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Simple Summary: Active communication between GBM cells and tumor-infiltrating immune com-
ponents contributes to establishing an immunosuppressive environment where T cells are scarce and
exhausted. This condition is particularly exacerbated upon recurrence, which is almost inevitable for
GBM patients. Immunotherapeutic approaches, including checkpoint inhibitors, have demonstrated
limited efficacy and failed to prolong survival or recurrent GBM patients. Nevertheless, many
studies have shown that T cell priming is possible in the GBM microenvironment, and that T cell
exhaustion or dysfunction can be reprogrammed. We will revisit data from the literature and report
original results obtained from recurrent GBM patients treated with dendritic cells to demonstrate the
role of the microenvironment in predicting immunotherapy response and influencing decisions for
personalized therapies.

Abstract: The interpretation of the presence and function of immune infiltration in glioblastoma (GBM)
is still debated. Over the years, GBM has been considered a cold tumor that is less infiltrated by effector
cells and characterized by a high proportion of immunosuppressive innate immune cells, including
GBM-associated microglia/macrophages (GAMs). In this context, the failure of checkpoint inhibitors,
particularly in recurrent GBM (rGBM), caused us to look beyond the clinical results and consider the
point of view of immune cells. The tumor microenvironment in rGBM can be particularly hostile,
even when exposed to standard immunomodulatory therapies, and tumor-infiltrating lymphocytes
(TILs), when present, are either dysfunctional or terminally exhausted. However, after checkpoint
blockade therapy, it was possible to observe specific recruitment of adaptive immune cells and an
efficient systemic immune response. In this review article, we attempt to address current knowledge
regarding the tumor and immune microenvironment in rGBM. Furthermore, immunosuppression
induced by GAMs and TIL dysfunction was revisited to account for genetic defects that can determine
resistance to therapies and manipulate the immune microenvironment upon recurrence. Accordingly,
we reevaluated the microenvironment of some of our rGBM patients treated with dendritic cell
immunotherapy, with the goal of identifying predictive immune indicators of better treatment response.

Keywords: glioblastoma; recurrence; tumor microenvironment; tumor infiltrating lymphocytes;
dysfunction; immunotherapy
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1. Introduction

In 2002, Erick Holland described glioblastoma multiforme (glioblastoma, GBM) as
“the most aggressive of the gliomas” and colloquially defined it as “the terminator” [1].
Since then, the standard therapies for treatment, including neurosurgery, radiotherapy,
and chemotherapy with temozolomide (TMZ), also named the Stupp regimen [2,3], have
not been updated. However, impressive advances in neurosurgical techniques, including
fluorescence-guided resection with 5-aminolevulinic acid (5-ALA) or fluorescein [4,5], and
the development of experimental therapies shaped by cellular, molecular, and genetic
characterizations have modestly improved the prognosis of patients to a median of 12 to
15 months [2,6]. Nevertheless, GBM recurrence is almost inevitable, and there is no standard
of care for these patients, who have an overall survival (OS) of 9 months [7,8].

Immunotherapeutic approaches are considered an important option for treating both
primary and recurrent GBM (rGBM), in some cases disappointing, and in other cases
ineffective. However, we believe that even in cases of failure, it is necessary to reflect on not
only the survival of patients, which is considered the primary endpoint in the vast majority
of the clinical studies, but also the immunological data to understand more thoroughly
what the gaps in treatment are and how to address them. These considerations may help
to improve the approaches that require the involvement of the immune system.

We cannot ignore that GBM can rely on an authentic and adequately organized
ecosystem, named the tumor microenvironment, where non-neoplastic and neoplastic
cells interact and communicate with each other. Moreover, GBM tumors can be infiltrated
by immune cells, most of which are derived from the bone marrow, comprise mostly
myeloid cells, and are involved in tumor progression, angiogenesis, resistance to ther-
apies, and immunosuppression. Within the tumor microenvironment, there are also T
cells (usually defined as tumor-infiltrating lymphocytes, TILs), which are critical effector
cells that can recognize and potentially eliminate cancer cells. However, within a highly
immunosuppressive environment, TILs can lose their ability to attack cancer cells and
become dysfunctional [9].

This general overview of the tumor microenvironment can reflect the condition of
both primary and rGBM. However, therapeutic interventions, including radiotherapy
and chemotherapy, substantially affect and modify the tumor microenvironment [10].
Based on that, we will attempt to summarize all the data describing the influence of
immune cells with respect to recurrent versus primary GBM in matched samples from
the same patient. Many other solid cancers, including melanoma, pancreatic, and ovarian
cancer, benefit from an immunosuppressive microenvironment during progression and
metastatic spread [11]. The tumor microenvironment can interfere with T cell trafficking
and function, posing a crucial obstacle to personalized therapies. In very recent studies,
the microenvironment of ovarian cancer [12] and prostate cancer bone metastases [13]
was dissected using single-cell sequencing technologies, demonstrating the presence of
monocytes and immature macrophages or inflammatory monocytes and M2 macrophages,
respectively. In both cases, these immunosuppressive components can influence the T cell
composition and dysfunction.

This review will analyze data from the literature and describe our recent results
stemming from the molecular and histological characterization of rGBM treated with
immunotherapy to prove that microenvironment may not inevitably represent an obstacle
for GBM treatment. The immune contexture, which characterizes density, composition,
and functional state of immune cells within the microenvironment, could be considered a
clear indicator of the immunotherapy resistance or efficacy, addressing clinical decisions
for further personalized therapies.

2. Changes in the Microenvironment upon Recurrence: Looking for a Common
Functional Pattern for Immune-Targeted Therapy

GBM-associated microglia/macrophages (GAMs) are pivotal players implicated in
immunosuppression and closely related to cancer progression and invasion within the
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tumor microenvironment. GAMs, the most critical and abundant cell type, represent up
to one-half of the tumor mass, with a substantial difference between microglia (account-
ing for 15% of all GAMs) and monocyte- and bone marrow-derived GAMs (accounting
for 85%) [14].

Microglia and macrophages were initially hard to distinguish, as common methods
primarily rely on only surface markers or gene signatures. However, more recent studies
using innovative technologies, including single-cell RNA sequencing and CITE-seq, have
demonstrated that microglia and macrophages are two distinct subpopulations with unique
transcriptional and phenotypical patterns. Furthermore, these advances have allowed
researchers to better define the distribution and contribution of resident and infiltrating
cells [15].

Resident microglia are localized in peritumoral areas. Some studies described mi-
croglia as being involved in tumor progression when polarized toward the M2 subset and
correlating with a poor prognosis as CD163+ cells. Most recently, it became clear that
microglia are predominant in newly diagnosed GBM, whereas they are outnumbered by
monocyte-derived GAMs in rGBM, particularly in hypoxic areas.

Still very little is known about changes in the immune microenvironment in rGBM.
The main issue limiting comparative studies between matched primary and recurrent speci-
mens is that only 20–30% of GBMs are subject to a second resection after recurrence, limiting
the availability of surgical material for subsequent comparative studies. Furthermore, as
there is no standard of care after recurrence onset, patients consequently undergo different
treatment protocols, that can induce variable and sometimes unpredictable changes in the
composition of the immune components within the tumor microenvironment.

The differences in T cell infiltration between 11 matched TIL samples from primary
GBM and rGBM were thoroughly investigated by Mohme and colleagues [16]. rGBM
displayed a higher proportion of CD8+ TILs than did primary GBM. Furthermore, specific
characteristics were measured to evaluate the memory status of TILs, and five different
stages were identified based on the expression of CD45RA, CCR7, and CD28: T naïve,
T central memory, T transitional memory, T effector memory, and T terminal effector
cells. Interestingly, rGBM has a higher number of infiltrating T effector memory CD8+
T cells than does primary GBM, whereas TILs preferentially have a transitory memory
status. An exhaustion signature was investigated on TILs from the same pairs of surgical
samples. PD-1 was the most remarkably expressed exhaustion marker on TILs from both
primary GBM and rGBM and was expressed by CD8+ and CD4+ TILs. Other markers,
including KLRG1 and CD57, that have been correlated with impaired proliferation or
terminal differentiation, were investigated and showed higher expression on CD4+ TILs
than CD8+ TILs. Tim-3, one of the most common exhaustion markers, negatively regulates
proinflammatory cytokine production in activated T cells and is expressed on both CD4+
and CD8+ TILs. Finally, CD8+ TILs coexpressing CD45RO and HLA-DR, which is defined
as an activated memory status and indicates T cells that retain restricted repertoire clonality,
were prevalent in rGBM [16]. These observations confirm the presence of T cell infiltration
within the tumor microenvironment and indicate a significant difference in the tumor
microenvironment between primary GBM and rGBM. Remarkably, TILs in rGBM are
preferentially CD8+, and their immunophenotype seems to suggest that the TILs were
previously in an activation state and could undergo memory formation. However, these
data need to be examined carefully, as the authors themselves point out, as the data
are open to interpretation. CD57 expression was found to be reduced on CD8+ TILs in
rGBM. If CD57 is to be considered a marker for terminal differentiation of effector cells,
this observation could confirm persistent effector activity. However, as CD57 was also
identified as a marker indicating cytolytic CD8+ T cells, the low proportion of CD57−
expressing CD8+ TILs can reflect a dysfunctional state [16,17].

A more recent study utilized mass cytometry (CyTOF) and evaluated a total of
30 markers to more comprehensively characterize the GBM immune microenvironment
and cell–cell interactions within the microenvironment [18]. The T cell subset revealed
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an accumulation of exhausted T cells and regulatory T cells (Tregs) at levels higher in
the tumor than in peripheral blood. Natural killer (NK) cells showed high infiltration
ability, as supported by the increased numbers of cells with CXC chemokine receptor 3
(CXCR3) expression but low interferon (IFN)γ levels, indicating poor cytolytic activity.
These analyses describe a weak T cell compartment characterized by impaired antitumor
effector ability, and no differences were revealed between primary GBM and rGBM. Of
note, as the authors claimed in the discussion, this study was performed on a limited
number of specimens (13 primary GBM and only 3 rGBM samples). Although demanding,
one recommendation is implementing the same analyses on matched specimens, with the
goal of characterizing the evolution of the GBM immune microenvironment even under
the pressure of standard and/or experimental treatments.

In another study from the Verhaak group, the immunological changes upon GBM
relapse induced by standard treatment were investigated with an exome mutation data
analysis conducted with 45 matched pairs of primary GBM and rGBM. The percentage
of CD8+ TILs was significantly higher in rGBM than in matched primary GBM samples.
Moreover, an increased proportion of CD8+ TILs was observed in correlation with hyper-
mutation in primary GBM and rGBM [19].

The increased proportion of CD8+ cells in rGBM can be explained as an indication of
immune recognition and an attempt at tumor eradication, but a subsequent dysfunctional
state prevails due to prolonged antigen exposure and an immunosuppressive microenvi-
ronment at the tumor site [9]. However, this shift could also be attributed to a different
composition of GAMs, which are considered to be the primary immune cells within the
GBM immune microenvironment that exert an immunosuppressive role. Indeed, some
studies agree that the GAM signature within the immune microenvironment of primary
GBM is different from that of rGBM, in which the proportion of GAMs is decreased [20].
Resident GAMs, which are microglia, were predominant in primary GBM; however, they
were outnumbered by infiltrating GAMs upon recurrence, particularly in hypoxic areas.
A significant reduction in the monocyte gene signature within the microenvironment of
rGBM compared with primary GBM was revealed, suggesting a depletion of circulating
monocytes. In general, both immune components, CD8+ T cells and GAMs can contribute
to the progression and invasion ability of GBM cells. CD8+ T cells, when primed, can exert
selective pressure on tumor cells, promoting escape variants, as recently observed in the
case of metastases [21]. GAMs are recruited by GBM cells and, once inside the tumor, they
are exposed to immunosuppressive factors and are reprogrammed towards phenotypes
that sustain GBM invasion. They produce many factors, including TGFb, causing the pro-
duction of metalloproteinase (MMP)2 and MMP9, which disrupt the extracellular matrix
and promote GBM invasion [22,23]. Other factors, such as CCL8, EGF, and stress-inducible
protein 1 (STI1), produced by GAMs were observed as involved in GBM invasion [24–26].

Tumor microenvironment composition has been reported to be affected by IDH
mutation status.

IDH wild-type primary GBM and rGBM had differential patterns of infiltrating GAMs
across the different molecular subtypes identified by Verhaak and colleagues [19]. In
particular, in a rGBM transitioning to the mesenchymal subtype, the proportion of M2-
polarized macrophages was higher than that in primary GBM, despite the overall reduction
in monocyte infiltration [19].

Similar observations were noted from a more recent study based on a single-cell
characterization of the immune microenvironment of primary GBM and rGBM. It was
confirmed that the impaired infiltration of monocytes was compensated by an increase
in macrophages derived from microglia. This shift upon recurrence was considered a
potential effect induced by therapies, including radiotherapy, that can directly compromise
the persistence and expansion of microglia within the tumor microenvironment.

The infiltration and presence of macrophages is negatively correlated with CD8+
T cells owing to the ability of CD163+ CD68+ cells to suppress the effector activity of
TILs. Furthermore, myeloid-derived suppressor cells (MDSCs), which are particularly
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abundant in the GBM microenvironment, can act directly and indirectly on CD8+ T cells
by suppressing their activation, effector function, and migration ability [27].

This scenario has to be revised in cases of rGBM carrying an IDH mutation (IDH1
MUTANT astrocytoma according to 2021 WHO classification [28]), which is defined as
a driver in gliomas, owing to the critical role of IDH in influencing the functional state
of GAMs [29–31]. Furthermore, essential differences in the immune microenvironment
composition were revealed by comparing IDH wild-type and IDH-mutant gliomas with
innovative technologies such as CyTOF analysis and single-cell sequencing.

IDH-mutant gliomas are characterized by the prevalence of microglia and a low num-
ber of other immune cells, in particular T cells, in the tumor microenvironment. Notably,
GAMs in IDH-mutant GBM comprise a smaller percentage but exert more proinflamma-
tory activities than do GAMs from IDH-WT GBM, and microglia are reported to be the
principal source of this proinflammatory milieu. Proinflammatory microglia within the
tumor microenvironment of IDH-mutant GBM from untreated patients were also detected
in treated patients with IDH-mutant GBM, correlating the general proinflammatory status
of these GBMs with prolonged survival [31]. More recently, Friedrich and colleagues
have shown that R-2-hydroxyglutarate in IDH1-mutant gliomas could induce infiltrating
macrophages toward an immunosuppressive state [29], as investigated in a GL261 glioma
model overexpressing mutant IDH [29]. These data illuminate another mechanism that
can be exploited for new therapies.

3. “GBM Is Not an Irreversibly Cold Tumor”: A Lesson from Checkpoint
Blockade Therapy

In an elegant review, Jackson, Choi, and Lim carefully analyzed the interaction
between GBM and immune cells and introduced a new resistance classification to im-
munotherapy based on intrinsic and adaptive mechanisms [32]. Four categories of resis-
tance stem from melding of the immunoediting process (the ‘Three Es’ model [33]) with the
clinical definition of ‘hot’ and ‘cold’ cancers (i.e., T-cell-inflamed and non-T-cell-inflamed
tumors); the latter is exclusively based on the response of patients to checkpoint inhibitors.
Hot tumors, such as melanoma, show a response to checkpoint blockade: 50% efficacy in
treated patients and an induced long-lasting response in 75% of patients. GBM is consid-
ered completely the opposite of a hot tumor: it is characterized by high intrinsic and high
adaptive resistance, and in some cases has been defined as an immunological and hostile
desert [34]. In this context, immunotherapy often fails to provide a clinical benefit, with
only 10% of treated patients showing improved survival. One glaring example arises from
the phase 3 clinical trials of Rindopepimut or CDX-110 for newly diagnosed GBM based
on a vaccine targeting EGFRvIII; the treatment consists of a peptide conjugated to keyhole
limpet hemocyanin (KLH) [35]. The treatment failed to increase patient survival, whereas
a robust but clinically unrelated humoral response to Rindopepimut was detected. A
cellular immune-related response would have provided information about the contribution
of innate and/or adaptive effector cells, even considering the administration of TMZ in
combination with Rindopepimut. Increasing evidence supports the critical involvement of
TMZ in influencing the adaptive immune response, limiting the activation of the antitumor
immune response and generating a memory status [36–40].

Another unexpected negative clinical result arose from a clinical study involving rGBM
patients treated with anti-PD-1 therapy (NCT02017717 [41]). Checkpoint blockade therapy
has revolutionized the treatment of patients diagnosed with advanced melanoma [42] and
was hailed in 2013 as a breakthrough for cancer therapy [43].

The first study attesting the activity and, consequently, efficacy of anti-PD-1 therapy
in a preclinical glioma model was described in 2013. Improved survival was observed in
GL261 glioma-bearing mice treated with anti-PD-1 therapy combined with radiotherapy
and was correlated with higher infiltration of cytotoxic T cells (identified as CD8+ IFNγ

and TNFα double-positive) and a lower frequency of Tregs (characterized as CD4+ FoxP3+)
compared with those in the single modality arm (anti-PD-1 therapy) [44]. Anti-PD-1,
as a single agent or in combination with CTLA-4 blockade, significantly improved sur-
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vival more than that mediated by anti-PD-L1 and anti-PD-L2 blockade. As in a previous
study, improved survival was correlated with an increase in the effector activity of NK
cells and CD8+ T cells. In parallel, the number of immunosuppressive cells within the
microenvironment and draining lymph nodes significantly decreased [45].

In more recent studies, GL261 glioma-bearing mice were treated with anti-PD-1 in
combination with anti-TIM-3 blockade and focal radiation, showing better survival than
untreated and monotherapy-treated mice. Improved survival correlated with increased
tumor infiltration of active and memory T cells [46]. Anti-PD-1 therapy was also efficient
in prolonging the survival of GL261 glioma-bearing mice, particularly when combined
with anti-T cell immunoglobulin and ITIM domain (TIGIT) therapy [47], where TIGIT is
an immune checkpoint receptor that plays a critical role in cancer immunity [48]. The
positive effect observed on survival was likely induced by an increased effector function of
T cells and a decreased suppressive effect of Tregs [47]. Substantial evidence obtained in
glioma models treated with checkpoint inhibitors might prove beneficial in GBM patients.
However, the clinical study CheckMate-143 (identifier: NCT02017717), which involves the
treatment of rGBM patients with nivolumab (anti-PD-1 therapy), was not successful, as
nivolumab failed to exhibit clinical benefit [41]. Based on the positive data in advanced
melanoma patients, and considering the efficacy observed in preclinical glioma models, the
lack of clinical benefits observed in patients with rGBM was disappointing. Nivolumab, as
a single therapeutic modality, versus bevacizumab did not meet the primary endpoint of OS.
Improved survival was observed in rGBM patients with a methylated O6-methylguanine-
DNA methyltransferase (MGMT) promoter and no baseline corticosteroid use, suggesting
that the administration of steroids negatively impacts the immune response and conse-
quently abrogates the function and activation of specific antitumor T cells [41,49]. The
clinical responses to anti-PD-1 therapy are rare but relevant from an immunological point
of view. Indeed, some independent studies have observed implications in specific immune
responses. Cloughesy and colleagues noted that improved patient survival correlated
with intratumoral infiltration of T cells sustained by a systemic immune response [50].
In a companion study, rGBM patients treated with anti-PD-1 therapy exhibited modu-
lation of the tumor microenvironment characterized by increased CXCL10, CCL4, and
CCL3L1 transcript expression, representing specific chemoattractant signals involved in the
intratumoral recruitment of adaptive immune cells.

Consequently, there was increased immune cell infiltration, including conventional
CD4+ T cells, NK cells, and CD8+ T cells expressing CD69 and HLA-DR, indicating pre-
vious T cell activation [51]. Furthermore, a higher T-cell receptor (TCR) clonal diversity
was revealed among TILs in the treated patients, and similar results were reported in
both studies. In particular, the overall number of TCRα and TCRβ clones was higher
after treatment with anti-PD-1 therapy and significantly correlated with prolonged patient
survival [51]. In a retrospective study of a cohort of rGBM patients treated with anti-PD-1
therapy, specific genetic alterations were observed to potentially affect the patient’s re-
sponsiveness to anti-PD-1 therapy, thus manipulating the immune microenvironment [52].
The conclusions of this study supported the benefits of anti-PD-1 therapy, confirming
prolonged OS in responsive patients. Notably, GBM samples from non-responsive patients
were enriched for PTEN mutations and characterized by high levels of infiltrating and
resident innate immune cells, including macrophages, microglia, and neutrophils, all of
which were likely involved in establishing an immunosuppressive microenvironment and
thus hindering the tumor infiltration of cytotoxic T cells. The spatial organization of the
tumor microenvironment is influenced by the PTEN status, PTEN-mutant GBM appeared
to be highly resistant to T cell infiltration, which calls back to a previous study where
GBM cells with wild-type PTEN were more susceptible to recognition and elimination by
tumor-specific T cells than those enriched for PTEN mutation [53]. In conclusion, specific
genetic alterations can predict a GBM-resistant subtype and affect the responsiveness of the
tumor to anti-PD-1 therapy and other immunotherapeutic approaches. Most importantly,
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genetic features may delineate the evolution of GBM cells under selective pressure in
response to immunotherapy [52,53].

Recently, we described a young patient enrolled in the CheckMate 143 study who
was exceptionally responsive to treatment [54]. This patient, who is still alive without
further progression 83 months after the second surgery, has a hypermutator phenotype
associated with germinal mutations of the mismatch repair (MMR) genes consistent with
a diagnosis of Lynch syndrome. No PTEN mutation was detected. The primary GBM
specimen was characterized as “warm” tumor tissue, but the rGBM tissue shifted toward a
“hot” tumor after standard radiochemotherapy. In particular, strong infiltration of CD4+
FoxP3- T cells was detected in the recurrent tumor, whereas CD8+ T cells were differentially
distributed between the center and the periphery of the primary specimen. These genetic
and immunological characteristics significantly contribute to the treatment response; this
can lead to a durable clinical benefit sustained by a robust systemic adaptive immune
response during anti-PD-1 therapy [54].

More recently, the focus shifted toward delineating a direct effect of checkpoint block-
ade on GAMs, which have already been identified as the main immunosuppressive com-
ponents within the immune microenvironment. In a preclinical study, mice genetically
modified to eliminate CD8+ T cells were treated with PD-1 blockade. The absence of CD8+
T cells in glioma-bearing mice did not prevent the efficacy of anti-PD-1 therapy, for which
the major target was represented by GAMs expressing PD-1. The treatment benefit was
attributable to a significant decrease in these immunosuppressive components, whereas
residual GAMs within the tumor microenvironment were enriched in the M1 antitumor
proinflammatory phenotype, supporting the notion that anti-PD-1 therapy might exert a
direct effect in regulating immunosuppression [55]. A preclinical study based on dendritic
cell (DC)-based immunotherapy reported a direct involvement of myeloid cells infiltrat-
ing the microenvironment in suppressing TIL functionality [56]. In glioma-bearing mice,
DC vaccinations were efficient in eliciting a local antitumor T cell response. However,
TILs were inactivated via a PD-1/PD-L1 signaling mechanism triggered by myeloid cells.
Indeed, PD-L1 expression was upregulated not only on cancer cells but also in myeloid
cells within the microenvironment, supporting that these immune components can directly
suppress and inhibit the functionality of TILs. Subsequent treatment with anti-PD-1 and
CSF-1R blockade increased the infiltration of DC-induced T cells and, subsequently, their
local expansion and activation [56].

Of particular interest, a symbiotic circuit was described as activated in PTEN-null
GBM, where lysyl oxidase (LOX), a potent attractant of macrophages, was overexpressed.
A high density of infiltrating macrophages is involved in sustaining cancer cell survival
and activating angiogenesis [57]. The symbiotic interaction between macrophages and
GBM cells was correlated with poor survival of GBM patients, and it may be assumed
that this condition is consistent with the study by Zhao and colleagues, which stated that
PTEN-mutant GBM is intrinsically resistant and does not respond to anti-PD-1 therapy [52].

Based on all these observations, we can conclude that T cells infiltrating the tumor
microenvironment of GBMs are tumor-specific and can retain the ability to recognize and
potentially eliminate tumor cells. However, TILs continuously exposed to suppressive and
inhibitory signals from components of the immune microenvironment, such as GAMs, are
exhausted. This condition should denote a hypofunctional but reversible state of these
T cells. However, it was observed that T cells in a late dysfunctional state are not repro-
grammable and undergo terminal differentiation [58]. Notably, epigenetic changes can
be imprinted within TILs and compromise their reinvigoration. Furthermore, recovered
exhausted T cells can retain irreversible damage at the transcriptional level that prevents op-
timal recovery despite antigen removal and resolution of chronic infections, as extensively
demonstrated in a series of recent studies published in Nature Immunology [59–62].
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4. Immunotherapy Is Unsuccessful When Exhausted TILs Are Not Reinvigorated

Exhaustion, also referred to as dysfunction, can be defined as a transcriptional program
in T cells that elicits a hyporesponsive state. The presence of dysfunctional TILs within
the tumor microenvironment can be considered an indicator of their ability to recognize
and potentially target cancer cells. Indeed, a specialized subset of tumor-reactive TILs
can be identified and specifically characterized based on specific surface markers and a
molecular signature of critical factors involved in T cell exhaustion [63]. A gradient of
dysfunction was described for TILs within the tumor microenvironment, supporting the
inevitable but gradual differentiation of T cells. During their progressive differentiation
toward late dysfunctionality, TILs lose their effector activity and become unable to fight
cancer cells. However, in these conditions, TILs can acquire a novel and different function.
In melanoma and non-small-cell lung cancer, it was possible to identify the coexistence
of different subsets of TILs: not only proliferative and tumor-reactive CD8+ TILs but also
a subset of dysfunctional CD8+ T cells that express and secrete CXCL13, leading to B
cell recruitment and the formation of tertiary lymphoid structures at tumor sites; these
tertiary lymphoid structures are considered to be a good prognostic factor in some solid
cancers [63–65]. In light of this gradual differentiation program, we can potentially identify
a specific time window within which personalized immunotherapy can work effectively.

CD8+ TILs are more abundant upon recurrence, as reported by multiple groups of
scientists. These TILs are thought to be exhausted under the influence of a highly im-
munosuppressive microenvironment; however, there is no specific evidence regarding the
dysfunctional state or the presence of a gradient of dysfunctional CD8+ T cells infiltrating
rGBM. This characterization could be particularly informative in the case of treatment with
checkpoint inhibitors and with active immunotherapy, including DC-based immunother-
apy, whose activity requires the presence of a tumor-reactive subset of TILs or TILs that are
amenable to reinvigoration. Evidence stemming from a clinical study of a group of patients
affected by primary GBM treated with DC vaccination supports this phenomenon [66].
Therefore, T cell infiltration in GBM specimens was retrospectively investigated by im-
munohistochemistry (IHC), allowing the classification of the enrolled patients into two
subgroups based on the presence of CD8+ TILs expressing PD-1. Counts of this subset
revealed the prognostic significance of CD8+ TILs. In particular, a high PD-1+/CD8+ ratio
was correlated with an increased estimated risk of death and, consequently, a poor progno-
sis, with a median progression-free survival (PFS) of 4.3 months and OS of 20.07 months.
By contrast, patients with a low PD-1+/CD8+ ratio exhibited a median PFS of 11.2 months
and a median OS of 60.9 months [66].

We can assume that upon recurrence, the proportion of CD8+ TILs is higher than that
in primary GBM, predominantly in an exhaustion state, as TILs have already undergone
prolonged exposure to tumor antigens and an immunosuppressive microenvironment.
Over the years, we have gained more experience in treating primary GBM and rGBM
patients with DC-based immunotherapy [39,67,68]. In addition, we have optimized im-
munological monitoring to characterize the peripheral immune system, and in some cases,
we have confirmed a correlation between systemic and local immune responses [67].

In our (now closed) clinical study NCT04002804 (DENDR2), rGBM patients were
treated with DC vaccination with TMZ as an adjuvant [39]. Four of twelve patients
reached the survival endpoint of 9 months but showed no sign of immune response
activation. A small subgroup of DENDR2 patients received DC vaccinations without TMZ
and, alternatively, tetanus toxoid preconditioning as an adjuvant. In this cohort of patients,
we observed significantly prolonged survival in five out of eight patients (OS > 9 months),
with one patient still alive at the end of the evaluation period (OS > 68 months). Notably,
this improved prognosis was correlated with the specific and robust activation of the
peripheral immune response, which is characterized by a strong increase in CD8+ T
cells sustained by CD4+ T cells and memory status generation [39]. These results have
allowed us to reach important conclusions: first, TMZ administration as an adjuvant of
DC vaccination prevents and suppresses the activation of specific antitumor immunity.
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This evidence is also supported by results from the DENDR1 (NCT04801147) clinical study,
where TMZ negatively impacts CD8+ T cells and memory status generation [67]. Second,
tetanus toxoid preconditioning and a lack of TMZ administration showed a positive effect
in activating the antitumor immune response and improving survival. In these cases,
we did not characterize the immune microenvironment, but we can hypothesize that the
expected effects of TMZ in modulating the tumor microenvironment are not effective in
rGBM patients and thus negatively impact the local and peripheral immune response.

5. IDH Mutation and Tumor Microenvironment Influence the Outcome of
DENDR2 Patients

In light of the very recent advances in the characterization of the immune microenviron-
ment at a single-cell resolution, we selected two DENDR2 patients, one with PFS < 9 months
and one with PFS > 9 months, from whom paraffin-embedded and frozen surgical material
was available and evaluated the immune infiltration and molecular pattern of the microenvi-
ronment by IHC and real-time PCR, respectively, to identify potential predictive indicators of
immunotherapy response. We also considered investigating tissues from two IDH1-mutant
rGBM patients treated with DC vaccination in combination with TMZ, owing to the differ-
ences in terms of the immune microenvironment compared to IDH1 wild-type GBM. Clinical
characteristics of these patients are summarized in the Supplementary Data File.

A semiquantitative evaluation of immune cells within the microenvironment was per-
formed by IHC (Table S1), revealing a relevant difference between the two subgroups of rGBM
patients. In particular, in IDH1 wild-type rGBM (Pt#1 and Pt#2, Supplementary Data), we
confirmed the presence of CD8+ T cells, which were not detected in IDH1-mutant rGBM (Pt#3
and Pt#4, Supplementary Data), and a higher proportion of CD163+ HLA-DR+ cells (Figure 1).
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Figure 1. IHC performed on FFPE specimens of Pt#1 and Pt#3. In IDH1 wt rGBM (Pt#1), (A) adjacent representative sections
show a high frequency of GAMs expressing CD163 (left) and HLA-DR(right). (B) the distribution of CD8+ T cells (left) is
clustered near the blood vessels and within the tumor mass around the tumor cells, and the same areas of the adjacent
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sections express high levels of PD-L1. The black rectangle identifies intensely infiltrated CD8+ T cells and the corresponding
area where tumor cells overexpress PD-L1. In IDH1-mutant (mut) rGBM (Pt#3), (C) adjacent representative sections show
low frequency of GAMs expressing CD163 (left) and HLA-DR (right), with a prevalence of small size cells. (D) CD8+ TILs
(left) are rare, and, when present, the distribution is scattered. PD-L-1 (right) expression is not detected.

A subsequent molecular characterization was performed on the rGBM specimens from
two patients (Pt#1 IDH1 wt and Pt#3 IDH1-mutant rGBM) (Supplementary Methods and
Table S2). Upregulation of M2 macrophage-dependent genes and the lack of expression of
microglia-related genes revealed an immunosuppressive microenvironment of IDH1 wild-
type DENDR2 patients, who had a worse prognosis. We observed upregulated IL6, IL-10,
IL-1b, and MMP4 expression (Figure 2A). Notably, in one specimen, the expression of YKL40, a
gene related to a mesenchymal phenotype [68] and involved in the modulation of macrophage-
induced immunosuppression [69], was upregulated (Figure 2A). This observation, together
with a remarkable infiltration of CD8+ TILs, is consistent with a recent report describing the
contribution of infiltrating macrophages to inducing the mesenchymal transition of GBM
cells. In turn, macrophages are induced to express a mesenchymal program preferentially
associated with the presence of CD8+ T cells characterized by a cytotoxic program [68].
Therefore, we can predict that CD8+ TILs in a dysfunctional state caused the failure of
immunotherapy in this DENDR2 case, as confirmed by the upregulation of genes related to
late dysfunction, including PD1, BLIMP1 encoded by PRDM1, EOMES, and TOX (Figure 2B).
Notably, the presence of dysfunctional CD8+ TILs can be assumed by the presence of PD-L1-
expressing cells within the tumor microenvironment, as observed by IHC. This was likely
induced by high expression levels of IFNγ (Figure 2A), which is already known to be involved
in upregulating PD-L1 expression, thus triggering a mechanism of immune escape [70].
In addition, the upregulation of CCL4 and CCL5 (Figure 2C) expression can support the
presence of a chemotactic gradient involved in CD8+ T cell recruitment. We also evaluated
the expression of T-BET and GATA3 (Figure 2C), the specific transcription factors related to
the Th1 vs. Th2 phenotype, respectively, and their association with antitumor vs. protumor
activity. We confirmed a strong upregulation of GATA3, indicating the prevalence of the Th2
phenotype and establishing a strong immunosuppressive microenvironment.
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Figure 2. RT-PCR performed on frozen specimens of Pt#1 and Pt#3. (A) Relative expression of IL-6,
IL-10, MMP14, and IL-1B is higher in wt rGBM than IDH1-mutant rGBM, indicating a prevalence of
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the M2-GAM subtype. YKL40, implicated in the regulation of GAM infiltration and migration, is
upregulated in wt rGBM. IFNG expression is detected in wt rGBM, likely produced by CD8+ TILs.
(B) Genes related to a terminal dysfunction of TILs are found in wt rGBM, where CD8+ TILs are
abundant. PD-1, EOMES, BLIMP-1, and TOX indicate a terminal differentiation of infiltrating T
cells. (C) CCL4 and CCL5 genes involved in TIL recruitment are upregulated in Pt#1. T-BET and
GATA3 genes indicating the Th subtype show a prevalence of Th2 phenotype supporting an immuno-
suppressive microenvironment. (D) A molecular signature related to microglia is upregulated in
IDH1-mutant rGBM, including P2RY12 and TMEM119, described as coexpressed in microglia.

In the IDH1-mutant rGBM patient, genes related to M2 macrophages were not ex-
pressed, whereas genes identifying microglia were significantly expressed. In particular, we
investigated the expression of CSF1R, P2RY12, and TMEM119, with TMEM119 (Figure 2D)
exclusively expressed by microglia and usually coexpressed with P2RY12 [71]. In addition,
the prevalence of microglia in the IDH1-mutant rGBM sample was also confirmed by the
presence of CD163+ HLA-DR+ cells, which are characterized by their small size.

Therefore, we can reconstruct the mechanism through which the microenvironment
can affect the dysfunction of T cells and consequently the responsiveness of patients treated
to DC immunotherapy (Figure 3).

Cancers 2021, 13, x FOR PEER REVIEW 12 of 16 
 

 

 
Figure 3. The presence of GAM within the microenvironment impact GBM proliferation, and recip-
rocally GBM cells impact on the infiltration of microglia and migration of macrophages. Within this 
context, GAMs are forced forwards M2 phenotypes by tumor cells. GBM cells can produce specific 
factors involved in M2 polarization. A recent mechanism involves the YKL40 production in induc-
ing M2 polarization of GAM acquiring immunosuppressive and tumor supporting features. In this 
context, CD8+ effector TILs can recognize GBM cells. When activated, effector TILs produce IFNγ, 
previously described as involved in the PD-L1 overexpression of the surface of tumor cells. CD8+ 
TILs recognizing tumor cells are induced in a dysfunctional state and upregulate the markers re-
lated to a late dysfunction. In parallel, the M2-GAMs influence the shift of Th1 to Th2 subtype. 

6. Conclusions 
The recurrence of GBM is a major unmet medical need, mainly due to the lack of 

standard therapeutic approaches. Since checkpoint inhibitors in rGBM failed, much work 
has been conducted to elucidate the context of immune cells, one of the most critical com-
ponents within the tumor microenvironment, in determining the potential failure or suc-
cess of immunotherapeutic approaches. As a result, many signs of progress were achieved 
after the introduction of single-cell sequencing technologies, which allow in-depth and 
specific characterization of the main components responsible for such an immunosup-
pressive and hostile environment. Moreover, it is now evident that T cells can infiltrate 
rGBM and retain memory. However, it is crucial to envisage more specific studies directed 
to decipher the mechanisms that lead to their dysfunctional state. 

As our data originated from such a small number of patients, these results require 
confirmation with more cases. However, the preliminary findings support the notion that 
deciphering the immune microenvironment with general genetic features can improve the 
success of immunotherapeutic approaches. Furthermore, we believe that combinatorial 
strategies more specifically targeted toward the microenvironment and the reprogram-
ming of experienced T cells can enhance the responsiveness of rGBM. 

Supplementary Materials: The following are available online at www.mdpi.com/xxx/s1, 
Methods: RNA extraction and real-time PCR; Immunohistochemistry (IHC) and semi-
quantitative analysis of the immune infiltration. Table S1: Patient’s characterization. Table 
S2: Forward and reverse primers. 

Author Contributions: Conceptualization, S.P.; methodology: M.P., I.S., M.M. (Martina Maffezzini), 
M.M. (Micaela Milani), and L.M.; validation, N.D.I. and B.P.; data curation, S.P. and N.D.I.; writ-
ing—original draft preparation, S.P.; writing—review and editing, S.P. and E.A.; and supervision, 
M.E. All authors have read and agreed to the published version of the manuscript. 

Figure 3. The presence of GAM within the microenvironment impact GBM proliferation, and
reciprocally GBM cells impact on the infiltration of microglia and migration of macrophages. Within
this context, GAMs are forced forwards M2 phenotypes by tumor cells. GBM cells can produce
specific factors involved in M2 polarization. A recent mechanism involves the YKL40 production in
inducing M2 polarization of GAM acquiring immunosuppressive and tumor supporting features.
In this context, CD8+ effector TILs can recognize GBM cells. When activated, effector TILs produce
IFNγ, previously described as involved in the PD-L1 overexpression of the surface of tumor cells.
CD8+ TILs recognizing tumor cells are induced in a dysfunctional state and upregulate the markers
related to a late dysfunction. In parallel, the M2-GAMs influence the shift of Th1 to Th2 subtype.

6. Conclusions

The recurrence of GBM is a major unmet medical need, mainly due to the lack of
standard therapeutic approaches. Since checkpoint inhibitors in rGBM failed, much work
has been conducted to elucidate the context of immune cells, one of the most critical compo-
nents within the tumor microenvironment, in determining the potential failure or success
of immunotherapeutic approaches. As a result, many signs of progress were achieved after
the introduction of single-cell sequencing technologies, which allow in-depth and specific
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characterization of the main components responsible for such an immunosuppressive and
hostile environment. Moreover, it is now evident that T cells can infiltrate rGBM and retain
memory. However, it is crucial to envisage more specific studies directed to decipher the
mechanisms that lead to their dysfunctional state.

As our data originated from such a small number of patients, these results require
confirmation with more cases. However, the preliminary findings support the notion that
deciphering the immune microenvironment with general genetic features can improve the
success of immunotherapeutic approaches. Furthermore, we believe that combinatorial
strategies more specifically targeted toward the microenvironment and the reprogramming
of experienced T cells can enhance the responsiveness of rGBM.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
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Table S2: Forward and reverse primers.

Author Contributions: Conceptualization, S.P.; methodology: M.P., I.S., M.M. (Martina Maffezzini),
M.M. (Micaela Milani) and L.M.; validation, N.D.I. and B.P.; data curation, S.P. and N.D.I.; writing—
original draft preparation, S.P.; writing—review and editing, S.P. and E.A.; and supervision, M.E. All
authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Acknowledgments: We thank il Fondo di Gio-Onlus and Associazione Pinella Caspanello Brancatelli
Onlus for continuous support to our immunotherapy studies. The manuscript was edited by
American Journal Experts (AJE).

Conflicts of Interest: The authors declare that they have no conflict of interests.

References
1. Holland, E.C. Glioblastoma multiforme: The terminator. Proc. Natl. Acad. Sci. USA 2000, 97, 6242–6244. [CrossRef]
2. Stupp, R.; Mason, W.P.; van den Bent, M.J.; Weller, M.; Fisher, B.; Taphoorn, M.J.B.; Belanger, K.; Brandes, A.A.; Marosi, C.;

Bogdahn, U.; et al. Radiotherapy plus concomitant and adjuvant temozolomide for glioblastoma. N. Engl. J. Med. 2005, 352,
987–996. [CrossRef]

3. Tan, A.C.; Ashley, D.M.; López, G.Y.; Malinzak, M.; Friedman, H.S.; Khasraw, M. Management of glioblastoma: State of the art
and future directions. CA Cancer J. Clin. 2020, 70, 299–312. [CrossRef] [PubMed]

4. D’Ammando, A.; Raspagliesi, L.; Gionso, M.; Franzini, A.; Porto, E.; Di Meco, F.; Durando, G.; Pellegatta, S.; Prada, F. Sonodynamic
therapy for the treatment of intracranial gliomas. J. Clin. Med. 2021, 10, 1101. [CrossRef]

5. Acerbi, F.; Broggi, M.; Schebesch, K.-M.; Höhne, J.; Cavallo, C.; De Laurentis, C.; Eoli, M.; Anghileri, E.; Servida, M.; Boffano, C.;
et al. Fluorescein-Guided Surgery for Resection of High-Grade Gliomas: A Multicentric Prospective Phase II Study (FLUOGLIO).
Clin. Cancer Res. 2018, 24, 52–61. [CrossRef] [PubMed]

6. Hegi, M.E.; Diserens, A.-C.; Gorlia, T.; Hamou, M.-F.; de Tribolet, N.; Weller, M.; Kros, J.M.; Hainfellner, J.A.; Mason, W.; Mariani,
L.; et al. MGMT gene silencing and benefit from temozolomide in glioblastoma. N. Engl. J. Med. 2005, 352, 997–1003. [CrossRef]

7. Nava, F.; Tramacere, I.; Fittipaldo, A.; Bruzzone, M.G.; Dimeco, F.; Fariselli, L.; Finocchiaro, G.; Pollo, B.; Salmaggi, A.; Silvani,
A.; et al. Survival effect of first- and second-line treatments for patients with primary glioblastoma: A cohort study from a
prospective registry, 1997–2010. Neuro. Oncol. 2014, 16, 719–727. [CrossRef]

8. Wick, W.; Gorlia, T.; Bendszus, M.; Taphoorn, M.; Sahm, F.; Harting, I.; Brandes, A.A.; Taal, W.; Domont, J.; Idbaih, A.; et al.
Lomustine and bevacizumab in progressive glioblastoma. N. Engl. J. Med. 2017, 377, 1954–1963. [CrossRef]

9. Woroniecka, K.I.; Rhodin, K.E.; Chongsathidkiet, P.; Keith, K.A.; Fecci, P.E. T-cell Dysfunction in Glioblastoma: Applying a New
Framework. Clin. Cancer Res. 2018, 24, 3792–3802. [CrossRef]

10. Weiss, T.; Weller, M.; Roth, P. Immunological effects of chemotherapy and radiotherapy against brain tumors. Expert Rev.
Anticancer Ther. 2016, 16, 1087–1094. [CrossRef]

11. Anderson, K.G.; Stromnes, I.M.; Greenberg, P.D. Obstacles posed by the tumor microenvironment to T cell activity: A case for
synergistic therapies. Cancer Cell. 2017, 31, 311–325. [CrossRef]

12. Hornburg, M.; Desbois, M.; Lu, S.; Guan, Y.; Lo, A.A.; Kaufman, S.; Elrod, A.; Lotstein, A.; DesRochers, T.M.; Munoz-Rodriguez,
J.L.; et al. Single-cell dissection of cellular components and interactions shaping the tumor immune phenotypes in ovarian cancer.
Cancer Cell. 2021, 39, 928–944.e6. [CrossRef] [PubMed]

13. Kfoury, Y.; Baryawno, N.; Severe, N.; Mei, S.; Gustafsson, K.; Hirz, T.; Brouse, T.; Scadden, E.W.; Igolkina, A.A.; Kokkaliaris, K.;
et al. Human prostate cancer bone metastases have an actionable immunosuppressive microenvironment. Cancer Cell. 2021, 39,
1464–1478. [CrossRef]

https://www.mdpi.com/article/10.3390/cancers13246156/s1
https://www.mdpi.com/article/10.3390/cancers13246156/s1
http://doi.org/10.1073/pnas.97.12.6242
http://doi.org/10.1056/NEJMoa043330
http://doi.org/10.3322/caac.21613
http://www.ncbi.nlm.nih.gov/pubmed/32478924
http://doi.org/10.3390/jcm10051101
http://doi.org/10.1158/1078-0432.CCR-17-1184
http://www.ncbi.nlm.nih.gov/pubmed/29018053
http://doi.org/10.1056/NEJMoa043331
http://doi.org/10.1093/neuonc/not316
http://doi.org/10.1056/NEJMoa1707358
http://doi.org/10.1158/1078-0432.CCR-18-0047
http://doi.org/10.1080/14737140.2016.1229600
http://doi.org/10.1016/j.ccell.2017.02.008
http://doi.org/10.1016/j.ccell.2021.04.004
http://www.ncbi.nlm.nih.gov/pubmed/33961783
http://doi.org/10.1016/j.ccell.2021.09.005


Cancers 2021, 13, 6156 13 of 15

14. Ma, J.; Chen, C.C.; Li, M. Macrophages/microglia in the glioblastoma tumor microenvironment. Int. J. Mol. Sci. 2021, 22, 5775.
[CrossRef] [PubMed]

15. Woolf, Z.; Swanson, M.E.V.; Smyth, L.C.; Mee, E.W.; Schweder, P.; Heppner, P.; Kim, B.J.H.; Turner, C.; Oldfield, R.L.; Curtis,
M.A.; et al. Single-cell image analysis reveals a protective role for microglia in glioblastoma. Neurooncol. Adv. 2021, 3, vdab031.
[CrossRef] [PubMed]

16. Mohme, M.; Schliffke, S.; Maire, C.L.; Rünger, A.; Glau, L.; Mende, K.C.; Matschke, J.; Gehbauer, C.; Akyüz, N.; Zapf, S.;
et al. Immunophenotyping of Newly Diagnosed and Recurrent Glioblastoma Defines Distinct Immune Exhaustion Profiles in
Peripheral and Tumor-infiltrating Lymphocytes. Clin. Cancer Res. 2018, 24, 4187–4200. [CrossRef] [PubMed]

17. Chattopadhyay, P.K.; Betts, M.R.; Price, D.A.; Gostick, E.; Horton, H.; Roederer, M.; De Rosa, S.C. The cytolytic enzymes granyzme
A, granzyme B, and perforin: Expression patterns, cell distribution, and their relationship to cell maturity and bright CD57
expression. J. Leukoc. Biol. 2009, 85, 88–97. [CrossRef]

18. Fu, W.; Wang, W.; Li, H.; Jiao, Y.; Huo, R.; Yan, Z.; Wang, J.; Wang, S.; Wang, J.; Chen, D.; et al. Single-Cell Atlas Reveals Complexity
of the Immunosuppressive Microenvironment of Initial and Recurrent Glioblastoma. Front. Immunol. 2020, 11, 835. [CrossRef]

19. Wang, Q.; Hu, B.; Hu, X.; Kim, H.; Squatrito, M.; Scarpace, L.; de Carvalho, A.C.; Lyu, S.; Li, P.; Li, Y.; et al. Tumor Evolution of
Glioma-Intrinsic Gene Expression Subtypes Associates with Immunological Changes in the Microenvironment. Cancer Cell 2018,
33, 152. [CrossRef] [PubMed]

20. Kaminska, B.; Ochocka, N.; Segit, P. Single-Cell Omics in Dissecting Immune Microenvironment of Malignant Gliomas—
Challenges and Perspectives. Cells 2021, 10, 2264. [CrossRef]

21. Tallón de Lara, P.; Castañón, H.; Sterpi, M.; van den Broek, M. Antimetastatic defense by CD8+ T cells. Trends Cancer. 2021.
in press. [CrossRef]

22. Tong, N.; He, Z.; Ma, Y.; Wang, Z.; Huang, Z.; Cao, H.; Xu, L.; Zou, Y.; Wang, W.; Yi, C.; et al. Tumor Associated Macrophages, as
the Dominant Immune Cells, Are an Indispensable Target for Immunologically Cold Tumor-Glioma Therapy? Front. Cell. Dev.
Biol. 2021, 9, 706286. [CrossRef]

23. Buonfiglioli, A.; Hambardzumyan, D. Macrophages and microglia: The cerberus of glioblastoma. Acta Neuropathol. Commun.
2021, 9, 54. [CrossRef] [PubMed]

24. da Fonseca, A.C.C.; Wang, H.; Fan, H.; Chen, X.; Zhang, I.; Zhang, L.; Lima, F.R.S.; Badie, B. Increased expression of stress
inducible protein 1 in glioma-associated microglia/macrophages. J. Neuroimmunol. 2014, 274, 71–77. [CrossRef]

25. Zhang, X.; Chen, L.; Dang, W.-Q.; Cao, M.-F.; Xiao, J.-F.; Lv, S.-Q.; Jiang, W.-J.; Yao, X.-H.; Lu, H.-M.; Miao, J.-Y.; et al. CCL8
secreted by tumor-associated macrophages promotes invasion and stemness of glioblastoma cells via ERK1/2 signaling. Lab.
Investig. 2020, 100, 619–629. [CrossRef]

26. Coniglio, S.J.; Eugenin, E.; Dobrenis, K.; Stanley, E.R.; West, B.L.; Symons, M.H.; Segall, J.E. Microglial stimulation of glioblastoma
invasion involves epidermal growth factor receptor (EGFR) and colony stimulating factor 1 receptor (CSF-1R) signaling. Mol.
Med. 2012, 18, 519–527. [CrossRef] [PubMed]

27. Lu, Y.; Ng, A.H.C.; Chow, F.E.; Everson, R.G.; Helmink, B.A.; Tetzlaff, M.T.; Thakur, R.; Wargo, J.A.; Cloughesy, T.F.; Prins, R.M.;
et al. Resolution of tissue signatures of therapy response in patients with recurrent GBM treated with neoadjuvant anti-PD1. Nat.
Commun. 2021, 12, 4031. [CrossRef]

28. Louis, D.N.; Perry, A.; Wesseling, P.; Brat, D.J.; Cree, I.A.; Figarella-Branger, D.; Hawkins, C.; Ng, H.K.; Pfister, S.M.; Reifenberger,
G.; et al. The 2021 WHO Classification of Tumors of the Central Nervous System: A summary. Neuro. Oncol. 2021, 23, 1231–1251.
[CrossRef] [PubMed]

29. Friedrich, M.; Sankowski, R.; Bunse, L.; Kilian, M.; Green, E.; Ramallo Guevara, C.; Pusch, S.; Poschet, G.; Sanghvi, K.; Hahn, M.;
et al. Tryptophan metabolism drives dynamic immunosuppressive myeloid states in IDH-mutant gliomas. Nat. Cancer 2021, 2,
723–740. [CrossRef]

30. Friebel, E.; Kapolou, K.; Unger, S.; Núñez, N.G.; Utz, S.; Rushing, E.J.; Regli, L.; Weller, M.; Greter, M.; Tugues, S.; et al. Single-Cell
Mapping of Human Brain Cancer Reveals Tumor-Specific Instruction of Tissue-Invading Leukocytes. Cell 2020, 181, 1626–1642.e20.
[CrossRef] [PubMed]

31. Poon, C.C.; Gordon, P.M.K.; Liu, K.; Yang, R.; Sarkar, S.; Mirzaei, R.; Ahmad, S.T.; Hughes, M.L.; Yong, V.W.; Kelly, J.J.P. Differential
microglia and macrophage profiles in human IDH-mutant and -wild type glioblastoma. Oncotarget 2019, 10, 3129–3143. [CrossRef]

32. Jackson, C.M.; Choi, J.; Lim, M. Mechanisms of immunotherapy resistance: Lessons from glioblastoma. Nat. Immunol. 2019, 20,
1100–1109. [CrossRef] [PubMed]

33. O’Donnell, J.S.; Teng, M.W.L.; Smyth, M.J. Cancer immunoediting and resistance to T cell-based immunotherapy. Nat. Rev. Clin.
Oncol. 2019, 16, 151–167. [CrossRef] [PubMed]

34. Reardon, D.A.; Wucherpfennig, K.; Chiocca, E.A. Immunotherapy for glioblastoma: On the sidelines or in the game? Discov. Med.
2017, 24, 201–208. [PubMed]

35. Weller, M.; Butowski, N.; Tran, D.D.; Recht, L.D.; Lim, M.; Hirte, H.; Ashby, L.; Mechtler, L.; Goldlust, S.A.; Iwamoto, F.; et al. ACT
IV trial investigators Rindopepimut with temozolomide for patients with newly diagnosed, EGFRvIII-expressing glioblastoma
(ACT IV): A randomised, double-blind, international phase 3 trial. Lancet Oncol. 2017, 18, 1373–1385. [CrossRef]

36. Karachi, A.; Yang, C.; Dastmalchi, F.; Sayour, E.J.; Huang, J.; Azari, H.; Long, Y.; Flores, C.; Mitchell, D.A.; Rahman, M.
Modulation of temozolomide dose differentially affects T-cell response to immune checkpoint inhibition. Neuro. Oncol. 2019, 21,
730–741. [CrossRef]

http://doi.org/10.3390/ijms22115775
http://www.ncbi.nlm.nih.gov/pubmed/34071306
http://doi.org/10.1093/noajnl/vdab031
http://www.ncbi.nlm.nih.gov/pubmed/34286275
http://doi.org/10.1158/1078-0432.CCR-17-2617
http://www.ncbi.nlm.nih.gov/pubmed/29444930
http://doi.org/10.1189/jlb.0208107
http://doi.org/10.3389/fimmu.2020.00835
http://doi.org/10.1016/j.ccell.2017.12.012
http://www.ncbi.nlm.nih.gov/pubmed/29316430
http://doi.org/10.3390/cells10092264
http://doi.org/10.1016/j.trecan.2021.10.006
http://doi.org/10.3389/fcell.2021.706286
http://doi.org/10.1186/s40478-021-01156-z
http://www.ncbi.nlm.nih.gov/pubmed/33766119
http://doi.org/10.1016/j.jneuroim.2014.06.021
http://doi.org/10.1038/s41374-019-0345-3
http://doi.org/10.2119/molmed.2011.00217
http://www.ncbi.nlm.nih.gov/pubmed/22294205
http://doi.org/10.1038/s41467-021-24293-4
http://doi.org/10.1093/neuonc/noab106
http://www.ncbi.nlm.nih.gov/pubmed/34185076
http://doi.org/10.1038/s43018-021-00201-z
http://doi.org/10.1016/j.cell.2020.04.055
http://www.ncbi.nlm.nih.gov/pubmed/32470397
http://doi.org/10.18632/oncotarget.26863
http://doi.org/10.1038/s41590-019-0433-y
http://www.ncbi.nlm.nih.gov/pubmed/31358997
http://doi.org/10.1038/s41571-018-0142-8
http://www.ncbi.nlm.nih.gov/pubmed/30523282
http://www.ncbi.nlm.nih.gov/pubmed/29278673
http://doi.org/10.1016/S1470-2045(17)30517-X
http://doi.org/10.1093/neuonc/noz015


Cancers 2021, 13, 6156 14 of 15

37. Mathios, D.; Kim, J.E.; Mangraviti, A.; Phallen, J.; Park, C.-K.; Jackson, C.M.; Garzon-Muvdi, T.; Kim, E.; Theodros, D.; Polanczyk,
M.; et al. Anti-PD-1 antitumor immunity is enhanced by local and abrogated by systemic chemotherapy in GBM. Sci. Transl. Med.
2016, 8, 370ra180. [CrossRef] [PubMed]

38. Francisco, L.M.; Salinas, V.H.; Brown, K.E.; Vanguri, V.K.; Freeman, G.J.; Kuchroo, V.K.; Sharpe, A.H. PD-L1 regulates the
development, maintenance, and function of induced regulatory T cells. J. Exp. Med. 2009, 206, 3015–3029. [CrossRef] [PubMed]

39. Eoli, M.; Corbetta, C.; Anghileri, E.; Di Ianni, N.; Milani, M.; Cuccarini, V.; Musio, S.; Paterra, R.; Frigerio, S.; Nava, S.; et al.
Expansion of effector and memory T cells is associated with increased survival in recurrent glioblastomas treated with dendritic
cell immunotherapy. Neurooncol. Adv. 2019, 1, vdz022. [CrossRef] [PubMed]

40. Pellegatta, S.; Di Ianni, N.; Pessina, S.; Paterra, R.; Anghileri, E.; Eoli, M.; Finocchiaro, G. ABCC3 Expressed by CD56dim CD16+
NK Cells Predicts Response in Glioblastoma Patients Treated with Combined Chemotherapy and Dendritic Cell Immunotherapy.
Int. J. Mol. Sci. 2019, 20, 5886. [CrossRef] [PubMed]

41. Reardon, D.A.; Brandes, A.A.; Omuro, A.; Mulholland, P.; Lim, M.; Wick, A.; Baehring, J.; Ahluwalia, M.S.; Roth, P.; Bähr, O.; et al.
Effect of nivolumab vs bevacizumab in patients with recurrent glioblastoma: The checkmate 143 phase 3 randomized clinical trial.
JAMA Oncol. 2020, 6, 1003–1010. [CrossRef]

42. Wolchok, J.D.; Kluger, H.; Callahan, M.K.; Postow, M.A.; Rizvi, N.A.; Lesokhin, A.M.; Segal, N.H.; Ariyan, C.E.; Gordon, R.-A.;
Reed, K.; et al. Nivolumab plus ipilimumab in advanced melanoma. N. Engl. J. Med. 2013, 369, 122–133. [CrossRef]

43. Couzin-Frankel, J. Breakthrough of the year 2013. Cancer immunotherapy. Science 2013, 342, 1432–1433. [CrossRef] [PubMed]
44. Zeng, J.; See, A.P.; Phallen, J.; Jackson, C.M.; Belcaid, Z.; Ruzevick, J.; Durham, N.; Meyer, C.; Harris, T.J.; Albesiano, E.; et al.

Anti-PD-1 blockade and stereotactic radiation produce long-term survival in mice with intracranial gliomas. Int. J. Radiat. Oncol.
Biol. Phys. 2013, 86, 343–349. [CrossRef] [PubMed]

45. Reardon, D.A.; Gokhale, P.C.; Klein, S.R.; Ligon, K.L.; Rodig, S.J.; Ramkissoon, S.H.; Jones, K.L.; Conway, A.S.; Liao, X.; Zhou,
J.; et al. Glioblastoma eradication following immune checkpoint blockade in an orthotopic, immunocompetent model. Cancer
Immunol. Res. 2016, 4, 124–135. [CrossRef]

46. Kim, J.E.; Patel, M.A.; Mangraviti, A.; Kim, E.S.; Theodros, D.; Velarde, E.; Liu, A.; Sankey, E.W.; Tam, A.; Xu, H.; et al.
Combination Therapy with Anti-PD-1, Anti-TIM-3, and Focal Radiation Results in Regression of Murine Gliomas. Clin. Cancer
Res. 2017, 23, 124–136. [CrossRef]

47. Hung, A.L.; Maxwell, R.; Theodros, D.; Belcaid, Z.; Mathios, D.; Luksik, A.S.; Kim, E.; Wu, A.; Xia, Y.; Garzon-Muvdi, T.;
et al. TIGIT and PD-1 dual checkpoint blockade enhances antitumor immunity and survival in GBM. Oncoimmunology 2018,
7, e1466769. [CrossRef]

48. Zhang, X.; Zhang, H.; Chen, L.; Feng, Z.; Gao, L.; Li, Q. TIGIT expression is upregulated in T cells and causes T cell dys-
function independent of PD-1 and Tim-3 in adult B lineage acute lymphoblastic leukemia. Cell Immunol. 2019, 344, 103958.
[CrossRef] [PubMed]

49. Min, L.; Hodi, F.S.; Kaiser, U.B. Corticosteroids and immune checkpoint blockade. Aging Albany NY 2015, 7, 521–522.
[CrossRef] [PubMed]

50. Cloughesy, T.F.; Mochizuki, A.Y.; Orpilla, J.R.; Hugo, W.; Lee, A.H.; Davidson, T.B.; Wang, A.C.; Ellingson, B.M.; Rytlewski,
J.A.; Sanders, C.M.; et al. Neoadjuvant anti-PD-1 immunotherapy promotes a survival benefit with intratumoral and systemic
immune responses in recurrent glioblastoma. Nat. Med. 2019, 25, 477–486. [CrossRef]

51. Schalper, K.A.; Rodriguez-Ruiz, M.E.; Diez-Valle, R.; López-Janeiro, A.; Porciuncula, A.; Idoate, M.A.; Inogés, S.; de Andrea, C.;
López-Diaz de Cerio, A.; Tejada, S.; et al. Neoadjuvant nivolumab modifies the tumor immune microenvironment in resectable
glioblastoma. Nat. Med. 2019, 25, 470–476. [CrossRef]

52. Zhao, J.; Chen, A.X.; Gartrell, R.D.; Silverman, A.M.; Aparicio, L.; Chu, T.; Bordbar, D.; Shan, D.; Samanamud, J.; Mahajan,
A.; et al. Immune and genomic correlates of response to anti-PD-1 immunotherapy in glioblastoma. Nat. Med. 2019, 25,
462–469. [CrossRef]

53. Parsa, A.T.; Waldron, J.S.; Panner, A.; Crane, C.A.; Parney, I.F.; Barry, J.J.; Cachola, K.E.; Murray, J.C.; Tihan, T.; Jensen, M.C.;
et al. Loss of tumor suppressor PTEN function increases B7-H1 expression and immunoresistance in glioma. Nat. Med. 2007, 13,
84–88. [CrossRef]

54. Anghileri, E.; Di Ianni, N.; Paterra, R.; Langella, T.; Zhao, J.; Eoli, M.; Patanè, M.; Pollo, B.; Cuccarini, V.; Iavarone, A.; et al. High
tumor mutational burden and T-cell activation are associated with long-term response to anti-PD1 therapy in Lynch syndrome
recurrent glioblastoma patient. Cancer Immunol. Immunother. 2021, 70, 831–842. [CrossRef] [PubMed]

55. Rao, G.; Latha, K.; Ott, M.; Sabbagh, A.; Marisetty, A.; Ling, X.; Zamler, D.; Doucette, T.A.; Yang, Y.; Kong, L.-Y.; et al. Anti-PD-1
Induces M1 Polarization in the Glioma Microenvironment and Exerts Therapeutic Efficacy in the Absence of CD8 Cytotoxic T
Cells. Clin. Cancer Res. 2020, 26, 4699–4712. [CrossRef]

56. Antonios, J.P.; Soto, H.; Everson, R.G.; Moughon, D.; Orpilla, J.R.; Shin, N.P.; Sedighim, S.; Treger, J.; Odesa, S.; Tucker, A.; et al.
Immunosuppressive tumor-infiltrating myeloid cells mediate adaptive immune resistance via a PD-1/PD-L1 mechanism in
glioblastoma. Neuro. Oncol. 2017, 19, 796–807. [CrossRef] [PubMed]

57. Chen, P.; Zhao, D.; Li, J.; Liang, X.; Li, J.; Chang, A.; Henry, V.K.; Lan, Z.; Spring, D.J.; Rao, G.; et al. Symbiotic Macrophage-Glioma
Cell Interactions Reveal Synthetic Lethality in PTEN-Null Glioma. Cancer Cell 2019, 35, 868–884.e6. [CrossRef] [PubMed]

58. Philip, M.; Schietinger, A. CD8+ T cell differentiation and dysfunction in cancer. Nat. Rev. Immunol. 2021. [CrossRef]

http://doi.org/10.1126/scitranslmed.aag2942
http://www.ncbi.nlm.nih.gov/pubmed/28003545
http://doi.org/10.1084/jem.20090847
http://www.ncbi.nlm.nih.gov/pubmed/20008522
http://doi.org/10.1093/noajnl/vdz022
http://www.ncbi.nlm.nih.gov/pubmed/32642658
http://doi.org/10.3390/ijms20235886
http://www.ncbi.nlm.nih.gov/pubmed/31771235
http://doi.org/10.1001/jamaoncol.2020.1024
http://doi.org/10.1056/NEJMoa1302369
http://doi.org/10.1126/science.342.6165.1432
http://www.ncbi.nlm.nih.gov/pubmed/24357284
http://doi.org/10.1016/j.ijrobp.2012.12.025
http://www.ncbi.nlm.nih.gov/pubmed/23462419
http://doi.org/10.1158/2326-6066.CIR-15-0151
http://doi.org/10.1158/1078-0432.CCR-15-1535
http://doi.org/10.1080/2162402X.2018.1466769
http://doi.org/10.1016/j.cellimm.2019.103958
http://www.ncbi.nlm.nih.gov/pubmed/31376919
http://doi.org/10.18632/aging.100797
http://www.ncbi.nlm.nih.gov/pubmed/26298620
http://doi.org/10.1038/s41591-018-0337-7
http://doi.org/10.1038/s41591-018-0339-5
http://doi.org/10.1038/s41591-019-0349-y
http://doi.org/10.1038/nm1517
http://doi.org/10.1007/s00262-020-02769-4
http://www.ncbi.nlm.nih.gov/pubmed/33140187
http://doi.org/10.1158/1078-0432.CCR-19-4110
http://doi.org/10.1093/neuonc/now287
http://www.ncbi.nlm.nih.gov/pubmed/28115578
http://doi.org/10.1016/j.ccell.2019.05.003
http://www.ncbi.nlm.nih.gov/pubmed/31185211
http://doi.org/10.1038/s41577-021-00574-3


Cancers 2021, 13, 6156 15 of 15

59. Abdel-Hakeem, M.S.; Manne, S.; Beltra, J.-C.; Stelekati, E.; Chen, Z.; Nzingha, K.; Ali, M.-A.; Johnson, J.L.; Giles, J.R.; Mathew, D.;
et al. Epigenetic scarring of exhausted T cells hinders memory differentiation upon eliminating chronic antigenic stimulation.
Nat. Immunol. 2021, 22, 1008–1019. [CrossRef] [PubMed]

60. Yates, K.B.; Tonnerre, P.; Martin, G.E.; Gerdemann, U.; Al Abosy, R.; Comstock, D.E.; Weiss, S.A.; Wolski, D.; Tully, D.C.; Chung,
R.T.; et al. Epigenetic scars of CD8+ T cell exhaustion persist after cure of chronic infection in humans. Nat. Immunol. 2021, 22,
1020–1029. [CrossRef] [PubMed]

61. Tonnerre, P.; Wolski, D.; Subudhi, S.; Aljabban, J.; Hoogeveen, R.C.; Damasio, M.; Drescher, H.K.; Bartsch, L.M.; Tully, D.C.; Sen,
D.R.; et al. Differentiation of exhausted CD8+ T cells after termination of chronic antigen stimulation stops short of achieving
functional T cell memory. Nat. Immunol. 2021, 22, 1030–1041. [CrossRef]

62. Hensel, N.; Gu, Z.; Sagar; Wieland, D.; Jechow, K.; Kemming, J.; Llewellyn-Lacey, S.; Gostick, E.; Sogukpinar, O.; Emmerich, F.;
et al. Memory-like HCV-specific CD8+ T cells retain a molecular scar after cure of chronic HCV infection. Nat. Immunol. 2021, 22,
229–239. [CrossRef]

63. Van der Leun, A.M.; Thommen, D.S.; Schumacher, T.N. CD8+ T cell states in human cancer: Insights from single-cell analysis.
Nat. Rev. Cancer 2020, 20, 218–232. [CrossRef]

64. Thommen, D.S.; Koelzer, V.H.; Herzig, P.; Roller, A.; Trefny, M.; Dimeloe, S.; Kiialainen, A.; Hanhart, J.; Schill, C.; Hess, C.; et al. A
transcriptionally and functionally distinct PD-1+ CD8+ T cell pool with predictive potential in non-small-cell lung cancer treated
with PD-1 blockade. Nat. Med. 2018, 24, 994–1004. [CrossRef]

65. Tirosh, I.; Izar, B.; Prakadan, S.M.; Wadsworth, M.H.; Treacy, D.; Trombetta, J.J.; Rotem, A.; Rodman, C.; Lian, C.; Murphy, G.; et al.
Dissecting the multicellular ecosystem of metastatic melanoma by single-cell RNA-seq. Science 2016, 352, 189–196. [CrossRef]

66. Jan, C.-I.; Tsai, W.-C.; Harn, H.-J.; Shyu, W.-C.; Liu, M.-C.; Lu, H.-M.; Chiu, S.-C.; Cho, D.-Y. Predictors of response to autologous
dendritic cell therapy in glioblastoma multiforme. Front. Immunol. 2018, 9, 727. [CrossRef] [PubMed]

67. Pellegatta, S.; Eoli, M.; Cuccarini, V.; Anghileri, E.; Pollo, B.; Pessina, S.; Frigerio, S.; Servida, M.; Cuppini, L.; Antozzi, C.; et al.
Survival gain in glioblastoma patients treated with dendritic cell immunotherapy is associated with increased NK but not CD8+
T cell activation in the presence of adjuvant temozolomide. Oncoimmunology 2018, 7, e1412901. [CrossRef] [PubMed]

68. Hara, T.; Chanoch-Myers, R.; Mathewson, N.D.; Myskiw, C.; Atta, L.; Bussema, L.; Eichhorn, S.W.; Greenwald, A.C.; Kinker,
G.S.; Rodman, C.; et al. Interactions between cancer cells and immune cells drive transitions to mesenchymal-like states in
glioblastoma. Cancer Cell 2021, 39, 779–792.e11. [CrossRef]

69. Chen, A.; Jiang, Y.; Li, Z.; Wu, L.; Santiago, U.; Zou, H.; Cai, C.; Sharma, V.; Guan, Y.; McCarl, L.H.; et al. Chitinase-3-like 1
protein complexes modulate macrophage-mediated immune suppression in glioblastoma. J. Clin. Investig. 2021, 131, e147552.
[CrossRef] [PubMed]

70. Han, S.J.; Ahn, B.J.; Waldron, J.S.; Yang, I.; Fang, S.; Crane, C.A.; Pieper, R.O.; Parsa, A.T. Gamma interferon-mediated
superinduction of B7-H1 in PTEN-deficient glioblastoma: A paradoxical mechanism of immune evasion. Neuroreport 2009, 20,
1597–1602. [CrossRef] [PubMed]

71. Bennett, M.L.; Bennett, F.C.; Liddelow, S.A.; Ajami, B.; Zamanian, J.L.; Fernhoff, N.B.; Mulinyawe, S.B.; Bohlen, C.J.; Adil,
A.; Tucker, A.; et al. New tools for studying microglia in the mouse and human CNS. Proc. Natl. Acad. Sci. USA 2016, 113,
E1738–E1746. [CrossRef] [PubMed]

http://doi.org/10.1038/s41590-021-00975-5
http://www.ncbi.nlm.nih.gov/pubmed/34312545
http://doi.org/10.1038/s41590-021-00979-1
http://www.ncbi.nlm.nih.gov/pubmed/34312547
http://doi.org/10.1038/s41590-021-00982-6
http://doi.org/10.1038/s41590-020-00817-w
http://doi.org/10.1038/s41568-019-0235-4
http://doi.org/10.1038/s41591-018-0057-z
http://doi.org/10.1126/science.aad0501
http://doi.org/10.3389/fimmu.2018.00727
http://www.ncbi.nlm.nih.gov/pubmed/29910795
http://doi.org/10.1080/2162402X.2017.1412901
http://www.ncbi.nlm.nih.gov/pubmed/29632727
http://doi.org/10.1016/j.ccell.2021.05.002
http://doi.org/10.1172/JCI147552
http://www.ncbi.nlm.nih.gov/pubmed/34228644
http://doi.org/10.1097/WNR.0b013e32833188f7
http://www.ncbi.nlm.nih.gov/pubmed/19875977
http://doi.org/10.1073/pnas.1525528113
http://www.ncbi.nlm.nih.gov/pubmed/26884166

	Introduction 
	Changes in the Microenvironment upon Recurrence: Looking for a Common Functional Pattern for Immune-Targeted Therapy 
	“GBM Is Not an Irreversibly Cold Tumor”: A Lesson from Checkpoint Blockade Therapy 
	Immunotherapy Is Unsuccessful When Exhausted TILs Are Not Reinvigorated 
	IDH Mutation and Tumor Microenvironment Influence the Outcome of DENDR2 Patients 
	Conclusions 
	References

