-associated fibroblasts-
stimulated interleukin-11 promotes metastasis of gastric cancer cells mediated by upregulation of MUC1. Exp. Cell. Res. 2018,
368, 184–193. [CrossRef]

31. Wei, J.; Ma, L.; Lai, Y.H.; Zhang, R.; Li, H.; Li, C.; Lin, J. Bazedoxifene as a novel GP130 inhibitor for Colon Cancer therapy. J. Exp.
Clin. Cancer Res. 2019, 38, 63. [CrossRef] [PubMed]

32. Johnstone, C.N.; Chand, A.; Putoczki, T.L.; Ernst, M. Emerging roles for IL-11 signaling in cancer development and progression:
Focus on breast cancer. Cytokine Growth Factor Rev. 2015, 26, 489–498. [CrossRef]

http://doi.org/10.1101/gad.1987211
http://www.ncbi.nlm.nih.gov/pubmed/21576264
http://doi.org/10.3390/cells9051249
http://doi.org/10.1016/j.cmet.2019.04.004
http://doi.org/10.1016/j.molcel.2014.09.025
http://doi.org/10.1158/0008-5472.CAN-09-2266
http://doi.org/10.3390/ijms160922830
http://doi.org/10.1073/pnas.0709747104
http://doi.org/10.1038/onc.2015.381
http://doi.org/10.1038/s12276-020-00504-8
http://www.ncbi.nlm.nih.gov/pubmed/32943735
http://doi.org/10.2174/1566524011313040005
http://doi.org/10.1016/j.ccr.2010.08.009
http://doi.org/10.1146/annurev-bioeng-071516-044546
http://www.ncbi.nlm.nih.gov/pubmed/28301735
http://doi.org/10.1074/jbc.M706494200
http://www.ncbi.nlm.nih.gov/pubmed/18364355
http://doi.org/10.3390/cancers13236001
http://www.ncbi.nlm.nih.gov/pubmed/34885110
http://doi.org/10.1073/pnas.0810199105
http://www.ncbi.nlm.nih.gov/pubmed/19033189
http://doi.org/10.3390/cells9010005
http://www.ncbi.nlm.nih.gov/pubmed/31861356
http://doi.org/10.3389/fimmu.2014.00058
http://doi.org/10.1016/j.ccr.2013.06.017
http://doi.org/10.3892/ol.2018.9227
http://www.ncbi.nlm.nih.gov/pubmed/30250528
http://doi.org/10.1016/j.bbamcr.2017.06.008
http://doi.org/10.1074/jbc.RA119.012351
http://doi.org/10.1186/1472-6750-12-8
http://doi.org/10.1016/j.yexcr.2018.04.028
http://doi.org/10.1186/s13046-019-1072-8
http://www.ncbi.nlm.nih.gov/pubmed/30736824
http://doi.org/10.1016/j.cytogfr.2015.07.015


Int. J. Mol. Sci. 2023, 24, 3356 16 of 17

33. Taniguchi, K.; Karin, M. IL-6 and related cytokines as the critical lynchpins between inflammation and cancer. Semin. Immunol.
2014, 26, 54–74. [CrossRef] [PubMed]

34. Wu, X.; Cao, Y.; Xiao, H.; Li, C.; Lin, J. Bazedoxifene as a Novel GP130 Inhibitor for Pancreatic Cancer Therapy. Mol. Cancer Ther.
2016, 15, 2609–2619. [CrossRef] [PubMed]

35. Yu, L.; Wang, S.; Lin, X.; Lu, Y.; Gu, P. MicroRNA-124a inhibits cell proliferation and migration in liver cancer by regulating
interleukin-11. Mol. Med. Rep. 2018, 17, 3972–3978. [CrossRef]

36. Tan, F.H.; Putoczki, T.L.; Lou, J.; Hinde, E.; Hollande, F.; Giraud, J.; Stylli, S.S.; Paradiso, L.; Zhu, H.J.; Sieber, O.M.; et al. Ponatinib
Inhibits Multiple Signaling Pathways Involved in STAT3 Signaling and Attenuates Colorectal Tumor Growth. Cancers 2018, 10, 526.
[CrossRef]

37. Thilakasiri, P.; Huynh, J.; Poh, A.R.; Tan, C.W.; Nero, T.L.; Tran, K.; Parslow, A.C.; Afshar-Sterle, S.; Baloyan, D.; Hannan, N.J.; et al.
Repurposing the selective estrogen receptor modulator bazedoxifene to suppress gastrointestinal cancer growth. EMBO Mol.
Med. 2019, 11, e9539. [CrossRef]

38. Belanger, M.; Allaman, I.; Magistretti, P.J. Brain energy metabolism: Focus on astrocyte-neuron metabolic cooperation. Cell Metab.
2011, 14, 724–738. [CrossRef] [PubMed]

39. Cannino, G.; Ciscato, F.; Masgras, I.; Sanchez-Martin, C.; Rasola, A. Metabolic Plasticity of Tumor Cell Mitochondria. Front. Oncol.
2018, 8, 333. [CrossRef] [PubMed]

40. Oizel, K.; Chauvin, C.; Oliver, L.; Gratas, C.; Geraldo, F.; Jarry, U.; Scotet, E.; Rabe, M.; Alves-Guerra, M.C.; Teusan, R.; et al.
Efficient Mitochondrial Glutamine Targeting Prevails Over Glioblastoma Metabolic Plasticity. Clin. Cancer Res. 2017, 23, 6292–6304.
[CrossRef]

41. Tanaka, K.; Sasayama, T.; Irino, Y.; Takata, K.; Nagashima, H.; Satoh, N.; Kyotani, K.; Mizowaki, T.; Imahori, T.; Ejima, Y.; et al.
Compensatory glutamine metabolism promotes glioblastoma resistance to mTOR inhibitor treatment. J. Clin. Investig. 2015, 125,
1591–1602. [CrossRef] [PubMed]

42. Yang, R.; Li, X.; Wu, Y.; Zhang, G.; Liu, X.; Li, Y.; Bao, Y.; Yang, W.; Cui, H. EGFR activates GDH1 transcription to promote
glutamine metabolism through MEK/ERK/ELK1 pathway in glioblastoma. Oncogene 2020, 39, 2975–2986. [CrossRef] [PubMed]

43. Plaitakis, A.; Kalef-Ezra, E.; Kotzamani, D.; Zaganas, I.; Spanaki, C. The Glutamate Dehydrogenase Pathway and Its Roles in Cell
and Tissue Biology in Health and Disease. Biology 2017, 6, 11. [CrossRef]

44. Zhang, J.; Fan, J.; Venneti, S.; Cross, J.R.; Takagi, T.; Bhinder, B.; Djaballah, H.; Kanai, M.; Cheng, E.H.; Judkins, A.R.; et al.
Asparagine plays a critical role in regulating cellular adaptation to glutamine depletion. Mol. Cell 2014, 56, 205–218. [CrossRef]

45. Tardito, S.; Oudin, A.; Ahmed, S.U.; Fack, F.; Keunen, O.; Zheng, L.; Miletic, H.; Sakariassen, P.O.; Weinstock, A.; Wagner, A.; et al.
Glutamine synthetase activity fuels nucleotide biosynthesis and supports growth of glutamine-restricted glioblastoma. Nat. Cell
Biol. 2015, 17, 1556–1568. [CrossRef] [PubMed]

46. Chen, Z.; Lin, J.; Feng, S.; Chen, X.; Huang, H.; Wang, C.; Yu, Y.; He, Y.; Han, S.; Zheng, L.; et al. SIRT4 inhibits the proliferation,
migration, and invasion abilities of thyroid cancer cells by inhibiting glutamine metabolism. OncoTargets Ther. 2019, 12, 2397–2408.
[CrossRef]

47. Yang, L.; Moss, T.; Mangala, L.S.; Marini, J.; Zhao, H.; Wahlig, S.; Armaiz-Pena, G.; Jiang, D.; Achreja, A.; Win, J.; et al. Metabolic
shifts toward glutamine regulate tumor growth, invasion and bioenergetics in ovarian cancer. Mol. Syst. Biol. 2014, 10, 728.
[CrossRef]

48. Ahluwalia, M.S.; Patton, C.; Stevens, G.; Tekautz, T.; Angelov, L.; Vogelbaum, M.A.; Weil, R.J.; Chao, S.; Elson, P.; Suh, J.H.; et al.
Phase II trial of ritonavir/lopinavir in patients with progressive or recurrent high-grade gliomas. J. Neurooncol. 2011, 102, 317–321.
[CrossRef]

49. Tateishi, K.; Iafrate, A.J.; Ho, Q.; Curry, W.T.; Batchelor, T.T.; Flaherty, K.T.; Onozato, M.L.; Lelic, N.; Sundaram, S.; Cahill, D.P.; et al.
Myc-Driven Glycolysis Is a Therapeutic Target in Glioblastoma. Clin. Cancer Res. 2016, 22, 4452–4465. [CrossRef]

50. Dang, C.V. MYC, metabolism, cell growth, and tumorigenesis. Cold Spring Harb. Perspect. Med. 2013, 3, a014217. [CrossRef]
[PubMed]

51. Gao, P.; Tchernyshyov, I.; Chang, T.C.; Lee, Y.S.; Kita, K.; Ochi, T.; Zeller, K.I.; De Marzo, A.M.; Van Eyk, J.E.; Mendell, J.T.; et al.
c-Myc suppression of miR-23a/b enhances mitochondrial glutaminase expression and glutamine metabolism. Nature 2009, 458,
762–765. [CrossRef]

52. Wise, D.R.; Thompson, C.B. Glutamine addiction: A new therapeutic target in cancer. Trends Biochem. Sci. 2010, 35, 427–433.
[CrossRef] [PubMed]

53. Ernst, M.; Najdovska, M.; Grail, D.; Lundgren-May, T.; Buchert, M.; Tye, H.; Matthews, V.B.; Armes, J.; Bhathal, P.S.; Hughes, N.R.; et al.
STAT3 and STAT1 mediate IL-11-dependent and inflammation-associated gastric tumorigenesis in gp130 receptor mutant mice. J.
Clin. Investig. 2008, 118, 1727–1738. [CrossRef] [PubMed]

54. Liang, M.; Ma, Q.; Ding, N.; Luo, F.; Bai, Y.; Kang, F.; Gong, X.; Dong, R.; Dai, J.; Dai, Q.; et al. IL-11 is essential in promoting
osteolysis in breast cancer bone metastasis via RANKL-independent activation of osteoclastogenesis. Cell Death Dis. 2019, 10, 353.
[CrossRef]

55. Le, A.; Lane, A.N.; Hamaker, M.; Bose, S.; Gouw, A.; Barbi, J.; Tsukamoto, T.; Rojas, C.J.; Slusher, B.S.; Zhang, H.; et al. Glucose-
independent glutamine metabolism via TCA cycling for proliferation and survival in B cells. Cell Metab. 2012, 15, 110–121.
[CrossRef]

http://doi.org/10.1016/j.smim.2014.01.001
http://www.ncbi.nlm.nih.gov/pubmed/24552665
http://doi.org/10.1158/1535-7163.MCT-15-0921
http://www.ncbi.nlm.nih.gov/pubmed/27535971
http://doi.org/10.3892/mmr.2017.8348
http://doi.org/10.3390/cancers10120526
http://doi.org/10.15252/emmm.201809539
http://doi.org/10.1016/j.cmet.2011.08.016
http://www.ncbi.nlm.nih.gov/pubmed/22152301
http://doi.org/10.3389/fonc.2018.00333
http://www.ncbi.nlm.nih.gov/pubmed/30197878
http://doi.org/10.1158/1078-0432.CCR-16-3102
http://doi.org/10.1172/JCI78239
http://www.ncbi.nlm.nih.gov/pubmed/25798620
http://doi.org/10.1038/s41388-020-1199-2
http://www.ncbi.nlm.nih.gov/pubmed/32034306
http://doi.org/10.3390/biology6010011
http://doi.org/10.1016/j.molcel.2014.08.018
http://doi.org/10.1038/ncb3272
http://www.ncbi.nlm.nih.gov/pubmed/26595383
http://doi.org/10.2147/OTT.S189536
http://doi.org/10.1002/msb.20134892
http://doi.org/10.1007/s11060-010-0325-3
http://doi.org/10.1158/1078-0432.CCR-15-2274
http://doi.org/10.1101/cshperspect.a014217
http://www.ncbi.nlm.nih.gov/pubmed/23906881
http://doi.org/10.1038/nature07823
http://doi.org/10.1016/j.tibs.2010.05.003
http://www.ncbi.nlm.nih.gov/pubmed/20570523
http://doi.org/10.1172/JCI34944
http://www.ncbi.nlm.nih.gov/pubmed/18431520
http://doi.org/10.1038/s41419-019-1594-1
http://doi.org/10.1016/j.cmet.2011.12.009


Int. J. Mol. Sci. 2023, 24, 3356 17 of 17

56. Nobusawa, S.; Watanabe, T.; Kleihues, P.; Ohgaki, H. IDH1 mutations as molecular signature and predictive factor of secondary
glioblastomas. Clin. Cancer Res. 2009, 15, 6002–6007. [CrossRef]

57. Liu, F.M.; Gao, Y.F.; Kong, Y.; Guan, Y.; Zhang, J.; Li, S.H.; Ye, D.; Wen, W.; Zuo, C.; Hua, W. The diagnostic value of lower glucose
consumption for IDH1 mutated gliomas on FDG-PET. BMC Cancer 2021, 21, 83. [CrossRef]

58. Guzman, C.; Bagga, M.; Kaur, A.; Westermarck, J.; Abankwa, D. ColonyArea: An ImageJ plugin to automatically quantify colony
formation in clonogenic assays. PLoS ONE 2014, 9, e92444. [CrossRef]

59. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2(-Delta Delta
C(T)) Method. Methods 2001, 25, 402–408. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1158/1078-0432.CCR-09-0715
http://doi.org/10.1186/s12885-021-07797-6
http://doi.org/10.1371/journal.pone.0092444
http://doi.org/10.1006/meth.2001.1262

	Introduction 
	Results 
	IL-11/IL-11R Expression Is Elevated in Glioblastoma Tumors and Primary Cell Lines 
	IL-11R Expression Promotes Cancer Cell Survival in Glucose-Starved Conditions 
	IL-11R Expression Promotes Survival through Glutaminolysis 
	IL-11R-Driven Migration and Invasion Is Glutamine-Dependent but Glucose-Independent 
	IL-11R Expression Correlates with Glutamine–Glutamate-Related Genes in Glioblastoma Patient Samples 

	Discussion 
	Materials and Methods 
	Patient Samples 
	Inhibitors and Reagents 
	Cell Culture 
	Cell Viability Assays 
	Immunohistochemistry 
	RNA Extraction and RT-PCR 
	Scratch/Wound-Healing Assay 
	Transwell Migration and Invasion Assays 
	Apoptosis Assay 
	Glucose and Glutamine Oxidation Assay 
	Glutamate-Detection Assay 
	OncoLnc (TCGA) 
	Statistical Analysis 

	References

