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ABSTRACT

The primary treatment for glioblastoma (GBM) is removing the tumor
mass as defined by MRI. However, MRI has limited diagnostic and predic-
tive value. Tumor-associated macrophages (TAM) are abundant in GBM
tumor microenvironment (TME) and are found in peripheral blood (PB).
FKBP51 expression, with its canonical and spliced isoforms, is constitu-
tive in immune cells and aberrant in GBM. Spliced FKBP51s supports
M2 polarization. To find an immunologic signature that combined with
MRI could advance in diagnosis, we immunophenotyped the macrophages
of TME and PB from 37 patients with GBM using FKBP51s and classi-
cal M1-M2 markers. We also determined the tumor levels of FKBP51s,
PD-L1, and HLA-DR. Tumors expressing FKBP51s showed an increase in
various M2 phenotypes and regulatory T cells in PB, indicating immuno-
suppression. Tumors expressing FKBP51s also activated STAT3 and were
associated with reduced survival. Correlative studies with MRI and tumor/
macrophages cocultures allowed to interpret TAMs. Tumor volume cor-
related with M1 infiltration of TME. Cocultures with spheroids produced
M1 polarization, suggesting that M1 macrophages may infiltrate along-

side cancer stem cells. Cocultures of adherent cells developed the M2
phenotype CD163/FKBP51s expressing pSTAT6, a transcription factor en-
abling migration and invasion. In patients with recurrences, increased
counts of CD163/FKBP51s monocyte/macrophages in PB correlated with
callosal infiltration and were accompanied by a concomitant decrease in
TME-infiltrating M1 macrophages. PB PD-L1/FKBP51s connoted necrotic
tumors. In conclusion, FKBP51s identifies a GBM subtype that significantly
impairs the immune system. Moreover, FKBP51s marks PB macrophages
associated with MRI features of glioma malignancy that can aid in patient
monitoring.

Significance:Our research suggests that by combining imaging with analy-
sis ofmonocyte/macrophage subsets in patients withGBM,we can enhance
our understanding of the disease and assist in its treatment. We discovered
a similarity in the macrophage composition between the TME and PB, and
through association with imaging, we could interpret macrophages. In ad-
dition, we identified a predictive biomarker that drew more attention to
immune suppression of patients with GBM.

Introduction
Glioblastoma (GBM) is the most common and aggressive primary brain tu-
mor in adults, with a poor prognosis owing to its strong tendency to relapse.
It exhibits a diffuse invasion pattern; tumor cell infiltration makes complete
surgical resection virtually impossible. Despite advances in medical therapy,
little progress has beenmade in improving overall survival (1). Surgery remains
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the primary therapeutic approach. Wherever possible, the aim of surgery is
to achieve massive complete excision of the enhancing solid tumor mass de-
fined by MRI. Indeed, radical surgical resection is associated with improved
outcomes in newly diagnosed and recurrent GBM (2).

MRI is a routinely used for diagnosing gliomas, providing a structural overview
of the location and detailed anatomy of the tumor. The conventional mor-
phologic MRI includes T1 and T2 weighted images, and gadolinium-enhanced
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sequences. High-resolution three-dimensional T2* gradient echo sequences,
such as susceptibility-weighted imaging (SWI) and diffusion-weighted imaging
(DWI), are also included in conventional protocols; the first can differenti-
ate calcification from hemorrhages, and the second one provides information
on cell density generating the apparent diffusion coefficient (ADC) map. On
morphologic MRI, GBMs typically present as heterogeneous lesions with
high cellularity, relevant mass effect, surrounding edema, necrosis, thick
rings, or irregular/multinodular contrast enhancement. The combination with
low/nonenhancing areas involving the cortex or deep nuclei that cross the con-
tralateral hemisphere via the corpus callosum is particularly suggestive ofGBM.
Morphologic MRI often fails to identify and quantify infiltrative disease, which
may be completely devoid of mass effect and contrast enhancement, result-
ing in an imprecise definition of the invasive margin (3). Also, it might fail to
distinguish contrast enhancement induced by treatment effects in the tumor
bed from a residual tumor (4). Advanced imaging techniques, for example,
perfusion-weighted imaging and MRI spectroscopy generate a better under-
standing of tumor biology (5). Used in routine tumor MRI protocols only in
larger centers and interpreted by expert neuroradiologists, these techniques
support conventional MRI, but do not fully resolve its critical issues.

The tumor microenvironment (TME) has recently been recognized as an es-
sential player and therapeutic target in GBM (6). It contains many myeloid
cells and a small proportion of lymphocytes (7–10). The infiltration by bone
marrow–derived monocytes with immunosuppressive function increases with
glioma grade (8). In contrast, resident microglia participate only marginally
in immune suppression (8). Different polarization patterns within M1-M2 op-
posite phenotypes occur thanks to the plasticity of macrophages (11, 12). A
range of macrophage patterns has been recognized in GBM lesions with in-
creasing immunosuppressive capabilities from the marginal area to the center
(8). Tumor-associated macrophages (TAM) recirculate in the blood of patients
with GBM (13, 14). A previous study conducted by our group on a small popula-
tion of patients with GBM identified a correlation between certain circulating
monocyte subsets marked by FKBP51s, specific MRI features, and treatment
response (15).

FKBP51s is encoded by the spliced variant 4 of FKBP gene (16, 17). It plays a
relevant role in tumor-related immunosuppression (17), and its expression in
macrophages concurs with the acquisition of M2 features (18). FKBP51s offers
varying degrees of expression in GBM cancer cell lines and tumors from pa-
tients (19) serving as a PD-L1 cochaperone and assisting in protein glycosylation
(19). Targeting FKBP51s hampered PD-L1 expression in GBM cells in vitro and
in vivo in an orthotopic mouse model of GBM (19, 20).

In the current study, we use flow cytometry to systematically characterize
tumor-infiltratingmacrophages and circulatingmonocyte-macrophage subsets
using FKBP51s in addition to conventional immunophenotyping markers. Our
study also used flow cytometry to evaluate the expression of markers known
to be present in GBMs, such as FKBP51s (19, 20), PD-L1 (14), and HLA-DR
(21). Although the cell populations we studied in peripheral blood (PB) may
not necessarily originate from TME-infiltrating macrophages (TME-TAM), it
is essential to note that they exhibit a phenotype that is not naive and is poorly
represented in the blood of healthy individuals (15). Thus, we designated them
as “peripheral blood tumor-associated macrophages” (PB-TAM) for simplicity.
Correlative studies with MRI parameters allowed us to gain knowledge about
TAM phenotypes found in PB and TME. PB-TAMs coexpressing FKBP51s
and PD-L1 testified to necrotic tumor while those coexpressing FKBP51s and

CD163, found particularly high in recurrences with callosal infiltration, exhib-
ited active STAT6, a transcription factor related to migration and invasion.
Moreover, tumor expression of FKBP51s worsened the immunosuppressive
TME and was linked to reduced patient survival. This work emphasizes the im-
portance of studying FKBP51s in GBM to better understand its potential utility
in clinical practice.

Materials and Methods
Patients
From April 2021 to July 2022, we prospectively enrolled 37 consecutive pa-
tients diagnosed with GBM (grade IV glioma) according to the latest World
HealthOrganization classification of central nervous system tumors (22).Mean
age: 63 (range, 43–78); sex: 25 males and 12 females. Written informed consent
was obtained by all patients. Inclusion criteria of the study population were
age ≥18 years, suspected GBM diagnosis, clinical indication to perform sur-
gical exeresis, availability of preoperative and postoperative brain MRI with
contrast medium, ability to provide written informed consent for study partic-
ipation. Exclusion criteria of the study population were: patients for whom the
histopathologic analysis did not confirm suspected GBM diagnosis, inability
to provide written informed consent. The study was conducted in accordance
with the principles embodied in the World Medical Association.

Declaration of Helsinki
The study was approved by the Institutional Review Board of Fondazione Poli-
clinico Universitario Gemelli (FPG; Prot ID 3751, 1/07/2021). All patients were
treated at the Neurosurgery Division of FPG and managed according to guide-
lines (23). All patients received corticosteroids for 1 week before surgery. All
recurrences have been free of treatment (Stupp) for at least 2 months. The clin-
ical information and study results were handled only by authorized personnel.
Patient identity was kept confidential in compliance with the patient’s rights. Of
the 37 patients withGBM, 27 had a primary tumor and 10were hospitalized and
underwent surgery for suspected recurrence (confirmed by pathology). Thirty-
three patients underwent complete immunophenotyping of the TME and PB,
as described in the Flow cytometry analysis paragraph. In 3 patients, partial data
were obtained on TME due to the scarcity of tumor material. The PB of 1 pa-
tient was not available. Fifteen patients underwent presurgical MRI at the FPG
Radiology Unit, while 22 patients at other centers made it available for reading.
TheMRI scans of three patients performed in other centers did not include the
SWI sequence. Patient details are summarized in Supplementary Table S1. A
flow chart of study population is shown in Supplementary Fig. S1.

Imaging
All examinations were performed using a 1.5 T MRI scanner with an eight-
channel head coil. All patients underwent turbo spin-echo (TSE) T1-weighted
imaging (T1WI) andT2WI, fluid-attenuated inversion recovery (FLAIR), DWI,
SWI, and contrast-enhanced T1 TSE WI.

Qualitative analysis was used to evaluate the following morphologic features:
tumor location, macroscopic hemorrhage, ependymal enhancement (EE), cor-
pus callosum infiltration (CCI), and midline shift (MS). Quantitative analysis
included themeasurement of tumor volumes (TV), including volume of necro-
sis, intratumoral susceptibility signal scores (ITSS), perilesional infiltrative and
vasogenic edema (VE), and ADC. The tumor and necrotic area volumes were
obtained with a dedicated workstation by analyzing a freehand-drawn region
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of interest (ROI) with a semiautomatic system. TV was calculated for all pri-
mary lesions except for two cases of GBMs lacking a “compact” component and
showing exclusively infiltrating characteristics. TV, necrosis score (NS), ITSS,
and vasogenic edema were not considered in the recurrences due to the paucity
and irregularity of lesions that the postradiotherapy alterations could somehow
mislead.

TV was defined on a T1-weighted contrast-enhanced image, and necrosis vol-
ume was defined as the central, nonenhancing tumor part (24). A simple
division of their volumes yielded the relative extent of necrosis within the tumor
(necrosis/tumor ratio = N/T). NS was assigned on the basis of the percentage
of intratumoral necrosis (score 1, <5%; score 2, between 5% and 20%; score
3, >20%; ref. 24). ITSS was measured on SWI images and scored according to
Gaudino and colleagues (ref. 25; as follows:0= absence of ITSS, 1= presence of
1–10 ITSS, 2 = presence of ≥11 ITSS). Measurement of perilesional infiltrative
and VE was automatically segmented on T2 and FLAIR images and scored as
0: less than half, or 1: more than half of the entire abnormality (26). ADC values
were measured on DWI sequence maps obtained by drawing an ROI of ap-
proximately 20 mm2 in correspondence of the enhancing portion of the tumor
and peritumoral region. In the preoperative MRI of the 10 recurrent tumors,
only EE, CCI, MS, and ADC values were considered because of the paucity of
pathologic tissue altered by postradiotherapy remodeling. The MRI features of
the study population are summarized in Supplementary Table S1.

Peripheral Blood Mononuclear Cells Isolation and Tumor
Specimens’ Dissection
At the time of surgery, 5 μL of blood was collected from each patient in a sterile
K3EDTA vacutainer tube. Peripheral blood mononuclear cells (PBMC) were
separated by differential centrifugation using a Ficoll-Hypaque density gradi-
ent (Histopaque-1077; Sigma-Aldrich), washed, and resuspended in RPMI1640
medium (Corning) supplemented with 10% heat-inactivated FBS (Corn-
ing), 200 mmol/L glutamine (Lonza), and 100 U/mL penicillin-streptomycin
(Lonza). After immersion in ice-cold 10% FBS RPMI1640 medium, the GBM
tissue was mechanically dissociated as described previously (27). For the study
of the TME, dissociated cells, containing both tumor and immune infiltrates,
were subjected to immunofluorescence as described in Flow cytometry analysis
paragraph.

Cell Culture and Transfection
All cell lines were maintained at 37°C in a 5% CO2 humidified atmosphere.
GB138 primary culture was established from acutely resected human GBM
originated from a woman and was kind gift from Prof. Rogister (Laboratory of
DevelopmentalNeurobiology, GIGA-Neurosciences, University of Liege, Liege,
Belgium; ref. 28). GB83 primary culture was established from human tissue
of mesenchymal GBM subtype derived from a 52-year-old male patient and
kindly gifted by Dr. Ricci-Vitiani (Department of Oncology and Molecular
Medicine, Istituto Superiore di Sanità, Rome, Italy; ref. 29). No authentication
was performed for the above-described cell lines. U87 is a cell line with ep-
ithelial morphology that was isolated from a male patient with GBM and was
purchased and authenticated by short tandem repeat profiling by the ATCC.
D54 cells originate from a 53-year-old male patient with GBM; human mono-
cytic THP-1 cells derive from acute monoblastic/monocytic leukemia of a
male child of 1 year. These latter were obtained and authenticated from the
CEINGE cell bank facility (https://www.ceinge.unina.it/en/cell-cultures). Each
cell line was tested for Mycoplasma after every thawing using a PCR-based
method suitable for the detection of 11 mollicutes and capable of detecting all

Mycoplasma species as indicated by Molla Kazemiha and colleagues (30).
After thawing, the cells were used in a range of passage numbers from the 4th
to the 10th–12th to keep safe the cell line identity. GB138 and U87 cells were
cultured in DMEM (Corning), whereas GB83 and D54 cells were cultured in
DMEM/Hams F-12 v/v (Corning). Human monocytic THP-1 cells (CEINGE
Cell Bank) were cultured in RPMI1640 (Corning). All media were supple-
mented with 10% heat-inactivated FBS (Corning), 200 mmol/L glutamine
(Lonza), and 100 U/mL penicillin-streptomycin (Lonza). For overexpression
and silencing experiments, cells were seeded in 6-multiwell plates at a den-
sity of 4 × 105 per well to obtain 60%–70% confluency. After 24 hours, cells
were transfected with the Metafectene Transfection System (Biontex) in accor-
dancewith themanufacturer’s recommendations; 3 μg of the plasmid of interest
(Supplementary Materials and Methods) was transfected per well. Transient
knockdown of FKBP51s was performed using a mix of three custom siRNAs
produced by Qiagen at a final concentration of 50 nmol/L, using No Sense
RNAas a control (SupplementaryMaterials andMethods). Cellswere harvested
36 hours after transfection.

Generation of Spheroids
The spheroids were generated as described by Garnier and colleagues (31).
Briefly, GB83 or GB138 cell lines were plated at a density of 1,000 cells/mL
and grown in serum-free medium supplemented with 20 ng/mL of recom-
binant EGF and 10 ng/mL FGF-2 (Sigma-Aldrich) and allowed to grow in
low-attachment condition for 7–10 days. Cancer stemness was evaluated in dis-
sociated GBM spheres by assessing the expression of stemnessmarkers (CD133,
EPHA2, NANOG, OCT 3/4, SNAIL, SOX2, and ZEB1) using qPCR (see qPCR
paragraph).

Cocultures of GBM Cells and THP-1
THP-1 monocytes (1 × 105cells/mL) were seeded into a 6-well plate and dif-
ferentiated into M0 macrophages by a 36-hour incubation with 100 ng/mL
phorbol 12-myristate 13-acetate (Sigma-Aldrich; ref. 32). Next, the cells were
washed three times with PBS and cultured for 36 hours in RPMI medium.
GB138 andGB83 differentiated cells or spheroids (1× 105 cells/mL)were seeded
with THP1-derived macrophages and cocultured in DMEM for 24 hours.
Spheroids in suspension were collected and separated by centrifugation of
supernatants. Adherent GBM cells and THP-1–derived macrophages were
harvested by trypsinization and distinguished by CD45 antigen expression
by flow cytometry (Flow cytometry analysis). In each experiment, THP-1-
derived macrophages and adherent and spheroid GB138 and GB83 cells were
maintained in monocultures as controls.

Flow Cytometry Analysis
The BD-Pharmigen Fc block (2.5 μg/106 cells) was used to minimize the non-
specific binding of immunoglobulins to Fc receptors before immunostaining
(18). PBMCs were resuspended at a concentration of 2 × 106/mL. A total
of 5–10 μL (in accordance with manufacturer’s instructions) of mouse mAb
(Supplementary Materials and Methods) were added to 50 μL of PBMC sus-
pension, as described previously (18), and incubated for 15 minutes in the dark
at room temperature (20°C–25°C). Next, 200 μL of a fixation/permeabilization
buffer (BD-Pharmingen Cytofix/Cytoperm Kit) for intracytoplasmic staining
and Transcription Factor Staining Buffer Set (eBioscience, Thermo Fisher
Scientific) for nuclear staining were added to each tube and incubated for
20 minutes in the dark at 4°C. The antibodies used for intracellular staining
are listed in Supplementary Materials and Methods. For each staining, an Ig
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isotype-conjugated antibody was used as a control for nonspecific binding.
Samples were acquired using a BD Accuri C6 Cytometer (Becton, Dickinson
and Company BD) and analyzed using FlowJo or C6 Accurì software.

Multiplex Bead-based Flow Cytometry
Serum samples were subjected to the human MACSplex cytokine 12-kit (Mil-
tenyi Biotec GmbH) to quantify the concentrations of GMCSF, IFNα, IFNγ,
lL2, IL4, IL5, IL6, IL9, IL10, IL12p70, IL17A, and TNFα according to the man-
ufacturer’s instructions (see also Supplementary Materials and Methods for
details).

qPCR
Total RNA was extracted using TRIzol (Sigma-Aldrich) according to the man-
ufacturer’s instructions. A total of 1 μg of each RNA sample was used for cDNA
synthesis using iScript Reverse Transcription (Bio-Rad). Gene expression was
quantified by qPCR using SsoAdvanced SYBR Green Supermix (Bio-Rad) and
Bio-Rad CFX96 Real-Time PCR detection system according to the manufac-
turer’s instructions. Specific qPCR primers for the relative quantification of the
transcripts were employed using coamplified SDHA, RPS18, or BACT as an in-
ternal control for normalization. The absolute quantification of transcripts was
calculated using the 2ˆ−DeltaCt method (DeltaCt = Ct of the target gene −
Ct of the housekeeping gene) to represent the expression differences between
different patients. Relative expression 2−�Ct ± SD and the mean fold change
= 2−(average ��Ct) ± SD were calculated using the mean difference in �Ct be-
tween the genes and internal control. �Ct was calculated using the differences
in the mean Ct values between the genes and internal control. Oligo sequences
are reported in Supplementary Materials and Methods.

Immunoblot
Whole-cell lysates were prepared as described previously (17) and assayed
by immunoblotting. Briefly, samples were denatured for 5 minutes at 95°C,
then loaded in 8%/10% T SDS-PAGE, and transferred into a methanol-
activated polyvinylidene difluoridemembrane (Immobilon-P; Sigma-Aldrich).
The membranes were incubated with the primary antibody at 4°C overnight.
Primary antibodies Supplementary Materials and Methods) were diluted
as follows: anti-phospho-STAT3, anti-FKBP51, and anti-FKBP51s were used
at a dilution of 1:2,000. Anti-phospho-STAT6, anti-STAT3, and anti-STAT6
antibodies were used at dilution 1:500. Anti-β-Actin, anti-Vinculin, anti-
G3PDH and anti-γ-tubulin were used at the dilution of 1:5,000. After washes,
membranes were incubated with secondary antibodies for 1 hour, at room
temperature. Anti-mouse and anti-rabbit secondary antibodies horseradish
peroxidase–conjugated (ImmunoReagents) were diluted at 1:5,000. The protein
bands were visualized with a chemiluminescence detection system (Western
Blotting Luminol Reagent, Santa Cruz Biotechnology). Quantification of bands
was obtained by densitometry analysis using ImageJ 1.42q for Macintosh, see
details in Supplementary Materials and Methods.

Statistical Analysis
The subjects were divided into two groups usingWard clusteringmethod based
on the variable parameters measured in the tumor specimens. We used the
Mann–Whitney, the χ2, Fisher, and Student t tests, when appropriate, to assess
the differences between the two groups. The Welch correction was applied in
case of two sample means significantly different, but variances and/or the sam-
ple size were unequal. To plot the heat maps, the data were scaled to row-wise
Z-scores. ANOVAandPearson correlation tests were used formultiple compar-
isons and correlative studies. For the Kaplan–Meier survival estimate, patients

were divided according to the median FKBP51s-tumor expression value [197
mean fluorescence intensity (MFI), range 0/4134 MFI]. Statistical significance
was set at P ≤ 0.05. Analyses were performed using the R environment for sta-
tistical computing (v4.1.0) and GraphPad 7.0a for Macintosh. Cox regression
served to multivariate analysis.

Data Availability
The data generated in this study are included in this article and its
Supplementary Data.

Results
Tumor-infiltrating Macrophages of GBM Tumors
Distinguish Two Groups of Patients
Clustering of TME data (Fig. 1A, top) identified two groups that differed sig-
nificantly in the frequency of M2 macrophages (CD206, CD163, PD-L1, CD36,
CD169, Arginase, FKBP51s) that were increased in group 2. An increased pro-
portion of CD68 andCD80macrophageswas also observed in group 2 (Fig. 1B).
No difference was recorded between CD45 cells and CD14 macrophages in-
filtrating the tumor (Fig. 1B). The frequency (Fig. 1B) and the brightness
(Supplementary Fig. S2) of HLA-DR macrophages was similar between the
two groups (Fig. 1B). FKBP51s, PD-L1, and HLA-DR expressions were also
measured in tumor cells and included as annotation tracks (Fig. 1A and B). Tu-
mors clustered in group 2 expressed FKBP51s and PD-L1 at higher levels, in
comparison with group 1 tumors. For details of immunophenotyping of tumor
samples, see Supplementary Materials and Methods. PB immunophenotyping
was performed using the same M1 and M2 markers employed to analyze the
TME biparametrically with FKBP51s and Arg, and analysis was carried out as
described previously (15). The number of CD3 lymphocytes (CD4, CD8, and
regulatory T cells/Treg) was measured. The data (Fig. 1A, bottom) are rep-
resented as box plots in Fig. 1C. A general increase in CD14/Arg cells was
observed in group 2, along with the counts of PD-L1/FKBP51s, CD206, and
CD206/FKBP51smacrophages. CD163macrophages showed an opposite trend,
as their counts (and those of CD163/Arg) were increased in group 1. No differ-
ence was found in CD163/FKBP51s between the two groups. Flow cytometry
results are provided as Supplementary, Immunophenotyping values.

Tumor Expression of FKBP51s is Associated with
Immunosuppressive TME and Systemic Tolerogenic
Immune Condition
Because the group 2 was characterized by tumor-FKBP51s expression sig-
nificantly higher than that of group 1 (Fig. 1B, bottom), we investigated
whether FKBP51s regulated STAT3 activation, a transcription factor that sus-
tains GBM-induced immunosuppression (33). To this end, we used the GB138
cell line established from a patient tumor (28) and modulated the expression of
FKBP51s. As shown in Fig. 2A (left), overexpression of FKBP51s, but not canon-
ical FKBP51, upregulated the pSTAT3 levels. Conversely, depletion of FKBP51s
reduced such levels (Fig. 2A, right). Immunoblots of other three GBM cell
lines confirm these results (Supplementary Fig. S3). The association between
tumor FKBP51s expression and pSTAT3 levels was observed in four GBM sam-
ples from patients (Fig. 2B). Correlative analyses of tumor FKBP51s-expression
with TME-TAMs calculated an association with severalM2 phenotypes, specif-
ically: CD206 (Pearson r= 0.5; P= 0.001), PD-L1 (Pearson r= 0.5; P= 0.001),
FKBP51s (Pearson r = 0.8; P < 0.0001), CD36 (Pearson r = 0.5; P = 0.002),
CD169 (Pearson r = 0.7; P < 0.0001), and Arg (Pearson r = 0.7; P < 0.0001;
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FIGURE 1 GBM TME analysis clusters two groups that differ in TAM composition. A, The subjects were divided into two groups using the Ward
hierarchical clustering method based on the variable parameters measured in the TME (top heat map). The data from PB (bottom heat map) were not
used for clustering, they followed the separation of TME data. Age, gender, HLA-DR tumor, FKBP51s tumor, PD-L1 tumor, and % of total infiltrating CD14
are reported as annotations of the heat map. B, Values of TME immunophenotype measured for each cluster are reported as box plots. C, Values
of PB immunophenotype are reported as box plots. The P values of statistical difference tests are shown. *, P < 0.05; **, P < 0.01; ***, P < 0.001;
****, P < 0.0001.

Fig. 2C), with the microglia marker CD68 (Pearson r= 0.6; P< 0.0001) and, as
expected (16, 19) with tumor-PD-L1 expression (Pearson r = 0.9; P < 0.0001).
No correlation was observed with other TME markers (Supplementary Table
S2). In addition, Pearson correlation coefficient test revealed an association be-
tween tumor-FKBP51s expression and various PB-TAMs, specifically: CD169
(r = 0.32; P = 0.05), CD206 (r = 0.52; P = 0.001), CD206/FKBP51s (r = 0.55;
P= 0.0005), PD-L1 (r= 0.48; P= 0.03), PD-L1/FKBP51s (r= 0.6; P= 0.0001),
and Tregs (r = 0.57; P = 0.0003; Fig. 2D). No correlation was observed with
other immunophenotypes (Supplementary Table S3). Flow cytometry results
of FKBP51s expression were confirmed by immunoblotting of seven GBM pro-
tein extracts (Supplementary Fig. S4). Examining cytokine levels in patient sera
revealed a significant increase in IFNα in group 1 versus group 2 (Fig. 2E).
Although such an increase appeared negligible when correction for multiple
comparisons was applied (Supplementary Fig. S5), linear regression analysis re-
vealed that IFNα (Fig. 2F) and IL17A negatively correlated with tumor FKBP51s
(Fig. 2G). Tumor FKBP51s connoted patients with GBM with reduced survival
(Fig. 2H).Multivariate analysis revealed that the association always remains sig-
nificant (P= 0.02), adding possible confounders (Table 1). The finding that low
levels of proinflammatory cytokines corresponded to increased M2 and Treg
counts supports an anti-inflammatory and immunosuppressive condition in

FKBP51s tumors. As several MRI characteristics of tumor aggressiveness were
independent of this biomarker (Supplementary Table S4), it is reasonable that
a pronounced immunosuppression could sustain the unfavorable outcome of
FKBP51s tumors.

CD163/FKBP51s PB-TAMs are a Common Feature
of GBM Tumors
Aprevious study found that CD163/FKBP51s cells in the PB increased following
incomplete tumor resection (15), suggesting that tumor persistence associated
with disruption of the blood-brain barrier promotes the release of these TAMs
into circulation. As GBM immune edits infiltrating myeloid cells (7) and given
that CD163/FKBP51s are equally distributed in the two clusters (Fig. 1C), we
investigated the role of the tumor in generating this macrophage phenotype.
To this end, we cocultured M0 macrophages and tumor cells using patient-
derived cell lines GB138 (28) and GB83 (29). Cocultures were performed with
M0+adherent cells or M0+spheroids. Supplementary Figure S6 shows en-
riched expression of stemness genes in spheroid-forming cells, in comparison
with cells grown in adhesion. The cells were subjected to quadruple staining
using CD163, FKBP51s, HLA-DR, and CD45 (for gating, see Supplementary
Fig. S7A). Our results show that CD163/FKBP51s macrophages were induced
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FIGURE 2 FKBP5 splicing in GBM tumors sustains STAT3 activation and is accompanied by systemic tolerogenic immune condition. A, Left, IB of
GB138 cell transfected with Flag-FKBP51, Flag-FKBP51s or correspondent EV as control. The spliced FKBP51s, but not the canonical FKBP51, increased
pSTAT3 levels (N = 3). Right, IB of GB138 cell transfected with siFKBP51s or a nonsilencing RNA (NS) as control. Compared with control (NS) cells,
siFKBP51s treated cells showed impaired levels of pSTAT3 (N = 3). B, Immunoblot of pSTAT3 expression 4 GBMs, samples 2 and 4 show that pSTAT3
corresponded to FKBP51s expression. Linear regression of tumor-FKBP51s with TME-TAMs (C) and PB-TAMs (D). The Pearson correlation coefficient
test calculated a positive correlation with the indicated TAMs (see Supplementary Table S2). E, IFNα levels in clusters 1 and 2. F and G, Linear
regression of tumor-FKBP51s and IFNα or IL17A. H, Kaplan–Meier curves for OS rates, compared between FKBP51shigh and FKBP51slow patients. The
two groups were divided according to the median value of tumor FKBP51s expression. EV = empty vector; IB = immunoblot.

TABLE 1 Cox regression analysis for overall survival with multiple
variables

95.0% CI for
Exp(B)

Factors P value Exp (B) Lower Upper

Tumor FKBP51s (High, Low) 0.026 30.347 1.501 613.692
Age (y) 0.070 1.198 0.986 1.456
Sex (M/F) 0.102 10.002 0.631 158.601
Corpus callosum infiltration

(no, yes)
0.754 0.739 0.112 4.899

Tumor volume (cm3) 0.451 0.989 0.960 1.019
Resection (total, partial) 0.098 0.033 0.001 1.886
Midline shift (no, yes) 0.629 0.575 0.061 5.414
ADC value 10−6 mm2/second 0.745 0.999 0.996 1.003

by the interaction of M0 with adherent tumor cells (bulk tumor) more than
spheroids (stem cell component; Fig. 3A and B; Supplementary Fig. S7B).
Interestingly, we found that HLA-DR was significantly upregulated in M0
macrophages cocultured with spheroids (P= 0.002 and P= 0.01 for cocultures
with GB138 and GB83 spheroids, respectively; Fig. 3C and D; Supplementary
Fig. S7C). Tumor cells, particularly spheroids, were also stained for HLA-DR
(Fig. 3C and D, white histograms). These results suggest that bulk tumor and
cancer stem cells have opposite effects on macrophage polarization, induc-
ing M2 and M1 phenotypes, respectively. This hypothesis is supported by the
quantification of transcript levels of IL and IL, which are crucial factors
in alternative macrophage polarization (12, 32), in adherent tumor cells and
spheroids (Supplementary Fig. S7D and S7E), showing a significant difference
in expression in favor of bulk tumor (GB138 spheroid vs. bulk: P = 0.017 and
P= 0.009 for IL and IL; GB83 spheroid vs. bulk:P= 0.001 andP= 0.0029 for
IL and IL). Among heterogeneous M2 macrophages, a subgroup, identified
by pSTAT6 expression, exhibits the most protumoral properties (12) and mi-
gration ability (34, 35). Protein extracts from 5 GBM patients’ PBMCs showed
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FIGURE 3 Effect of the tumor on macrophage polarization. Cocultures of M0 cells with GB138 (A) and GB83 (B), either adherent cell or spheroid.
Expression of CD163 on macrophages was upregulated in cocultures with adherent cells (red column) more than spheroids (gray column). Part of
CD163 macrophages expressed FKBP51s (N = 3). Cocultures of M0 cells with GB138 (C) and GB83 (D), either adherent cell or spheroid. Expression of
HLA-DR (MFI) on macrophages was upregulated in cocultures with spheroids (gray column). HLA-DR’s expression was also registered on tumor cells,
particularly spheroids (N = 3). E, Immunoblot of pSTAT6 expression in PBMCs of 5 patients with GBM. Samples 2 and 3 show pSTAT6. Corresponding
values of CD163/FKBP51s (top) and PD-L1/FKBP51s or CD206/FKBP51s (bottom) PB-TAMs are also shown. F, Graphic representation of pSTAT6 levels
(MFI) in CD163 macrophages from cocultures (N = 5). Coexpression of FKBP51s in CD163 significantly increased pSTAT6 (see Supplementary Fig. S5F
and S5G). G, Immunoblot of pSTAT-6 levels in cocultures. Tumor cell–macrophage interaction induced STAT6 activation (N = 3).

that expression of pSTAT6 (Fig. 3E lanes 2 and 3) was associated with increased
counts of CD163/FKBP51s PB-TAMs (Fig. 3E, top) but not PD-L1/FKBP51s or
CD206/FKBP51s (Fig. 3E, bottom). We then measured pSTAT6 expression in
macrophages coculturedwithGBMcells using flow cytometry. Cocultures were
stained with CD45, CD163, FKBP51s, and pSTAT6. After gating CD45 cells, a
second gate was placed on CD163/FKBP51s+ or CD163/FKBP51s− cells (Sup-
plementary Fig. S7F). Measurement of pSTAT6 (Fig. 3F; Supplementary Fig.
S7G) showed that FKBP51s remarkably increased its level. Activation of pSTAT6
in the cocultures was confirmed by immunoblotting (Fig. 3G).

Immunologic Markers as Indicators of Imaging Profile
To gain more knowledge about various TAMsmeasured in patients with GBM,
we carried out a study to identify a possible association between TAMs and the
MRI parameters used to evaluate the malignancy characteristics of gliomas.
To this end, we performed a correlative analysis of TAMs with MRI profiles,
which also involved examining immunologic markers expressed by the tumor.
As radiologic phenotypes are often influenced by treatment (36), primary and

recurrent tumors were analyzed separately. Supplementary Figure S8 shows a
comparison between the flow cytometry data of TME and PB from primary
tumors and recurrences. The only difference observed was in HLA-DR and
CD206 TME-TAMs, whichwere higher in primary tumors than in recurrences.
No significant differences were registered between PB-TAMs counts. Given the
availability ofMRI data, CCI,ADC,MS, andEEwere analyzed in either primary
or recurrent tumors (Supplementary Figs. S9–S12), whereas TV, NS, ITSS, and
VE were analyzed in primary tumors only (Supplementary Figs. S13–S16).

Significant associations were found between immunophenotyping values
from TME or PB with CCI (Supplementary Fig. S9), ADC (Supplementary
Fig. S10), MS (Supplementary Fig. S11), TV (Supplementary Fig. S13), and NS
(Supplementary Fig. S14).

Specifically, in recurrences with CCI, the brightness of infiltrating HLA-DR
TAMs was significantly decreased, compared with recurrences without CCI
(P = 0.02), and a concurrent increase in CD163/FKBP51s PB-TAMs
(P = 0.03) was registered (Supplementary Fig. S9). Pearson correlation test
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FIGURE 4 Immunologic markers as indicators of imaging profiles. A, Linear regression of MFI values of HLA-DR TME-TAMs and the counts of
CD163/FKBP51s PB-TAMs versus CCI (upper images). T2 FLAIR and (lower images) T1 with gadolinium on the sagittal plane, passing through the CC.
No alteration of the CC signal in the left images. The right images show the infiltration of the anterior trunk of the CC (arrows). B, Linear regression
of tumor HLA-DR expression and ADC. Representative ADC maps of left hemispheric GBMs. The signal of the solid tumor component appears
hyperintense in a GBM of the frontoparietal lobe in the left hemisphere (right, high ADC value), low intense signal in a GBM of the temporal lobe of the
right hemisphere (left, low ADC value). C, Correlation of TV versus HLA-DR brightness of TME-TAMs or versus counts of PD-L1 TME-TAMs. Axial T1w
images after gadolinium show on the left a GBM with a small focal area of enhancement in the left frontal lobe (small TV). In contrast, the image on the
right shows a GBM with an extensive enhancement area in the right frontal lobe (large TV). D, Correlation of NS with tumor PD-L1 expression and
counts of PD-L1/FKBP51s PB-TAMs. T1w axial images after gadolinium: (left) frontal GBM in the right hemisphere shows vivid enhancement, which
spares only small necrotic areas (NS: 1); (right), GBM in the frontoparietal lobe of the left hemisphere shows predominantly peripheral gadolinium
enhancement with a large central necrotic component (NS: 3).

confirmed a negative correlation of CCI with HLA-DR brightness of TME-
TAMs (r=−0.71;P= 0.02) andCD163/FKBP51s PB-TAMs (r= 0.69;P= 0.03).
Figure 4A shows representative MRI of recurrences without or with CCI.

In primary tumors, cell density generating the ADC map was related to tumor
HLA-DR expression (Pearson r = −0.40; P = 0.05; Fig. 4B; Supplementary
Fig. S10).

A linear correlation subsisted between TV and either PD-L1 (Pearson r =
0.63; P = 0.001) and HLA-DRbright TME-TAMs (Pearson r = 0.40; P = 0.01;
Fig. 4C). Also, tumors with MS showed an increased infiltration with HLA-
DRbright TME-TAMs (Supplementary Fig. S11). TV and midline shift were
MRI-associated features (Supplementary Table S5).

Regarding tumor necrosis, ANOVA analysis revealed variations in FKBP51s
TME-TAMs and CD163 and CD163/FKBP51s PB-TAMs in three patient groups
categorized according to the NS (0+1, 2,3; Supplementary Fig. S14). A linear as-
sociation of NS with tumor PD-L1 expression (Pearson r = 0.30; P = 0.03) and

PD-L1/FKBP51s PB TAMs (Pearson r = 0.38; 0.05; Fig 4D; Supplementary Ta-
ble S6) suggested that PD-L1–expressing tumors aremore prone to necrosis. An
association was found between NS with ITSS score (Supplementary Table S7).
The intratumoral areas of low signal on susceptibility images rely on multiple
factors additional to necrosis, including intratumoral microhemorrhage, calci-
fication, and neovascularization. We did not find any correlation between ITSS
and TAMs (Supplementary Fig. S15; Supplementary Table S8).

Discussion
Our study characterized TAMs in GBM using FKBP51s along with classical M1
andM2macrophage markers. Through TAM correlation withMRI profiles, we
gained a deeper understanding of the significance of the different macrophage
phenotypes in GBM. At the same time, our examination of tumor cells revealed
that the spliced isoformof the FKBP5 gene can also serve as a prognosticmarker
for GBM.
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We identified two distinct TME groups that were sorted on the basis of the
clustering of different TME-TAM phenotypes. TME of the second cluster was
found to be rich in M2 macrophages, and tumors with high FKBP51s expres-
sion were clustered in this second group. In PB, a range of M2 phenotypes, a
Th17/Treg balance skewed toward Tregs, and reduced levels of type I IFN were
all associated with GBM tumors expressing high FKBP51s levels. Such tumors
exhibited STAT3 activation and were associated with poor survival. On the ba-
sis of the data that several MRI characteristics of tumor aggressiveness were
found to be independent of this biomarker, it is reasonable to conclude that
a pronounced immunosuppression could be a key factor contributing to the
unfavorable outcome of FKBP51s tumors.

Coculture assays have revealed that GBM cells grown in adherence facilitate the
development of CD163/FKBP51s macrophages, which exhibited active STAT6
levels, a transcription factor enabling migration and invasion properties of
macrophages (34, 35). This finding has led to speculation about the possibility
that development of these macrophages could occur in the brain helping in-
filtration and invasion in the brain parenchima of malignant glioma cells. The
evidence shows that in cases of recurrences with callosal infiltration, there is a
significant increase in CD163/FKBP51s PB-TAMs as compared with the cases
without CCI. On the other hand, spheroids tend to promote M1 polarization,
which is indicated by the intense HLA-DR expression (37, 38). This finding
suggests that M1 macrophages may infiltrate alongside cancer stem cells. The
drastic decrease in infiltrating M1 macrophages accompanying the increase in
CD163/FKBP51s PB-TAMs raises the hypothesis of the relocation of cancer
stem cells to other brain areas. This hypothesis deserves in-depth investiga-
tion to gain valuable insights into the mechanisms of cancer progression in the
brain.

A vigorous HLA-DR intensity in tumor-infiltrating macrophages positively
correlated with TV. Zhou and colleagues found a correlation between M1
macrophage infiltration and poor survival outcomes and therapy resistance of
GBMs (39). Results of coculturewith spheroids suggest that highM1 infiltration
could reflect the content of glioma stem cells that replenish the tumor.

Our study revealed that GBMs with large necrotic areas express PD-L1 and
have increasedPD-L1/FKBP51s PB-TAMs, consistentwith a previous study (15).
With its precise detection capabilities, MRI can accurately identify necrotic
regions that suggest a grade IV glioma (18) and poor prognosis (40). This
TAM subset can serve as a valuable marker to support MRI diagnosis, thereby
improving the accuracy and efficacy of glioma diagnosis.

HLA-DRbelongs toMHCclass II antigens that, differently fromMHC I, are not
ubiquitously expressed by tissue cells but are involved in antigen presentation
to effector lymphocytes and are expressed in limited subsets of immune cells,
including macrophages and activated CD4 T cells. Diao and colleagues discov-
ered that the level of HLA-DR expression was closely linked to the degree of
malignancy in gliomas, indicating that HLA-DR could be used as a biomarker
for glioma malignancy (21). Our study has found a direct relationship between
the expression of HLA-DR in tumors and ADC values. We also found that
HLA-DR can be particularly intense in the stem cell component. It is noted
that ADC values reflect tumor cellularity; precisely, low ADC values are related
to higher tumor cellularity, which is associated with reduced glioma survival
(41). By correlation analysis with the MRI parameter of ADC, we found that
low ADC values corresponded to high tumor HLA-DR expression, thus cor-
roborating previous findings that HLA-DR is effectively a biomarker of gliomas
associated with malignancy. Our findings underline the translational relevance

of our study that combines MRI with immunologic signature of GBM to gain
more knowledge about this tumor.

Collectively, our findingsmake a compelling case for further research on the use
of TAM subsets as diagnostic markers for GBMs. It should be noted that the in-
teraction between cancer cells and immune cells requires further investigation.
Therefore, coculture findings must be approached with caution.

Another limitation of our study is the lack of investigation of M1 functions in
support of cancer stem cells and of evidence supporting the suggested abil-
ity of CD163/FKBP51s TAMs to migrate to brain areas far from the tumor. In
addition, we have not considered advanced MRI methods that could provide
more information about the TME. Several advanced radiographic techniques
are emerging for studying immune cells within the GBM TME. Radiomics ex-
tracts and analyzes many quantitative features from medical images that can
predict the presence and density of immune cells within the TME (42). PET
has significantly advanced our understanding of neuroinflammation thanks
to tracers that selectively bind to activated microglia and macrophages (43).
Immuno-PET, which conjugates radionucleotides withmolecules targeting im-
mune cells, is in development for immune cell imaging and the evaluation of
immunotherapies (43). Ferumoxytol, an intravenous iron oxide nanoparticle-
based contrast agent used in MRI, visualizes immune infiltration within the
brain tumor by TAM accumulation (44). However, these techniques are partly
in a preclinical stage and do not fully resolve critical issues ofmorphologicMRI,
also they need expert neuroradiologists.

The current study is groundbreaking in revealing that PB can be considered a
surrogate liquid biopsy for patients with GBM. By identifying the similarity in
the composition of TAMs between the TME and PB, this study has provided
proof of reliable biomarkers that can be used for noninvasive clinical evalua-
tion. Not only that, but this study has also identified FKBP51s as a prognostic
biomarker of GBM tumors.

Although the study needs to be expanded, the results are original and innova-
tive. They provide a promising breakthrough in the routine diagnostic protocols
for patients with GBM. With the implementation of TAM as reliable biomark-
ers, clinicians could enhance their evaluation protocols and improve patient
outcomes. This study is a stepping stone to transforming GBM diagnosis and
monitoring.

Funding
This work was funded by National Center for Gene Therapy and Drugs based
on RNA Technology MUR-CN3 CUP E63C22000940007.

Authors’ Disclosures
E. Sala reports personal fees from GE Healthcare and BRACCO outside the
submitted work; and is shareholder of Lucida Medical. No disclosures were
reported by the other authors.

Authors’ Contributions
C. Giordano: Conceptualization, data curation, supervision, investigation,
visualization, methodology, writing-original draft, writing-review and edit-
ing. L. Marrone: Data curation, formal analysis, investigation, visualization,

1304 Cancer Res Commun; 4(5) May 2024 https://doi.org/10.1158/2767-9764.CRC-24-0083 | CANCER RESEARCH COMMUNICATIONS



Integrating TME, Peripheral Blood, and Imaging in Glioma

methodology. S. Romano: Conceptualization, investigation, visualization,
methodology. G.M. Della Pepa: Conceptualization, data curation, valida-
tion, investigation, visualization, methodology. C.M. Donzelli: Investigation,
visualization, methodology. M. Tufano: Investigation, methodology. M. Ca-
passo: Software, formal analysis, investigation, visualization, methodology.
V.A. Lasorsa: Software, formal analysis, investigation, visualization, method-
ology. C. Quintavalle: Investigation, methodology. G. Guerri: Investigation,
visualization, methodology.M. Martucci: Investigation, methodology. A. Au-
ricchio: Investigation, visualization, methodology. M. Gessi: Investigation,
visualization, methodology. E. Sala: Supervision, validation, visualization,
writing-review and editing. A. Olivi: Supervision, validation, visualization.
M.F. Romano: Conceptualization, resources, data curation, formal analy-

sis, supervision, funding acquisition, validation, investigation, visualization,
methodology, writing-original draft, project administration, writing-review
and editing. S. Gaudino: Conceptualization, data curation, supervision,
validation, investigation, visualization, writing-review and editing.

Note
Supplementary data for this article are available at Cancer Research Comm-
unications Online (https://aacrjournals.org/cancerrescommun/).

Received February 05, 2024; revised March 21, 2024; accepted April 19, 2024;
published first May 16, 2024.

References
1. Rong L, Li N, Zhang Z. Emerging therapies for glioblastoma: current state and

future directions. J Exp Clin Cancer Res 2022;41: 142.

2. Vogelbaum MA. The benefit of surgical resection in recurrent glioblastoma.
Neuro Oncol 2016;18: 462-3.

3. Yan JL, Li C, Boonzaier NR, Fountain DM, Larkin TJ, Matys T, et al. Mul-
timodal MRI characteristics of the glioblastoma infiltration beyond contrast
enhancement. Ther Adv Neurol Disord 2019;12: 1756286419844664.

4. Qin D, Yang G, Jing H, Tan Y, Zhao B, Zhang H. Tumor progression and
treatment-related changes: radiological diagnosis challenges for the evaluation
of post treated glioma. Cancers 2022;14: 3771.

5. Martucci M, Russo R, Schimperna F, D’Apolito G, Panfili M, Grimaldi A, et al.
Magnetic resonance imaging of primary adult brain tumors: state of the art and
future perspectives. Biomedicines 2023;11: 364.

6. Jackson CM, Choi J, Lim M. Mechanisms of immunotherapy resistance: lessons
from glioblastoma. Nat Immunol 2019;20: 1100-9.

7. Gangoso E, Southgate B, Bradley L, Rus S, Galvez-Cancino F, McGivern
N, et al. Glioblastomas acquire myeloid-affiliated transcriptional programs
via epigenetic immunoediting to elicit immune evasion. Cell 2021;184:
2454-70.

8. Pinton L, Masetto E, Vettore M, Solito S, Magri S, D’Andolfi M, et al. The immune
suppressivemicroenvironment of human gliomas depends on the accumulation
of bonemarrow-derivedmacrophages in the center of the lesion. J Immunother
Cancer. 2019;7: 58.

9. Gieryng A, Pszczolkowska D, Walentynowicz KA, Rajan WD, Kaminska B.
Immune microenvironment of gliomas. Lab Invest 2017;97: 498-518.

10. Karimi E, Yu MW, Maritan SM, Perus LJM, Rezanejad M, Sorin M, et al. Single-cell
spatial immune landscapes of primary and metastatic brain tumours. Nature
2023;614: 555-63.

11. Ricketts TD, Prieto-Dominguez N, Gowda PS, Ubil E. Mechanisms of
macrophage plasticity in the tumor environment: manipulating activation state
to improve outcomes. Front Immunol 2021;12: 642285.

12. Yao Y, Xu XH, Jin L. Macrophage polarization in physiological and pathological
pregnancy. Front Immunol 2019;10: 792.

13. Chae M, Peterson TE, Balgeman A, Chen S, Zhang L, Renner DN, et al. In-
creasing glioma-associated monocytes leads to increased intratumoral and
systemic myeloid-derived suppressor cells in a murine model. Neuro Oncol
2015;17: 978-91.

14. Bloch O, Crane CA, Kaur R, Safaee M, Rutkowski MJ, Parsa AT. Gliomas promote
immunosuppression through induction of B7-H1 expression in tumor-associated
macrophages. Clin Cancer Res 2013;19: 3165-75.

15. Giordano C, Sabatino G, Romano S, Della Pepa GM, Tufano M, D’Alessandris
QG, et al. Combining magnetic resonance imaging with systemic monocyte
evaluation for the implementation of GBM management. Int J Mol Sci 2021;22:
3797.

16. Romano S, D’Angelillo A, Romano MF. Pleiotropic roles in cancer biology for
multifaceted proteins FKBPs. Biochim Biophys Acta 2015;1850: 2061-8.

17. Romano S, D’Angelillo A, Staibano S, Simeone E, D’Arrigo P, Ascierto PA, et al.
Immunomodulatory pathways regulate expression of a spliced FKBP51 isoform
in lymphocytes of melanoma patients. Pigment Cell Melanoma Res 2015;28:
442-52.

18. Troiani T, Giunta EF, Tufano M, Vigorito V, Arrigo P, Argenziano G, et al. Alterna-
tive macrophage polarisation associated with resistance to anti-PD1 blockade
is possibly supported by the splicing of FKBP51 immunophilin in melanoma
patients. Br J Cancer 2020;122: 1782-90.

19. D’Arrigo P, Russo M, Rea A, Tufano M, Guadagno E, Del Basso De Caro ML, et al.
A regulatory role for the co-chaperone FKBP51s in PD-L1 expression in glioma.
Oncotarget 2017;8: 68291-304.

20. D’Arrigo P, Digregorio M, Romano S, Tufano M, Rea A, Hausch F, et al. The
splicing FK506-binding protein-51 isoform plays a role in glioblastoma resis-
tance through programmed cell death ligand-1 expression regulation. Cell Death
Discov 2019;5: 137.

21. Diao J, Xia T, Zhao H, Liu J, Li B, Zhang Z. Overexpression of HLA-DR is
associated with prognosis of glioma patients. Int J Clin Exp Pathol 2015;8:
5485-90.

22. Louis DN, Perry A, Wesseling P, Brat DJ, Cree IA, Figarella-Branger D, et al. The
2021 WHO classification of tumors of the central nervous system: a summary.
Neuro Oncol 2021;23: 1231-51.

23. Rønning PA, Helseth E, Meling TR, Johannesen TB. A population-based study
on the effect of temozolomide in the treatment of glioblastoma multiforme.
Neuro Oncol 2012;14: 1178-84.

24. Palpan Flores A, Vivancos Sanchez C, Roda JM, Cerdán S, Barrios AJ, Utrilla C,
et al. Assessment of pre-operativemeasurements of tumor size byMRImethods
as survival predictors in wild type IDH glioblastoma. Front Oncol 2020;10: 1662.

25. Gaudino S, Marziali G, Pezzullo G, Guadalupi P, Giordano C, Infante A, et al. Role
of susceptibility-weighted imaging and intratumoral susceptibility signals in
grading and differentiating pediatric brain tumors at 1.5 T: a preliminary study.
Neuroradiology 2020;62: 705-13..

26. Zhou J, Reddy MV, Wilson BKJ, Blair DA, Taha A, Frampton CM, et al.
MR imaging characteristics associate with tumor-associated macrophages in
glioblastoma and provide an improved signature for survival prognostication.
AJNR Am J Neuroradiol 2018;39: 252-9.

27. Pallini R, Ricci-Vitiani L, Banna GL, Signore M, Lombardi D, Todaro M, et al.
Cancer stem cell analysis and clinical outcome in patients with glioblastoma
multiforme. Clin Cancer Res 2008;14: 8205-12.

28. Kroonen J, Nassen J, Boulanger YG, Provenzano F, Capraro V, Bours V, et al. Hu-
man glioblastoma-initiating cells invade specifically the subventricular zones
and olfactory bulbs of mice after striatal injection. Int J Cancer 2011;129:
574-85.

AACRJournals.org Cancer Res Commun; 4(5) May 2024 1305

https://aacrjournals.org/cancerrescommun/


Giordano et al.

29. Ricci-Vitiani L, Pallini R, Biffoni M, Todaro M, Invernici G, Cenci T, et al. Tumour
vascularization via endothelial differentiation of glioblastoma stem-like cells.
Nature 2010;468: 824-8.

30. Molla Kazemiha V, Shokrgozar MA, Arabestani MR, Shojaei Moghadam M, Azari
S, Maleki S, et al. PCR-based detection and eradication of mycoplasmal infec-
tions from various mammalian cell lines: a local experience. Cytotechnology
2009;61: 117-24.

31. Garnier D, Renoult O, Alves-Guerra MC, Paris F, Pecqueur C. Glioblastoma stem-
like cells, metabolic strategy to kill a challenging target. Front Oncol 2019;9:
118.

32. Baxter EW, Graham AE, Re NA, Carr IM, Robinson JI, Mackie SL, et al. Standard-
ized protocols for differentiation of THP-1 cells to macrophages with distinct
M(IFNγ+LPS), M(IL-4) andM(IL-10) phenotypes. J Immunol Methods 2020;478:
112721.

33. Piperi C, Papavassiliou KA, Papavassiliou AG. Pivotal role of STAT3 in shaping
glioblastoma immune microenvironment. Cells 2019;8: 1398.

34. Binnemars-Postma K, Bansal R, Storm G, Prakash J. Targeting the Stat6 path-
way in tumor-associated macrophages reduces tumor growth and metastatic
niche formation in breast cancer. FASEB J 2018;32: 969-78.

35. Lee S, Shan J, Aldossary H, Gaudreault V, Bazett M, Fixman ED. STAT6 inhibitory
peptide reduces dendritic cell migration to the lymph nodes to control Th2
adaptive immunity in the mouse lung. Eur J Immunol 2019;49: 157-69.

36. Nowosielski M, Ellingson BM, Chinot OL, Garcia J, Revil C, Radbruch A, et al.
Radiologic progression of glioblastoma under therapy-an exploratory analysis
of AVAglio. Neuro Oncol 2018;20: 557-66.

37. Palojärvi A, Petäjä J, Siitonen S, Janér C, Andersson S. Low monocyte HLA-
DR expression as an indicator of immunodepression in very low birth weight
infants. Pediatr Res 2013;73: 469-75.

38. Ahmed I, Ismail N. M1 and M2 macrophages polarization via mTORC1 influences
innate immunity and outcome of Ehrlichia infection. J Cell Immunol 2020;2:
108-15.

39. Zhou Z,Wen L, Lai M, Shan C,Wang J, Wang R, et al. Increased M1 macrophages
infiltration correlated with poor survival outcomes and radiation response in
gliomas. Dose Response 2020;18: 1559325820964991.

40. Liu S, Wang Y, Xu K, Wang Z, Fan X, Zhang C, et al. Relationship between
necrotic patterns in glioblastoma and patient survival: fractal dimension and
lacunarity analyses using magnetic resonance imaging. Sci Rep 2017;7: 8302.

41. Zulfiqar M, Yousem DM, Lai H. ADC values and prognosis of malignant astro-
cytomas: does lower ADC predict a worse prognosis independent of grade of
tumor? a meta-analysis. AJR Am J Roentgenol 2013;200: 624-9.

42. Khalili N, Kazerooni AF, Familiar A, Haldar D, Kraya A, Foster J, et al. Radiomics
for characterization of the glioma immune microenvironment. NPJ Precis Oncol
2023;7: 59.

43. Kersch CN, Ambady P, Hamilton BE, Barajas RF Jr. MRI and PET of brain tumor
neuroinflammation in the era of immunotherapy, from the AJR special series on
inflammation. AJR Am J Roentgenol 2022;218: 582-96.

44. Barajas RF Jr, Schwartz D, McConnell HL, Kersch CN, Li X, Hamilton BE, et al. Dis-
tinguishing extravascular from intravascular ferumoxytol pools within the brain:
proof of concept in patients with treated glioblastoma. AJNR Am J Neuroradiol
2020;41: 1193-200.

1306 Cancer Res Commun; 4(5) May 2024 https://doi.org/10.1158/2767-9764.CRC-24-0083 | CANCER RESEARCH COMMUNICATIONS



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings true
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 0
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 200
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 500
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 200
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 500
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 900
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /ENU ([Based on '[High Quality Print]'] Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames false
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides true
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks true
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        18
        18
        18
        18
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 18
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [792.000 1224.000]
>> setpagedevice


