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Spatial mapping of immune cell
environments in NF2-related
schwannomatosis vestibular schwannoma

Adam P. Jones1,2,8, Michael J. Haley1,2,8, Miriam H. Meadows 1,2,
Grace E. Gregory2,3, Cathal J. Hannan2,4, Ana K. Simmons 1, Leoma D. Bere1,2,
Daniel G. Lewis2,4, Pedro Oliveira5, Miriam J. Smith 2,6, Andrew T. King 2,4,
D. Gareth R. Evans2,6, Pawel Paszek 1,7, David Brough 2,3,9 ,
Omar N. Pathmanaban 2,3,4,9 & Kevin N. Couper 1,2,9

NF2-related Schwannomatosis (NF2 SWN) is a rare disease characterised by the
growth of multiple nervous system neoplasms, including bilateral vestibular
schwannoma (VS). VS tumours are characterised by extensive leucocyte infil-
tration. However, the immunological landscape in VS and the spatial deter-
minants within the tumour microenvironment that shape the trajectory of
disease are presently unknown. In this study, to elucidate the complex
immunological networks across VS, we performed imaging mass cytometry
(IMC)on clinically annotatedVS samples fromNF2 SWNpatients.We reveal the
heterogeneity in neoplastic cell, myeloid cell and T cell populations that co-
exist within VS, and that distinct myeloid cell and Schwann cell populations
reside within varied spatial contextures across characteristic Antoni A and B
histomorphic niches. Interestingly, T-cell populations co-localise with tumour-
associated macrophages (TAMs) in Antoni A regions, seemingly limiting their
ability to interact with tumorigenic Schwann cells. This spatial landscape is
altered in Antoni B regions, where T-cell populations appear to interact with
PD-L1+ Schwann cells. We also demonstrate that prior bevacizumab treatment
(VEGF-A antagonist) preferentially reduces alternatively activated-like TAMs,
whilst enhancing CD44 expression, in bevacizumab-treated tumours. Toge-
ther, we describe niche-dependent modes of T-cell regulation in NF2 SWN VS,
indicating the potential for microenvironment-altering therapies for VS.

Bilateral vestibular schwannomas (VS) are the pathognomonic hall-
mark of the tumour predisposition syndrome NF2-related Schwanno-
matosis (NF2 SWN)1. NF2 SWN is caused by germline or tissue mosaic
pathogenic variants (PV) in the tumour suppressor geneNF2, encoding
a Moesin-Ezrin-Radixin-like protein (termed Merlin), which results in
development of bilateral VS in >95% of afflicted patients2–4. The
severity of the phenotype ofNF2 SWN5 depends, in part, on the type of

PV in the NF2 gene, with whole gene deletions and missense variants
resulting in a milder phenotype (later onset of symptoms and lower
tumour burden), compared with truncating and frameshift variants,
which cause the severe phenotype characterised by early onset of
symptoms and high tumour burden6–9.

Whilst VS are benign intracranial tumours, their development and
treatment (surgical and radiation10,11) often cause severe morbidity
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such as sensorineural hearing loss and facial weakness, and left
unchecked, may lead to brainstem compression and hydrocephalus,
requiring urgent neurosurgical intervention12–14. Currently, there are
no approved drugs for the treatment of NF2 SWN or VS. Multiple
studies have trialled the use of bevacizumab, an inhibitor of angio-
genesis, in NF2 SWN-related VS and found a reduction in tumour
growth and hearing stabilisation or improvement15–17. However, post-
treatment toxicities such as hypertension, proteinuria and renal
impairment are common, and many individuals treated with bev-
acizumab become refractory, resulting in uncontrolled growth and
progressive hearing loss18–20. The current lack of alternative treatments
forNF2 SWN-related VS is a consequence of our limited understanding
of the biology of NF2 SWN-related VS tumours.

Whilst the tumour architecture of VS has been defined at the
pathological level with the discovery of hypercellular Antoni A regions,
and less cellular, loosely organised Antoni B regions21, the cellular
landscape in Antoni A and B regions, in particular the compartmen-
talisation and activities of immune cells within these distinct regions,
has yet to be investigated. Notably, VS tumours harbour significant
numbers of macrophages and T cells22,23. It has been suggested that
macrophages inVS have a suppressive tumour-associatedmacrophage
(TAM) phenotype22 and the abundance of TAMs has been linked with
VS tumour growth rate, potentially through vascular endothelial
growth factor (VEGF) expression and promotion of angiogenesis22,24,25.
A recent transcriptomic study identified signatures associated with
immune enrichment andCD8+ T-cell senescence in rapidly progressing
VS26. Despite these observations, there is a paucity of data describing
how macrophages, T cells and neoplastic Schwann cells compart-
mentalise and interact within the VS tumour microenvironment (TME)
and histomorphic niches.

In this study, we have employed Hyperion imaging mass cyto-
metry (IMC) to spatially map the immunological landscape in Antoni A
and B regions of NF2 SWN VS tumours. We found that the spatial
interactome (i.e. the network of cellular interactions defined by
proximity) of Antoni A and B regions differ, whereby the perivascular
niche in Antoni B regions is disrupted and loses connectivity to sup-
portive immune cells, suggesting potential vascular degeneration in
these regions. T cells also have distinct spatial profiles in Antoni A and
B regions, highlighting two niche-dependent regulatory networks in
which T cells exist within VS. Notably, we identified that disease
severity and NF2 pathogenic variants did not appear to have any sig-
nificant influence on the TME, whilst bevacizumab-treatment was
associated with a significant increase in CD44+ Schwann cells, sug-
gesting a potential increase in matrix remodelling within these
tumours. Collectively, our results provide insight into the immunolo-
gical configuration of NF2 SWN VS tumours and suggest tumour
region-specific pathways that are potential therapeutic targets for the
disease.

Results
Imaging mass cytometry highlights the intra and inter-
heterogeneity across histomorphic niches in NF2 SWN-related
vestibular schwannoma
To explore the single-cell and spatial heterogeneity of VS in NF2 SWN,
13 treatment naïve VS cases from individuals with NF2 SWN (Table 1)
were analysed within a programme of work outlined in Fig. 1A. H&E
tissue sections were independently evaluated and validated by two
neuropathologists, and annotated as either Antoni A or B regions
(Fig. 1B), and incorporated into a 86-core TMA, with 2-8 cores per case.
Antoni B regions were rarer than Antoni A regions in our TMA samples
and in total, 63 Antoni A regions (from 12 different cases) were ana-
lysed and 10 Antoni B regions (from 6 different cases) were analysed
(13 mixed Antoni A/Antoni B transition zone ROIs were subsequently
omitted for direct comparisons between Antoni A and Antoni B
regions). Sections were stained with a panel of 40 metal-conjugated

antibodies (Table 2), which was designed to allow interrogation of
Schwann cell, myeloid cell, lymphoid cell, and vascular-related popu-
lations. Representative images showing staining of Schwann cells
(S100B), macrophages (Iba1), T cells (CD8), stroma (SMA) and pro-
liferative cells (Ki-67) in Antoni A and B regions are shown in Fig. 1B.

Following single-cell segmentation using Ilastik, we validated the
quality of our automated segmentation by comparing it to manual
segmentation of the same cells using Jaccard Index (Supplementary
Fig. 1A). Next, we analysed the expression of canonicalmarkers on cells
by UMAP. This showed that markers related to Schwann cell (S100B+,
SOX-10+), myeloid (Iba1+, CD68+, CD163+), lymphoid (CD8+, CD4+), and
vascular-related (SMA+, CD31+) populations were largely segregated
into distinct clusters (Supplementary Fig. 1B). Using Leiden clustering
(workflow outlined in Supplementary Fig. 1C) we identified 23 distinct
populations across the 13 VS cases (Fig. 1C and Supplementary Fig. 1D).
Of note, 7 Schwann cell populations, 7 myeloid populations, 4 lym-
phoid (T-cell) populations, and 2 vascular populations were identified,
with the remainder classified as erythrocytes, proliferating cells, and
other cells that could not be clearly resolved with the panel (other)
(Fig. 1C, SourceData File, outlining the total number andpercentage of
cells, including unclassified other cells, across our dataset and in each
case). Although the neutrophil marker CD66b was not in the IMC
panel, CD11bhi cells were classed as neutrophils, and (as CD11b can be
expressed at lower levels by other cell types), this was confirmed by
qualitative IHC analyses using CD11b and CD66b (Supplementary
Fig. 2A). CD206+ Iba1+ myeloid cells were very rare in the NF2 SWN VS
cases and were exclusively associated with the vasculature (Supple-
mentary Fig. 2B). Consequently, CD206 expressionwas averaged lowly
in identified myeloid populations (Fig. 1C) and the rare CD206+ Iba1+

cells could not be separately sub clustered at reasonable resolution. In
general, Schwann cells appeared to express lower GLUT1 and MCT4,
measures of glucose utilisation and lactate transport, than tumour
associated macrophage and T cell populations (Fig. 1C). Whilst the
signalling molecule pERK was lowly expressed on most cell popula-
tions, except a subset of Schwann and macrophage populations, the
majority of pERK+ cells also expressed CAIX, indicative of response to
hypoxia in these cells (Fig. 1C). Indeed, CAIX may be a more accurate
measure of hypoxic response in these cells than Hif1α expression
(which was largely negative in the dataset, apart from on CD11bhi

classified neutrophils), as has previously been shown27. Notably, the
regulatorymolecule Tim3 was expressed by multiple cell populations,
indicative of its broad immune activities, and the pro-tumourogenic
molecule TCIRG1, which has been correlated with immune infiltration
within other tumour-types28, was also highly expressed by various cell
populations (Fig. 1C).

The cell clustering and cell signatures suggested that myeloid
cells and Schwann cells exist on a spectrum of activation and polar-
isation states in VS, indicating that the myeloid cells exhibit both pro-
inflammatory and regulatory phenotypes. As such, we classified two
hybrid macrophage populations, which could not be effectively sub-
clustered at higher resolution into discrete and robust sub-
populations using the markers within our IMC panel, as classically
activated-like cells (Iba1+, HLA-DR+, CD74+, CD163−) and alternatively
activated-like cells (Iba1+, CD68+, HLA-DR+, CD163+, Tim3+), rather than
as polarised definitive populations (Fig. 1C).

Given that Schwann cells and alternatively activated-like macro-
phages have atypical morphologies and can be intertwined with each
other and with other cell types (including T cells) in the VS tissue
(Fig. 1B), and as certain molecules (such as S100B) can be secreted
locally within tissue niches, it was very challenging to completely
segregate respectivemarker expression for alternatively activated-like
macrophages (characterised primarily through IBA-1, CD163 expres-
sion) and Schwann cells (Iba-1−, CD68−, HLA-DR−, S100B+, SOX10+/−)
during segmentation, and as suchwewitnessed someS100B crossover
onto alternatively activated-like TAMs (Fig. 1C). We also observed
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some cross over between CD3, Iba1 and CD163 between myeloid cells
and T cells (Fig. 1C).

To confirm the accuracy of the IMC-identified populations, we
utilised MaxFuse29 to integrate our IMC data with publicly available
single-cell RNA sequencing data from NF2-mutated VS tumours30

(Supplementary Fig. 3). Froma total of 731,237 cells in our IMCdataset,
we were able to align 659,880 cells (90.24%) (Fig. S3A) and IMC and
single-cell RNA seq labels were successfully matched and mapped
through MaxFuse for 548,455 cells (83.1%) (Supplementary Fig. 3B–D).
This analysis provides orthogonal validation of the various cell popu-
lations characterised in our IMC dataset.

By IMC analyses, PD-L1+ Schwann cells, proliferative PD-L1+

Schwann cells, vascular endothelial cells, and hypoxic perivascular
neutrophils were all found to be significantly more abundant in Antoni
A regions compared to Antoni B regions (Fig. 1D). There was no sig-
nificant difference in the remaining cell populations across the two
histomorphic niches (Supplementary Fig. 4). Interestingly, we also
observed that classically activated-like TAMs were significantly more
abundant in both Antoni A and B regions compared to alternatively
activated-like TAMs (Fig. 1E). Contrasting the relative proportions of
the identified cell populations across the different caseROIswithinour
TMArevealed substantial intratumoral heterogeneity (with differences
in abundance of cell populations in different Antoni A and B ROIs
within the same tumour), as well as intertumoral heterogeneity
(Fig. 1F), where Schwann cell and myeloid cell populations were par-
ticularly diverse across tumour regions and between cases. Given this,
we addressed whether disease severity (NF2 pathogenic variants)
contributed to the observed intertumoral heterogeneity. However, we
observed no significant differences in relative cell abundances in
Antoni A regions between severity groups, suggesting disease severity
does not correlate with intertumoral heterogeneity (Supplemen-
tary Fig. 5).

The interactions of myeloid cell populations with Schwann cell
populations across histomorphic niches in NF2 SWN-related
vestibular schwannoma
Given that Schwann cells and macrophages are the predominant
populations in VS (Fig. 1), and the apparent importance of macro-
phages in controlling VS growth rate22,31, we next investigated how
Schwann cell and myeloid cell populations compartmentalise and
interact within the distinct Antoni A and B niches. Representative
images of canonical Schwann cell (S100B, SOX-10), myeloid cell (Iba1,
HLA-DR) and stromal markers (SMA), and the spatial positioning of
identified Schwann cell, myeloid, and stromal populations within
Antoni A and B regions are shown in Fig. 2A.

To quantitatively assess the identity of and extent of homo-
typic (between the same cell populations) and heterotypic
(between different cell populations) cell–cell interactions
between myeloid cell and Schwann cell populations across the
histomorphic niches, we performed cross pair correlation func-
tions (cross-PCF) analyses32. In Antoni A regions (Fig. 2B), myeloid
and Schwann cell populations largely clustered with cells of the
same type or with cells within the same sub-population group
(i.e., myeloid cell populations with myeloid cells and Schwann cell
populations with Schwann cells), and cells generally showed
lower than expected (as if by chance) interactions with cell
populations of different groups. In contrast, there were fewer
statistically significant cell–cell interaction partners within Antoni
B regions, with cell populations again showing preferential
homotypic interactions with themselves (Fig. 2B). The significant
interactions between hypoxic perivascular neutrophils, neu-
trophils, and classically activated-like TAMs was lost within the
perivascular niche of Antoni B regions. Together, these data
indicate there is substantial spatial variation in cell positioning
and interactions between Antoni A and B regions. Whilst itTa
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appears myeloid cells and Schwann cells have a preference to
interact more with themselves across the histomorphic niches,
there is more cell–cell interactivity and heterogeneity between
myeloid cells and Schwann cells in Antoni A regions compared to
Antoni B regions. The cellular landscape and cell–cell interactions
within the perivascular niche also appear to differ across regions.

To expand upon the direct cell–cell interactivity analyses, we
next investigated the cellular networks of myeloid cell popula-
tions with Schwann cell populations across Antoni A and B his-
tomorphic niches, using adjacency cell network (ACN) analysis
(Fig. 2C). As suggested from the cell–cell interaction analyses
(Fig. 2B), classically activated-like TAMs and transitioning
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monocytes had the most heterogenous networks in Antoni A
regions, with significant connectively with various Schwann cell
and myeloid cell populations as well as vascular-related cells.
These extensive networks were lost in Antoni B regions, where

classically activated-like TAMs and transitioning monocytes only
connected with each other and CD68+ TAMs, with transitioning
monocytes also maintaining their relation to PD-L1+ Schwann
cells. Interestingly, alternatively activated-like TAMs and CD68+

Fig. 1 | Imaging mass cytometry (IMC) workflow and generation of the single-
cell atlas in NF2 SWN-related vestibular schwannoma. A Schematic of IMC
workflow for investigating NF2 SWN-related VS: niche identification, tissue pro-
cessing and staining, data acquisition and processing of raw data, single-cell seg-
mentation, and downstream analyses. B Sequential haematoxylin and eosin (H&E)
and IMC images of Antoni A and Antoni B regions, visualising the core Schwann cell
(S100B; purple), macrophage (Iba1, red), T-cell (CD8α; green), vascular (SMA;
cyan), and proliferation (Ki-67; white) markers. Scale bar representative of 100μm.
C Heatmap detailing expression pattern of all single-cell populations identified in
IMC analysis via Leiden clustering. Scale bar indicating normalised expression

(N.E.). D Comparison of case-averaged abundance of significantly different cell
populations across Antoni A and Antoni B regions. The remaining non-significant
population abundances by histopathology can be found in Fig. S4 (n = 13).
E Comparison of alternatively activated-like TAMs versus classically activated-like
TAMs across both Antoni A and Antoni B regions (n = 13). F Relative abundance of
cell populations across ROIs, annotated by case, histopathology, and disease
severity. SMA: smooth muscle actin. Statistical comparisons in D and E were made
using two-tailed unpaired t-tests (for normally distributed data) or two-tailed
Mann–Whitney U tests (result are the mean of the group + SD). Source data are
provided as a Source Data file.

Table 2 | IMC antibody panel

Compartment Acronym Antigen Target Metal Tag Dilution

Neoplastic S100B S100 calcium-binding protein B Schwann cells 141Pr 1:200

SOX10 SRY-related HMG-Box 10 Schwann cells 148Nd 1:100

PanCK Pan-cytokeratin Tumour cells 139La 1:100

Immune

- Pan CD45 Protein tyrosine phosphatase receptor type C Blood cells 152Sm 1:50

TIM-3 T-cell immunoglobulin and mucin-domain containing-3 Immunosuppression 161Dy 1:100

Granzyme B – Cytotoxicity 151Eu 1:100

CD16 FcγRIII Immune cells 146Nd 1:100

CX3CR1 Fractalkine receptor Immune cell migration 172Yb 1:100

CD11b Integrin alpha M Innate immune cells 149Sm 1:100

CD11c Integrin alpha X Immune cells 154Sm 1:50

- Myeloid CD14 – Monocytes/macrophages 144Nd 1:50

CD163 – Macrophages 196Pt 1:50

Iba1 Ionised calcium-binding adaptor molecule 1 Macrophages 115Ln 1:50

CD74 HLA-II histocompatibility antigen gamma chain Antigen-presenting cells 166Er 1:100

HLA-DR Human leucocyte antigen DR Antigen-presenting cells 174Yb 1:100

CD206 Mannose receptor Macrophages 162Dy 1:100

CD68 – Macrophages 198Pt 1:50

- Lymphoid CD3 CD3 T cells 170Er 1:50

CD4 – Helper T cells 156Gd 1:50

CD8α CD8 alpha chain Cytotoxic T cells 175Lu 1:100

CD45RA – Naïve/exhausted T cells 158Gd 1:100

CD45RO – Memory T cells 173Yb 1:100

TCIRG1 T cell immune regulator 1 T cells 165Ho 1:50

Vasculature SMA Smooth muscle actin Blood vessel structure 89Y 1:100

CD31 Platelet endothelial cell adhesion molecule 1 Blood vessel endothelium 153Eu 1:100

vWF von Willebrand factor Endothelial cell activation 159Tb 1:100

Miscellaneous HLA-A Human leucocyte antigen A Nucleated cells 142Nd 1:50

CD235ab Glycophorin A/B Erythrocytes 195Pt 1:50

Vimentin – Cell motility and stability 143Nd 1:100

CAIX Carbonic anhydrase IX Hypoxia 169Tm 1:100

HIF-1α Hypoxia-inducible factor 1 alpha Hypoxia 155Gd 1:50

GLUT1 Glucose transporter 1 Hypoxia and metabolism 163Dy 1:100

PD-L1 Programme death-ligand 1 Immune suppression 167Era Neatb

Ki-67 – Proliferation 168Er 1:100

AGTR1 Angiotensin II type 1 receptor Signalling 164Dy 1:100

pERK1/2 Phosphorylated extracellular signal-regulated kinase 1/2 Signalling 171Yb 1:100

MCT4 Monocarboxylate transporter 4 Signalling 176Yb 1:200

CD44 Hyaluronan receptor Signalling 150Nd 1:50
aPD-L1 was detected by a secondary anti-rabbit antibody conjugated with 167Er.
b100μL of neat PD-L1 was used for staining. Specific antibody concentration is approximately 1.61μg/mL.
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TAMs had the same networks in both Antoni A and B regions.
Together, these analyses indicate distinct cellular networks that
are either heterogenous (as with classically activated TAMs and
transitioning monocytes) or homogenous (as with alternatively
activated-like TAMs and CD68+ TAMs) between myeloid cells in
Antoni A regions, which are lost (heterogeneous) or maintained
(homogenous) in Antoni B regions.

T-cell populations exist within distinct environments associated
with infiltration and suppression across histomorphic niches in
NF2 SWN-related vestibular schwannoma
T cells play a fundamental role in anti-tumoral immunity and tumour
cell elimination33, yet their role in VS is unclear. We identified different
populations of CD8+ and CD4+ T cells within Antoni A and B regions
(Fig. 1C), but what these populations interact with and if they occupy
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the same tumour subniches is unknown. As such, we investigated the
spatial interactions of T cells across the different histomorphic Antoni
A and B niches in NF2 SWN VS. Representative images of canonical
T-cell (CD8, CD4), Schwann cell (S100B), macrophage (Iba1) and
stromal (SMA)marker staining, and the spatial positioningof identified
T-cell, Schwann cell, myeloid, and stromal populations within Antoni A
and B regions are shown in Fig. 3A.

To statistically evaluate thedirect cell–cell interactomeof the four
identified T-cell populations across histomorphic niches in VS
tumours, we again employed cross-PCF analysis32. In Antoni A regions
(Fig. 3B), the strongest interactionswere seenbetween T-cell subtypes,
with AGTR1+ CD8+ T effector memory re-expressing CD45RA (TEMRA)
cells, CD8+ TEMRA cells, CD4+ TEMRA cells, and CD4-CD8- T cells all
appearing to interact with themselves and each other. This indicates,
as shown in Fig. 3A, that the different T-cell populations frequently
intermix in Antoni A regions, rather than segregate within distinct
areas. Interestingly, both CD8+ TEMRA populations interacted with
vascular-related pericytes, whilst CD4+ TEMRA cells clustered with
vascular endothelial cells. Both CD8+ TEMRA populations and CD4+

TEMRA cells had significant interactions with transitioningmonocytes
and classically activated-like TAMs, but only AGTR1+ CD8+ TEMRA cells
significantly engaged with alternatively activated-like TAMs. Con-
versely, all T-cell populations except for AGTR1+ TEMRA cells sig-
nificantly interacted with hypoxic perivascular neutrophils. As
observed in Fig. 3A, the T-cell populations showed lower than expec-
ted interactions with all the different Schwann cell populations, sug-
gestingT cells are predominantly sequesteredwithin TAM-rich areas in
Antoni A regions of the tumour. Interestingly, there were, in general,
fewer clustering interactions across T-cell populations in Antoni B
regions (Fig. 3B). AGTR1+ TEMRA cells and CD8+ TEMRA cells still
exhibited significant homotypic and heterotypic interactions with
themselves and each other, as well as with CD4+ TEMRA cells. On the
other hand, CD4−CD8− T cells and CD4+ TEMRA cells exhibited lower
statistical cell–cell interactions with other T-cell populations within
Antoni B regions than observed in Antoni A regions. As opposed to the
results in Antoni A regions, neither CD8+ TEMRA cells or CD4+ TEMRA
cells interacted significantly with vascular-related pericytes or vascular
endothelial cells in Antoni B regions, and only CD8+ TEMRA cells
showed interactions with classically activated-like TAMs or transi-
tioning monocytes. Instead, the CD8+ TEMRA cells and CD4+ TEMRA
cells showed statistically enriched interactions with PD-L1+ Schwann
cells within Antoni B regions. As PD-1 was not within the IMC panel, we
verified through qualitative IHC analyses that CD8+ T cells express PD-1
within the VS tumours (Supplementary Fig. 6). Taken together, these
results highlight the heterogeneity of T-cell interactions across dif-
ferent histomorphic niches in VS, particularly when addressing T-cell
co-localisation with TAM populations and immunoregulatory PD-L1+

Schwann cells in Antoni A and B regions, respectively.
Given the apparent differences in cell–cell interactions and posi-

tioning of T-cell populations in Antoni A and B regions, we next
investigated the cellular networks of T-cell populations across these
histomorphic niches by ACN analysis (Fig. 3C). Across both histo-
morphic niches, T cells commonly had a strong network with each
other, particularly in Antoni A regions. AGTR1+ CD8+ TEMRA cells had

connectivity with both classically activated-like and alternatively
activated-like TAMs, transitioning monocytes and vascular-related
cells in Antoni A regions, whereas in Antoni B regions, these T cells lost
their network with vasculature and alternatively activated-like TAMs,
but gained significant connectivity to PD-L1+ Schwann cells. CD8+

TEMRA cells had the most heterogeneous networks across both his-
tomorphic niches, particularly in Antoni A regions, with connections to
vascular-related cells, classically activated-like TAMs, transitioning
monocytes, CD68+ TAMs and PD-L1+ Schwann cells. These networks
were altered in Antoni B regions, where CD8+ TEMRA cells lost con-
nectivity to the vascular network,mostmyeloid cells, and showed high
connectivity with PD-L1+ Schwann cells. CD4+ TEMRA cells also lost
their connectivity to vasculature (and transitioning monocytes) from
Antoni A toAntoni B regions, andgained significant connections to PD-
L1+ Schwann cells, whilst maintaining their connection to classically
activated-like TAMs. Interestingly, the network between double nega-
tive CD4- CD8- T cells and other T-cell populations and vasculature in
Antoni A regions was completely lost in Antoni B regions, with no
significant network connections present. Together, these analyses
suggest T cells in Antoni A regions exist within networks associated
with infiltration and localisation with myeloid cells, whilst in Antoni B
regions, these networks completely alter and T cells become sig-
nificantly more associated with immunoregulatory PD-L1+ Schwann
cells, highlighting distinct modes of T-cell regulation that are niche-
dependent.

CD8± TEMRA cells and CD4± TEMRA cells appear to be actively
recruited and suppressed within NF2 SWN-related vestibular
schwannoma
Given the distinct spatial interactomes for T cell subsets that exist
between Antoni A and B niches (Fig. 3), wenext usedCellPhoneDB34 to
identify the nature of receptor-ligand interactions between both CD8+

TEMRA cells and CD4+ TEMRA cells and their respective identified co-
localised cell partners. As the IMC dataset provided insufficient depth
to power such analyses, we utilised theMaxFuse integrated scRNA-seq
populations (Supplementary Fig. 3). We focused on CD8+ TEMRA and
CD4+ TEMRA cells, given the accuracy of mapping between IMC and
scRNA-seq populations and their likely important roles within the VS
TME. We evaluated the receptor-ligand interactions - cell surface-
bound and soluble—with a minimum percentage threshold of 5%
across all CD8+ and CD4+ TEMRA cells.

The CD8+ TEMRA receptor-ligand map (Fig. 4A) showed
multiple interactions involved in recruitment and infiltration of
immune cells, through chemokine and integrin pathways. Within
spatially confirmed cell–cell interactions within Antoni A regions
(Fig. 3B), CCR5, CXCR4, and CCR6 on CD8+ TEMRA cells was
predicted to interact with CCL3, CCL4, CCL5, CXCL12 and CCL20
expressed variably by classically activated-like TAMs, alter-
natively activated-like TAMs, transitioning monocytes, and CD4+

and CD8+ TEMRA cells (Fig. 4A). The predicted relationship
between integrin expression (e.g. ITGA4, ITGA1) on CD8+ TEMRA
cells and expression of extracellular matrix and adhesion mole-
cules (e.g. VCAM-1, COL6A3 and COL15A1) on vascular-related
pericytes also suggested the potential active recruitment of

Fig. 2 | Spatial omics highlight the interactomes between Schwann cell and
Myeloid cell populations in NF2 SWN-related vestibular schwannoma. A From
left to right, IMC visualisation of Schwann cells and myeloid cells across Antoni A
and Antoni B regions. Markers used: S100B (purple), SOX-10 (white), Iba1 (red),
HLA-DR (green), and SMA (cyan). Next, single-cell spatial seaborn maps of all
Schwann cell and myeloid cell populations within Antoni A and B regions are
shown, with a composite of the 2major cell groups with the vascular networks. The
scale bar indicates 100 µm. B Cross-pair correlation functions (PCF) heatmaps
showing the Schwann cell andmyeloid cell interaction; scale bar indicates strength
of significant cell pair correlates. C Spatial connectivity plots indicating the

significant networks of Schwann cell and myeloid cell populations, by adjacency
cell network (ACN) analysis, across Antoni A and Antoni B histomorphic niches,
with representative images of each network. Node size (coloured circle) indicates
mean abundance for each cell cluster across all ROIs; lines connecting each node
shows significant cell networks between cell types informed by ACN analysis. Line
thickness associates the gr20 value to each significant cell pair, where the thicker
the line, the higher the co-localisation of the cell populations. scale bar indicates
strength of connectivity. B, C *p <0.05, using cross-PCF and ACN statistical ana-
lyses, see Methods (n = 13). Source data are provided as a Source Data file.
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T cells through tumour vasculature in Antoni A regions. Within
spatially confirmed cell–cell interactions within Antoni B regions
(Fig. 3B), CD8+ TEMRA cells and PD-L1+ Schwann cells were pre-
dicted to interact through distinct receptor-ligand interactions,
including L1CAM on PD-L1+ Schwann cells (Fig. 4A), a neuronal
adhesion molecule upregulated in cancer35, which may be asso-
ciated with CD8+ TEMRA suppression in Antoni B regions.

Several T-cell inhibitory pathways were also identified within the
receptor-ligand map for CD8+ TEMRA cells, including CD52-SIGLEC10,
SPP1-ITGA4, TGFB1-TGFBR1, and various KLR receptors including
KLRB1, across myeloid, T-cell and Schwann cell populations, suggest-
ing various routes of T-cell regulation across both Antoni A and B
regions (Fig. 4A). Many of these pathways were similarly predicted for
CD4+ TEMRAcell communicationwith spatially-confirmed co-localised
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cell populations (Fig. 4B), suggesting that CD4+ TEMRA and CD8+

TEMRA cells may share similar topological interaction profiles within
VS tumours. Together, these interactions suggest the active recruit-
ment of CD8+ andCD4+ T cells into the TMEof VS through chemotactic
and extravasation pathways, particularly in Antoni A regions, and
extensive regulatory networks to limit antitumoral responses across
both histomorphic niches.

Derivation of cellular neighbourhoods reveals distinctive spatial
organisation and immune environments across histomorphic
niches in NF2 SWN-related vestibular schwannoma
To further interrogate the topography of theNF2SWNVSAntoni A and
B TMEs, we deconstructed the tumour ROIs into cellular neighbour-
hoods (CNs). CNs are collectively defined by both the identity and
proportionality of clustering cells and tumour stroma within a tissue
space, and the derivation of CNs allows for visualisation ofdistinct sub-
niches within heterogeneous tissues, such as tumours. To this end, we
quantified CNs using CellCharter36. We initially computed CNs across
all ROIs, assimilating bothAntoni A andB regions.Whilst this identified
a statistically optimal 14 distinct CNs (Supplementary Fig. 7A and B),
due to the increased number of Antoni A compared to Antoni B ROIs
within our dataset, these CNs were dominantly distributed within
Antoni A regions; the discrete cellular networks identified in Antoni B

ROIs (Figs. 2 and 3) were lost within this combined CN analysis (Sup-
plementary Fig. 7C). Hence, we generated unique CN profiles for both
Antoni A and B regions independent of one another. In this instance,
the optimal stability was achieved at n = 10 clusters for both Antoni A
and B regions (Supplementary Fig. 7D and E).

In Antoni A regions (Fig. 5A), we identified CNs relating to
inflammatory schwannoma niches characterised by pERK and PD-L1
expression (CNs A1, A5, and A7), injury response-like schwannoma
niches with co-localisation of alternatively activated-like TAMs and
PanCK+SOX-10+ Schwann cells (CNs A0 and A2), myeloid-rich niches
(CNs A4), and T-cell rich niches illustrative of perivascular infiltration
and co-localisationwithTAMs (CNsA3, A6andA8). CNA9wasprimarily
comprised of ‘Other’ cell populations, and some Schwann cells. Inter-
estingly, some of these Antoni A CNs were mirrored in the indepen-
dently derived Antoni B CNs, including inflammatory schwannoma
niches (CN B8), injury response-like schwannoma niches (CNs B4 and
B7), myeloid-rich niches (CN B6), and immune-rich perivascular niches
(CN B2 and B9). We also identified niches unique to Antoni B regions,
namelydemonstratingT-cell regulation throughPD-L1 and alternatively
activated-like TAMs, as well as TAM proliferation (CNs B0 and B3). CNs
B1 and B5 were largely comprised of the ‘Other’ cell populations. We
also quantified the abundance of CNs across cases (Fig. 5B), which
reflected the single-cell composition and heterogeneity seen in Fig. 1F.

Fig. 3 | Spatial omics demonstrate the T-cell interactome across different his-
tomorphic niches in NF2 SWN-related vestibular schwannoma. A From left to
right, IMC visualisation of T-cells across Antoni A and Antoni B regions. Markers
used: S100B (purple), Iba1 (red), CD8α (green), CD4 (white) and SMA (cyan). Next,
single-cell spatial seaborn maps of all T-cell populations, and co-localisation to
Schwann cell or TAMpopulations with the vascular networks across Antoni A and B
regions. Scale bar indicates 100μm. B Cross-pair correlation functions (PCF)
heatmaps showing T-cell interaction partners with all other cell populations; scale
bar indicates strength of significant cell pair correlates. C Spatial connectivity plots

indicating the significant networks of T-cell populations, by adjacency cell network
(ACN) analysis, across Antoni A and Antoni B histomorphic niches, with repre-
sentative images of each network. Node size (coloured circle) indicates mean
abundance for each cell cluster across all ROIs; lines connecting each node show
significant cell networks between cell types informed by ACN analysis. Line thick-
ness associates the gr20 value to each significant cell pair, where the thicker the
line, the higher the co-localisation of the cell populations. the scale bar indicates
strength of connectivity. B, C *p <0.05, using cross-PCF and ACN statistical ana-
lyses, see Methods (n = 13). Source data are provided as a Source Data file.

Fig. 4 | Receptor-ligand interaction analyses for CD8+ and CD4+ TEMRA cell
populations within VS. Receptor-ligand analysis between A CD8+ and B CD4+

TEMRA cells and statistically confirmed co-localised cell populations (cross-PCF
analyses, Fig. 3). Receptor-ligand pairs were taken from CellPhoneDB34. Tran-
scriptomes for IMC populations were identified by matching IMC and scRNA-seq
cells using MaxFuse. Only significant (p <0.05 with false discovery rate in the

Squidpy permutation test) interactions are shown. Values are interaction scores as
calculated by Squidpy. In significant sender interactions (blue), the lymphocyte
expresses the ligand, and the interacting cell expresses the receptor. In significant
receiver interactions (green), the lymphocyte expresses the receptor, and the
interacting cell expresses the ligand. Source data are provided as a Source Data file.
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Next, we investigated the spatial layout of the different CNs in
Antoni A and B regions. For the most part, Antoni A regions were
comprised of similar CN densities relating to schwannoma-dominant
or immune cell-dominant identities, and appeared to occupy distinct
tissue regions as shown in the representative images in Fig. 5C. This
would suggest thatAntoni A regions hada high level of organisation. In
contrast, Antoni B regions had more varied CN profiles, where some

CNs (particularly CNs B4, B6 and B8) dominated the cellular landscape
of these regions. Spatially, Antoni B CNs were more inter-dispersed
across the tissue regions (Fig. 5C) compared to Antoni A CNs, indi-
cating there is less organisation of CNs in Antoni B regions compared
to Antoni A regions. This is particularly true for CNs B0 and B3, sug-
gesting that T-cell regulation in these regions occurs through discrete
interactions throughout the tissue as opposed to specific focal
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aggregates. Given the distinct identities and apparent organisation of
CNs in NF2 SWN VS, we questioned if the relative abundance of CNs
correlated with patient clinical parameters, namely tumour growth
rate. We found that the relative abundance of CNs A2 (injury-like
response) and B3 (T-cell suppression) positively correlated with
tumour growth, whilst the relative abundance of CN A3 (T-cell and
TAM enrichment) negatively correlated with tumour growth (Fig. 5D).
No other CNs significantly correlated (positively or negatively) with
tumour growth (Supplementary Fig. 7F).

Finally, we assessed the neighbourhood proximity between CNs
(Fig. 5E) within the two histomorphic niches, as communication
between neighbourhoods likely influences biological functions within
the VS TME. In both Antoni A and B regions, it appeared that CNs of
similar compositonwere spatially closewith each other. CNA0had the
strongest proximity to CN A2 in Antoni A regions, both of which
exhibited injury response-like processes. The inflammatory tumour
niches (CNs A1, A5 and A7) were closely associated with immune-rich
niches (namely CNs A3, A6 and A8), as well as other inflammatory
tumour niches, suggesting an inflammation-driven recruitment of
immune cells within these regions. In Antoni B regions, we saw similar
preferential proximity between the injury response-like niches (CNsB4
and B7), with these niches also proximally associated with niches
involving T-cell suppression and TAM proliferation (CN B0 and B3).
The latter CNswere also enriched for alternatively activated-like TAMs,
whereby these TAMs likely support responses involving wound repair
(Fig. 5E). T cells in Antoni B regions appeared to cluster within these
suppressive niches (Fig. 5A), however, some resided within CN B9 and
proximally co-localised with CN B6 perivascular niches (Fig. 5E). Col-
lectively, our analyses suggest that Antoni A and B regions demon-
strate a degree of spatial organisation with CNs associated with
inflammation and injury-like responses conserved across both regions,
however, Antoni B regions appear less organised than Antoni A
regions, whichmay drive formation of T-cell suppressive niches across
these tissue regions.

Bevacizumab treatment significantly increases the expressionof
CD44 on Schwann cells, and reduces AGTR1 expression on
T cells, in NF2 SWN-related vestibular schwannoma
VS tumours in individuals with NF2 SWN are heterogeneous both
clinically and therapeutically, and as we have demonstrated this het-
erogeneity extends to the histopathological, cellular and spatial levels,
highlighting potential for improved patient stratification and better
management of the disease. To this end, we investigated the effects of
bevacizumab treatment on the TME of VS from 3 patients where bev-
acizumab failed to control tumour growth, to enable identification of
potential mechanisms leading to bevacizumab failure, and alternative
modes of therapeutic intervention. These 3 cases were from NF2 SWN
patients where bevacizumab treatment was stopped prior to resection
(outlined in Table 1). For this analysis, we focused only on Antoni A
ROIs, as Antoni B ROIs could not be represented in the bevacizumab-
treated group due to apparent low abundance of Antoni B regions
within the three neuropathologist-annotated cases. Of note, tumours
from patients with efficacious bevacizumab treatment could not be
included in this part of the study, as tumours are not resected when
treatment is effective.

Representative images of canonical Schwann cell,macrophage, T-
cell, and stromal cell markers and the spatial mapping of identified cell
populations between treatment naïve and bevacizumab-treated cases
are shown in Fig. 6A. Interestingly, CD44+ Schwann cells were sig-
nificantly more abundant, but AGTR1+ CD8+ TEMRA cells were sig-
nificantly less abundant, in bevacizumab-treated cases compared to
treatment-naïve cases (Fig. 6B). No significant differences were seen
between the other cells types between treatment-naïve and
bevacizumab-treated groups (Supplementary Fig. 8A-D). We also
compared the ratio of classically activated-like TAMs to alternatively
activated-like TAMs between the two groups, and found that alter-
natively activated-like TAMs were significantly less abundant in both
treatment-naïve and bevacizumab-treated cases (Fig. 6C). We next
compared the CN composition between treatment naïve and
bevacizumab-treated cases, mapped in Fig. 6D; we did this by re-
generating the Antoni A CNs with the additional bevacizumab cases
included. The CNs from the combined naïve and bevacizumab analysis
(Fig. S8E) were very similar to the naïve-only CNs (Fig. 5A), char-
acterised by microenvironmental processes relating to inflammation,
injury-like responses, and immune enrichment and infiltration (Fig. 6D,
Supplementary Fig. 8E). When assessing the proportionality of CNs
between naïve and bevacizumab cases (Fig. 6E), CNs Bev-0, 1 and 9
were noticeable different, with CN Bev-9 being significantly more
abundant in bevacizumab than naïve cases (Fig. 6F). This CN was
enriched for CD44+ Schwann cells, which parallels the significant
increase in CD44+ Schwann cells in bevacizumab-treated cases
(Fig. 6B). Treatment with bevacizumab led to a trend in lower pro-
portions of CNs associatedwith vasculature and the perivascular niche
(CNs 2, 3 and 7) but this was non-significant (Fig. 6D). Moreover, there
were no qualitative histological differences in the perivascular niche in
bevacizumab-treated and treatment-naïve NF2 SWN VS cases when
assessing the pericyte marker PDGFRβ (Supplementary Fig. 8F). Taken
together, these analyses suggest that bevacizumab-treated tumours
from patients who experienced bevacizumab failure are enriched for
Schwann cell populations that may indicate ECM-related remodeling
processes, as well as potential changes to the immune landscape of VS.

Discussion
In this study, we have employed high-dimensional imaging to analyse
in detail the spatial architecture of NF2 SWN-related VS, highlighting
that these tumours exhibit a complex topology with tumour-rich and
immune cell-rich zones across histomorphic niche Antoni A and B
regions. Importantly, beyond diagnostic value, the differing biology of
Antoni A and Antoni B regions of NF2 SWN VS tumours has not been
previously explored in detail until now.

By IMC analyses, we identified 23 distinct cell populations relating
to different phenotypes and activation states of Schwann cells, mye-
loid cells, and lymphocytes, as well as tumour stroma, across the his-
topathological landscape of VS. This further reinforces the complexity
and cellular heterogeneity of these tumours. Nevertheless, whilst the
bespoke IMC antibody panel used in this study enabled robust iden-
tification of the breadth of cell populations within NF2 SWN VS
tumours, which was supported by orthogonal MaxFuse scRNA-seq
integration from a separate sample set, a limitation of the study is that
the 40 antibody panel did not provide significant depth of activation

Fig. 5 | Cellular neighborhood analysis identifies discrete microenvironmental
regions across histomorphic niches in NF2 SWN-related vestibular schwan-
noma. ADot plot of the individually derived spatial clusters (referred to as cellular
neighbourhoods, CN) for Antoni A regions and Antoni B regions. Optimal cluster
stability for both groups was 10. Cells were clustered using Gaussian mixture
modelling. Node size indicates relative cell type enrichment of each cell across
generated CNs (red = high enrichment, grey = low enrichment) (n = 13). B Relative
abundance of both Antoni A and Antoni B CNs across cases (n = 13).
C Representative spatial mapping of CNs across Antoni A and Antoni B regions.

Each image is representative on an independent case to highlight intertumoral
heterogeneity (CN colour key as in A, B). D Significant correlations between CNs
and tumour growth rate (n = 13). Correlations were assessed by either Pearson
correlation coefficient or Spearman correlation. Line of best-fit was generated by
simple linear regression analysis. E CN proximity heatmaps depicting the spatial
proximity of each CN to every other CN. Y-axis indicates sender communication; x-
axis indicates receiver communication. Diverging scale bar denotes proximity
enrichment, with red specifying high proximity, and blue specifying low proximity.
Source data are provided as a Source Data file.
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state and function of each cell type, and precise identification of
diverse cellular subsets was challenging. Next-generation spatial
transciptomics technologies are, therefore, required to obtain more
detailed spatial mapping and cell contexture within NF2 SWN VS
tumours. We also acknowledge that our IMC analyses was limited to a
relatively small sample size – due to the rarity of the NF2 SWN syn-
drome and the standard of care treatment for NF2 SWN VS, where

surgery is the last resort. This may impact the generalisability of our
results to VS tumourswith different clinical features (related to growth
rate and symptoms).

It is well established that TAMs, along with Schwann cells, are the
most abundant cell type within both sporadic and NF2 SWN-related
VS25,37. Our study indicates that classically activated-like -pro-inflam-
matory TAMs are significantly more abundant than alternatively

Fig. 6 | IMC analyses highlight the influence of bevacizumab treatment on the
microenvironment in NF2 SWN-related vestibular schwannoma. A (left) IMC
visualisation of core tumour and immune-related markers across treatment naïve
and bevacizumab-treated groups. Markers used: S100B (purple), Iba1 (red), CD8α
(green), CD44 (white), HLA-DR (yellow) and SMA (cyan). (right) Spatial seaborn
maps of all populations across treatment naïve and bevacizumab-treated groups.
Scale bar indicates 100 µm. B Abundance of significantly different cell populations
across treatment naïve (n = 13) and bevacizumab-treated (n = 3) groups, tested by
Mann Whitney U test. The remaining non-significant population abundances by
treatment status can be found in Fig. S8A-D. C Comparison of alternatively

activated-like TAMs versus classically activated-like TAMs across treatment naïve
(n = 13) and bevacizumab-treated (n = 3) groups. Treatment-naïve tested by two-
tailed Mann Whitney U test, and bevacizumab-treated tested by two-tailed
unpaired t-test. D Visualisation of bevacizumab-inclusive CNs across treatment
naïve and bevacizumab-treated groups. Dot plot of spatial clusters can be found in
Fig. S8E. E Mean proportion of CNs across treatment-naïve (n = 13) and
bevacizumab-treated (n = 3)groups.FComparisonofCNBev-9 between treatment-
naïve and bevacizumab treated groups, tested by two-tailed Welch’s t-test. Bev =
bevacizumab. (B, C, F result are the mean of the group + SD). Source data are
provided as a Source Data file.
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activated-like TAMs in NF2 SWN-related VS. However, a limitation of
our study is that our IMCpanel did not allowdefinitive identification of
canonical polarised macrophage states. Indeed our analyses, in
agreement with other studies, support the view that macrophages
exist on a spectrum of activation states within VS tumours30. Whilst
alternatively activated-like macrophages are perceived as tumouro-
genic by promoting immunosuppression and angiogenesis, classically
activated macrophages may also drive immune cell recruitment,
potentially contributing to tumour growth, asmacrophages constitute
a high proportion of VS tumour mass24,37, and promote the symptoms
associated with VS38. The inflammatory mediators secreted from the
TME likely drives recruitment of monocytes into the tumour and
support the TAM-rich identity of VS. Indeed, previous immune profil-
ing studies in VS have shown that schwannoma cells and TAMs secrete
inflammatory factors, such as interleukin (IL)-2, IL-6 and CCL20, and
that increased levels of circulating monocytic chemokines are
observed in plasma samples from growing VS cases39,40. Supporting
this, we have shown that classically activated-like TAMs and transi-
tioning monocytes have extensive interaction networks in Antoni A
regions, namely with other myeloid cells, vasculature and some
Schwann cell populations. Furthermore, our neighbourhood analyses
demonstrated the existence of prominent perivascular networks that
co-localise with inflammatory tumour regions. As such, our data sug-
gests that there is active recruitment of monocytes through the peri-
vascular niche in VS, which transition into classically activated-like
TAMs and promote tumour inflammation in Antoni A regions. This
poses the question as to whether VS growth is driven by inflammation
or clonal expansion of neoplastic Schwann cells, or potentially both?

The direct cell interactions between classically activated-like
TAMs and transitioning monocytes with vascular-related cells
appeared lost in Antoni B regions within our analyses. The apparent
disruption to direct cell–cell interactivity within the perivascular
niche of Antoni B regions may be a consequence of degenerative or
pathological changes to tumour vasculature, such as hyalinisation41.
Antoni B regions have previously been proposed to result from
degeneration of Antoni A regions, given their pathological simila-
rities to Wallerian retrograde degeneration seen in traumatic nerve
injury42. Together with our data, this suggests that the incidence of
these distinct histomorphic niches may relate to spatial changes in
inflammatory responses, and potentially ECM deposition, within the
TME of VS.

The concept that Schwannomas arise as a consequence of injur-
ious stimuli to peripheral nerves is evidenced by recent single-cell
transcriptomic and epigenetic studies where nerve injury-like states
were discovered, and characterised bymyeloid cell infiltration30,43. Our
analyses further support this finding, whereby we illustrate that alter-
natively activated-like TAMs significantly interact with PanCK+ SOX-10+

Schwann cells in both Antoni A and B regions; cell populations
expressing both PanCK and vimentin (which is present on all Schwann
cell populations we identified) are associated with wound healing
responses44, which mirror the function of alternatively activated-like
TAMs. Our neighbourhood analyses also highlight these injury-like
niches along with PD-L1+ Schwann cells across both Antoni A and B
regions. Taken together, this suggests that injury-like niches in VS are
conserved across histomorphic regions, and likely support the polar-
isation and maintenance of alternatively activated-like TAMs in a
classically activated-like TAM-dominated landscape.

Given the importance of T cells in other tumour types as key
immunotherapeutic targets45,46, we also interrogated the positioning
and proximity of both CD4+ and CD8+ T cells within NF2 SWN-related
VS. We identified 4 distinct T cells subsets, most of which displayed
TEMRA phenotypes, which are associated with end-stage terminal
differentiation47. Double negative (CD4-CD8-) T cells identified in this
study have also been observed in other diseases and cancers48, sug-
gesting that the population is unlikely to be an imaging artefact.Whilst

these cells are regarded as being potently cytotoxic, they are also
defined as having poor proliferative capacity, increased apoptosis and
senescence signaling49. One subset of TEMRA cells expressed angio-
tensin II type 1 receptor (AGTR1), which has been implicated in the
regulation of T-cell expansion, differentiation and function during
Plasmodium infection50; the role of AGTR1 on CD8+ T cells in VS
remains to be tested. The identified T cells exhibited unique spatial
interactions and networks between Antoni A and B regions in VS.
T cells within Antoni A regions strongly interacted with other T cells
and myeloid cells (in particular classically activated-like TAMs and
transitioningmonocytes), as well as vasculature, but did not appear to
interact with Schwann cells. This indicates that T cells may be
sequestered in the TAM-enriched areas in Antoni A regions and are
unable to directly target tumour cells. It has been noted that TAMs can
form long-lasting interactions with T cells and impede their ability to
interactwith tumour cells,which directly limits the efficacyof anti-PD-1
therapies51.

From our receptor-ligand analyses, it is possible that secretion of
chemokines (including CCR5 ligands) by classically activated-like
TAMs may drive the significant co-localisation between T cells
(expressing CCR5) and TAMs in VS, establishing a T-cell exclusionary
niche in Antoni A regions52. Interestingly, we observed that T-cell
positioning was altered within Antoni B regions, where some T cells
predominantly interacted with PD-L1+ Schwann cells, and receptor-
ligand analyses predicted distinct T cell and schwann cell interactions
through L1CAM, which has been shown to promote a suppressive and
exhaustive phenotype in effector T cells in pancreatic cancer53. Fur-
thermore, our neighbourhood analyses illustrate that CD8+ and CD4+

T cells exist within niches with PD-L1+ Schwann cells and alternatively
activated-like TAMs in Antoni B regions, both of which are likely det-
rimental to T-cell functionality. Our receptor-ligand analyses also
predicted that a variety of other suppressive pathways operate within
the T-cell compartment across both Antoni A and B regions, including
osteopontin (SPP1), TGFβ, SIGLEC-10 and KLRB154–58. Although the PD-
1/PD-L1 pathway was not identified in our predicted receptor-ligand
interactions, this is potentially due to the sequencing depth of the
scRNA-seq studies used forMaxFuse and CellPhone DB analyses59, and
the fact that PDCDL1 (encoding PD-L1) appears lowly expressed in
many scRNA-seq datasets60–65. A better understanding of how these
spatially-dependent responses are orchestrated and maintained in VS
could be leveraged to enable maximal T-cell-mediated tumour killing,
through the potential disruption of TAM sequestration in Antoni A
regions, and the blockade of inhibitory signaling provided by PD-1-PD-
L1 interaction in Antoni B regions. As such, our spatial analyses high-
light a clinical rationale for selected combinatorial treatment for VS
tumours in NF2 SWN.

Finally, we investigated the effects of bevacizumab treatment on
the TME of NF2 SWN-related VS. Whilst bevacizumab is not approved
for NF2 SWN by drug regulation authorities such as the FDA or MHRA,
it is utilised off-label and has shown success in some NF2 SWN
patients16,17, and is approved for treatment by NHS England in the
highly specialised commissioned NF2 service. Hence, it is important to
understand why bevacizumab treatment might fail, and if alternative
pathways are upregulated in bevacizumab-treated tumours that could
be targeted therapeutically. Our results suggest that bevacizumab
treatment may selectively change the ratio of classically activated-like
TAMs to alternatively activated-like TAMs, preferentially causing loss
of alternatively activated-like TAMs. Additionally, we found that
bevacizumab-treated cases had significantly more CD44+ Schwann
cells, yet significantly less AGTR1+ CD8+ TEMRA cells, than treatment-
naïve cases. CD44, also known as the hyaluronan receptor, has various
implications for cell survival, proliferation, mobility, and is often dys-
regulated in cancer, leading to metastasis, fibrosis and therapy
resistance66,67. The upregulation of CD44 on Schwann cells in
bevacizumab-treated VS cases may suggest the development of
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fibrotic responses, which may subsequently concur with bevacizumab
resistance and failure. In support of this, it has also been shown in
glioblastoma that bevacizumab failure is associated with CD44
expression68. Interestingly, the reductionofAGTR1 expressiononCD8+

TEMRA cells suggests that bevacizumab may indirectly inhibit angio-
tensin signaling, which is a pathway targeted by the drug losartan,
which is being employed in clinical trials for VS69,70. Together with
previous data within preclinical models of NF2 SWN VS, may indicate
losartan as an alternative for NF2 SWN patients experiencing bev-
acizumab failure, which may be accompanied by increased matrix
remodeling. However, a greater understanding of how ECM remodel-
ling occurs in VS, and how bevacizumab treatment changes the TME in
responsive tumours, is required to prove this. Notably, the
bevacizumab-treated cases used in this study were largely devoid of
Antoni B regions. This may further indicate that bevacizumab treat-
ment alters the histopathological status of VS tumours; however, due
to the small number of bevacizumab cases analysed, additional work
will be required to confirm whether treatment directly leads to a sig-
nificant loss of Antoni B regions.

In conclusion, we present a high dimensional deconstruction of
NF2 SWN-related VS, where we illustrate the immune landscape is
associated with clear regional differences in T-cell engagement with
TAMs and Schwann cells, as well as evidence of diverse pro-
inflammatory and anti-inflammatory immune and Schwann cell net-
works and neighbourhoods. Furthermore, we suggest potential chan-
ges in the VS TME that occur following bevacizumab treatment, and
the potential link to bevacizumab failure. Although not studied here,
key considerations will be how these vary in individuals with different
symptoms, how they evolve in primary versus recurrent tumours, and
how they differ in tumours with different pre-surgical growth rates.
Nevertheless, our results give insights into the tumour features and
cellular pathways that may be amenable for targeting to improve
treatment of NF2 SWN-related VS.

Methods
Ethics
Research performed in this study complies with all relevant ethical
regulations: Approved by the Health Research Authority (HRA) and
Health and Care Research Wales (HCRW) for research (REC: 20/NW/
0015, IRAS ID: 274046) to permit access to archived pathology speci-
mens for research purposes in line withMedical Research Council, UK,
guidelines.

Tissue samples
16 retrospective NF2 SWN VS cases (8 male and 8 female: see Table 1
for clinical information) and 4 retrospective sporadic VS cases (used
only for immunohistochemistry), in formalin-fixed paraffin-embed-
ded (FFPE) blocks, were accessed through pathology at Salford Royal
Hospital (SRH). This sample set was collected over a 4-year period
(2014-2017), due to the rarity of NF2 SWN, with archived treatment
naïve samples employed due to the current standard of care off-label
utilisation of bevacizumab. Haematoxylin and eosin (H&E) stained
slides were generated by pathology at SRH for each case and regions
of interest (ROI) were selected by a neuropathologist based on
identification of typical VS pathological features (Antoni A regions,
Antoni B regions, immune infiltration, abnormal vasculature). Very
few Antoni B regions were identified within the bevacizumab-treated
cases, and as such no specific Antoni B regions of interest could be
annotated for inclusion into the TMA from these cases. Once iden-
tified, 2mm2 cores of each ROI were removed fromeach block and re-
formatted into tissue microarrays (TMA) through collaboration with
The Christie Hospital and Cancer Research UK (CRUK) Manchester
Institute. Each incorporated core in the TMA was revalidated by a
second independent neuropathologist before IMC staining and data
acquisition.

H&E staining and imaging
Case blocks/TMAs were sectioned at 5μm thickness using a micro-
tome. The 5μm tissue sections were deparaffinised in xylene for 5min
and rehydrated through an alcohol gradient (100–70% ethanol, 1min
each, then into water). Hydrated sections were incubated in haema-
toxylin for 3min, followed by washing under running water for 2min.
Sectionswere then dipped in 1% hydrochloric acid-ethanol solution for
10 s, followedbywashing under runningwater for 3min. Sectionswere
then blued using Scott’s tap water for 20 s, followed by washing under
running water for 5min. Next, sections were submerged in 70% etha-
nol for 10 s, before being counterstainedwith Eosin Y for 30 s. Sections
were dehydrated through an alcohol gradient (70–100% ethanol, 30 s
each), then xylene for 3min. Slides were covered slipped with DPX
mountant. H&E-stained slides were imaged on the Olympus VS200
Slide Scanner (Olympus LifeScience) and digitally visualised using
CaseViewer (v2.4, 3DHISTECH).

IMC antibody conjugation, optimisation and validation
The IMC antibody panel used for this study is outlined in Table 2:
sources of all antibodies are outlined in Supplementary Table 1. Anti-
bodies were initially tested by immunofluorescence (IF) on several
positive control tissues (such as secondary lymphoid tissues and
tumour samples). Antibodies were conjugated tometal isotopes using
the MaxPar Multimetal Labelling Kit (Standard BioTools), whereby
metal isotopes were loaded onto chelating polymers, and subse-
quently bound to the antibody. Antibodies conjugated to platinum
isotopes underwent a different conjugation protocol71, whereby they
did not require chelating polymer due to the intercalative nature of
cisplatin. Final concentrations of conjugated antibodies were deter-
mined via Nanodrop (Thermofisher), followed by reconstitution with
Antibody Stabilisation Solution (Candor Bioscience, Germany), and
stored at 4 oC.

IMC staining
Staining for IMC was performed according to Standard BioTools
optimised protocols for FFPE tissues72. TMA blocks were sectioned at
5μm thickness with a microtome, deparaffinised in fresh xylene for
10min, and rehydrated through an ethanol gradient (100–50%, 1min
per grade), and placed in distilled water. Next, tissue sections under-
went antigen retrieval by incubation at 96 °C in Tris-EDTA (pH 8.5) for
30min. Once cooled to 70 °C, tissue sections were washed in PBS
(0.05% Tween) and blocked with 3% bovine serum albumin (BSA) for
45min at room temperature (RT). Next, sections were incubated with
diagnostic-grade anti-PD-L1 for 1 h at RT, washed, and a secondary anti-
rabbit IgG-167Er antibody was added for 1 h at RT. Slides were then
washed and then incubated with the remaining IMC antibodies (dilu-
tions outlined in Table 2, diluted in PBS and 0.5% BSA) and incubated
overnight at 4 °C. The following day, slides were washed with 0.1%
Triton X-100 PBS, and incubated with Cell-ID Intercalator-Iridium
(1:400 in PBS, Standard BioTools), for 30min at RT, washed with
deionised water (Merck Millipore), and dried overnight.

IMC image acquisition
Raw IMC images were acquired using a Hyperion imaging mass cyt-
ometer coupled with a Helios time-of-flight mass cytometer (CyTOF,
Standard BioTools). The previously neuropathologist-defined ROIs
(Antoni A and B regions) were selected at 1000× 1000μm, and the
selected tissue regions were laser ablated over several consecutive
days, in a rastered pattern at 1μm2 pixel resolution, and at a frequency
of 200Hz. The resultant plume following tissue ablation was passed
through a plasma source, ionising it into constituent atoms. CyTOF
then differentiated the signal from each of the metal-conjugated
antibodies, and images of each antibody were reconstructed based on
abundance of eachmetal at each pixel. Images for each antibody were
then exported from the rawdata as TIFFs usingMCDViewer (Standard
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BioTools). Acquired ROIs were screened for abnormalities during
image generation and were excluded accordingly.

Denoise clean-up and single-cell segmentation of IMC images
Raw IMC images were subjected to a denoise pipeline according to
authors instructions73. Following denoising, single-cell data was mined
from IMC images using an established protocol74. Stacks of TIFF ima-
ges were exported from MCD files of each acquired ROI, with each
channel corresponding to a metal isotope-conjugated antibody.
Ilastik75 was then applied to produce pixel probability maps that dis-
tinguished between nuclear, cytoplasmic and background pixels.
Thesemaps were then converted into cell segmentationmasks, where
individual cell boundaries were defined, utilising a one pixel expansion
from nuclei approach for cell identification to optimise signal to noise
ratio and to limit bleed through marker expression from closely loca-
lised cells, and masks were applied to each antibody channel, produ-
cing single-cell expression data for each channel, including the spatial
location of each cell within the acquired ROIs. A Jaccard Index76 (which
compares the manual vs automatic segmentation of the same cells)
was generated (50 random cells per region of interest) using skimage
(v0.23.2) to verify the success rate of the single-cell segmentation.

Immunohistochemistry
Slides underwent dewaxing and antigen retrieval as described under
IMC staining. Endogenous peroxidases were blocked using BLOXALL
Blocking Solution for 30minutes (Vectastain, Cat. No. SP-6000), fol-
lowed by blocking of endogenous Avidin and Biotin epitopes using
ReadyProbes™ Avidin/Biotin Blocking Kit for 30minutes (15min each,
Thermofisher, Cat. No. R37627). Blocking was performed with 3% BSA
for 30minutes before incubation with the primary antibody overnight
at 4˚C. The slides were then washed three times in PBS before incu-
bation with a biotinylated secondary antibody for 30min. Slides were
then treated with Vectastain ABC (Vectastain, Cat. No. AK-5000) for
30min followed by incubation with Vector Blue Substrate (Vectastain,
Cat. No. SK-5300) for 20minutes. After substrate development, the
above steps were repeated with Vector Red Substrate (Vectastain, Cat.
No. SK-5100), when a second stain was required. For PDGFRβ, colour
was instead developed using 3,3′-diaminobenzidine. PDGFRβ staining
was counterstained with haematoxylin, dehydrated, and coverslipped
using DPX mountant. All other stains were counterstained with DAPI,
and were coverslipped using Prolong Gold (ThermoFisher). Primary
antibodies usedwere anti-PDGFRβ (Abcam, ab69506, 42G12), anti-PD-1
(Abcam, ab137132, EPR4877(2)), anti-CD8α (BioLegend, 372902, c8/
144B), anti-CD66b (BD Pharmingen, 555723, G10F5), and anti-CD11b
(Abcam, ab187537, EP1345Y). Biotinylated secondary antibodies used
were either horse anti-mouse (Vector Laboratories, Lot. ZF0521) or
goat anti-rabbit (Vector Laboratories, Lot. ZF0809). Slides were
imaged with a 3D Histech Pannoramic P25020X using a 20× objective
in brightfield and fluorescence (for DAPI) and analysed using QuPath
and ImageJ.

Single-cell analyses of IMC data
The single-cell expression data was interrogated in Python using
packages devised to analyse single-cell data (Scanpy v1.9.377) and
spatial data (Squidpy v1.2.378 andATHENA v0.1.079).Mean cell intensity
of each marker was normalised to the 99.9th percentile of its expres-
sion, and batch corrected by case using batch balanced k nearest
neighbours (BBKNN) alignment80. Leiden clustering81 was used to
identify cell populations. Initial Leiden populations were divided into 4
main groups (Schwann cells, myeloid cells, lymphoid cells and vascu-
lature) based on canonical markers of each group. These broad clas-
sified cell clusters were reclustered at higher resolution to identify
more granular cell sub-populations (Fig. S1C), an approach performed
in other high dimensional imaging studies82. These populations were
then re-defined on the original Leiden and annotated based upon

marker expression of known cell types and states. Single-cell metrics
for each population were extracted for each ROI, and used to calculate
cell abundance.

Maxfuse IMC and scRNA-seq integration
We accessed a publicly available (Gene Expression Omnibus
GSE216783) single-cell RNA sequencing (scRNA-seq) dataset from 11 VS
patients with confirmed NF2 mutations30. Frozen samples were exclu-
ded from analysis, and raw data was pre-processed using scanpy77,
including filtering poor quality cells and genes, normalising the reads
per-cell, and log transforming the data. Cells from our IMC data were
then matched to equivalent cells in the scRNA-seq dataset using
MaxFuse29. Prior to matching, populations without a clear phenotype
were removed from the IMC data (‘Other’), and rare populations
(<1.5%) were removed from the scRNA-seq dataset if they could not
feasibly be matched in the IMC dataset because specific markers were
not in the IMC panel (e.g. NK and mast cells). This left 659,880 IMC
cells (90.24% of original total) and 104 108 scRNA-seq cells (94.8% of
original dataset) to be matched using MaxFuse, allowing matching
between the 4 most abundant parental populations (myeloid,
schwannoma, vascular and lymphoid) to be performed. A total of
548,455 IMC cells (83.1% of cells wherematching was performed) were
matched with sufficient accuracy (0.3 MaxFuse score, as recom-
mended by authors for matching spatial protein with scRNA-seq data)
for further analysis.

Spatial omics analyses
Spatial statistical analyses were performed according to the Spatial
Omics Oxford (SpOOx) analysis pipeline32. Cross pair correlation
functions (cross-PCF) were first used to measure direct cell–cell pair-
wise partners within 20 µm of each cell. Adjacency cell network (ACN)
analyses were generated by computing pairwise statistics between
combinations of cell types, ‘A’ and ‘B’. This was done by calculating the
amount of ‘A’ cells in contact with ‘B’ cells, and then subsequently
calculating the proportion of ‘B’ cells in contact with ‘A’ cells within
each ROI, for each cell.

Receptor-ligand analysis
Receptor-ligand pathways through which cells potentially commu-
nicated in the NF2 SWN VS TME were identified using receptor-ligand
analysis in squidpy78 using theCellPhoneDB v5 database34.We used the
transcriptomes of scRNA-seq cells that were successfully matched to
our IMCpopulations usingMaxFuse (described above).We specifically
assessed interactions between CD4 and CD8 cells, and the populations
they were significantly spatially associated, identified through cross-
PCF analyses. Receptor-ligand pairs were filtered so that at least 5% of
the cells in the sender or receiver populations expressed the ligand and
receptor, respectively. For each interactingpair ofpopulations, the top
20 strongest (defined by mean expression score calculated by
squidpy) and only significant (p < 0.05, including false discovery rate
correction using Benjamini–Hochberg procedure) receptor-ligand
pairs were identified, and compared across interactions populations.
Only significant interactions were visualised.

Cellular neighbourhood analyses
Derivation of cellular neighbourhoods was performed using Cell-
Charter according to authors instructions36. Initially, cells were sorted
into neighbourhood aggregates, and then clustered by Gaussian mix-
ture modelling (GMM). To determine the optimal number of clusters,
K, GMM clustering was ran multiple times (10 for this study) and the
highest stability clustering n was selected in accordance with the
Fowlkes–Mallows Index (FMI). All cells were then sorted into spatial
clusters. Next, proximity analysis was performed to assess the relative
arrangement of spatial clusters within ROIs, indicating neighbourhood
enrichment between clusters.
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Statistics
Statistical tests were performed using GraphPad Prism (v9.5.1). Data
distribution was assessed by Shapiro-Wilk normality test. Differences
in cell abundances between two groups (Antoni A versus Antoni B;
naïve versus bevacizumab) were performed employing case averages
using unpaired t-test orMannWhitney U test. For differences between
three groups (disease severity), cell abundances were compared
employing case averages using a one-way ANOVA with Tukey’s multi-
ple comparisons test or Kruskal–Wallis test with Dunnett’s T3multiple
comparisons test. Specific spatial statistical analyses were performed
as described in each section. IMC data is from one experiment.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
The raw and processed IMC data (images denoised using IMC-
Denoise73, segmentation masks created using an established
pipeline74, Python AnnData object in.h5ad format, and all cell- and
sample-level metadata) generated in this study have been deposited in
the DataDryad database [https://doi.org/10.5061/dryad.wwpzgmstv].
All other data generated in this study are provided in the Supple-
mentary Information and Source Data are provided with this paper.
The scRNA-seq data from vestibular schwannoma used in this study
are available in the Gene Expression Omnibus database under acces-
sion code GSE216783. Source data are provided with this paper.

Code availability
All computational analyses employed published resources, as outlined
in materials and methods.

References
1. Ren, Y.,Chari, D. A., Vasilijic, S.,Welling, D. B.&Stankovic, K.M.New

developments in neurofibromatosis type 2 and vestibular schwan-
noma. Neurooncol. Adv. 3, vdaa153 (2020).

2. Rouleau, G. A. et al. Genetic linkage of bilateral acoustic neurofi-
bromatosis to a DNA marker on chromosome 22. Nature 329,
246–248 (1987).

3. Trofatter, J. A. et al. A novel moesin-, ezrin-, radixin-like gene is a
candidate for the neurofibromatosis 2 tumor suppressor. Cell 72,
791–800 (1993).

4. Evans, D. G., Sainio, M., & Baser, M. E. Neurofibromatosis type 2. J.
Med. Genet. 37, 897–904 (2000).

5. Halliday, D. et al. Genetic Severity Score predicts clinical pheno-
type in NF2. J. Med. Genet. 54, 657–664 (2017).

6. Parry, D. M. et al. Germ-line mutations in the neurofibromatosis 2
gene: correlations with disease severity and retinal abnormalities.
Am. J. Hum. Genet. 59, 529–539 (1996).

7. Kluwe, L. et al. Identification of NF2 germ-line mutations and
comparison with neurofibromatosis 2 phenotypes.Hum. Genet 98,
534–538 (1996).

8. Ruttledge, M. H. et al. Type of mutation in the neurofibromatosis
type 2 gene (NF2) frequently determines severity of disease. Am. J.
Hum. Genet. 59, 331–342 (1996).

9. Evans, D. G., Trueman, L., Wallace, A., Collins, S. & Strachan, T.
Genotype/phenotype correlations in type 2 neurofibromatosis
(NF2): evidence for more severe disease associated with truncating
mutations. J. Med. Genet. 35, 450–455 (1998).

10. Gugel, I. et al. Managing NF2-associated vestibular schwannomas
in children and young adults: review of an institutional series
regarding effects of surgery and bevacizumab on growth rates,
tumor volume, and hearing quality. Childs Nerv. Syst. 36,
2471–2480 (2020).

11. Evans, D. G. et al. Radiation treatment of benign tumors in NF2-
related-schwannomatosis: A national study of 266 irradiated
patients showing a significant increase in malignancy/malignant
progression. Neuro Oncol. Adv. 5, vdad025 (2023).

12. Evans, D. G. Neurofibromatosis type 2 (NF2): a clinical and mole-
cular review. Orphanet J. Rare Dis. 4, 16 (2009).

13. Plotkin, S. R. & Wick, A. Neurofibromatosis and Schwannomatosis.
Semin. Neurol. 38, 73–85 (2018).

14. Bachir, S. et al. Neurofibromatosis Type 2 (NF2) and the implications
for vestibular schwannoma and meningioma pathogenesis. Int. J.
Mol. Sci. 22, 690 (2021).

15. Plotkin, S. R. et al. Hearing improvement after bevacizumab in
patients with neurofibromatosis Type 2. N. Engl. J. Med. 361,
358–367 (2009).

16. Plotkin, S. R. et al. Bevacizumab for progressive vestibular
schwannoma in neurofibromatosis type 2: a retrospective review of
31 patients. Otol. Neurotol. 33, 1046–1052 (2012).

17. Morris, K. A. et al. Bevacizumab in neurofibromatosis type 2 (NF2)
related vestibular schwannomas: a nationally coordinated
approach to delivery and prospective evaluation. Neurooncol.
Pract. 3, 281–289 (2016).

18. Gugel, I. et al. Minimal effect of bevacizumab treatment on residual
vestibular schwannomas after partial resection in young neurofi-
bromatosis type 2 patients. Cancers 11, 1862 (2019).

19. Lu, V. M. et al. Efficacy and safety of bevacizumab for vestibular
schwannoma in neurofibromatosis type 2: a systematic review and
meta-analysis of treatment outcomes. J. Neurooncol. 144,
239–248 (2019).

20. Tripathi, M. et al. Role of Bevacizumab as a prophylactic and reha-
bilitative treatment modality in cases of sporadic and syndromic
vestibular schwannoma: fifty shades of grey! Interdiscip. Neuro-
surg. 19, 100607 (2020).

21. Wippold, F. J., Lubner, M., Perrin, R. J., Lämmle, M. & Perry, A.
Neuropathology for the neuroradiologist: Antoni A and Antoni B
tissue patterns. Am. J. Neuroradiol. 28, 1633–1638 (2007).

22. de Vries, M. et al. Tumor-associated macrophages are related to
volumetric growth of vestibular schwannomas. Otol. Neurotol. 34,
347–352 (2013).

23. Wang, S. et al. Programmed death ligand 1 expression and tumor
infiltrating lymphocytes in neurofibromatosis type 1 and 2 asso-
ciated tumors. J. Neurooncol. 138, 183–190 (2018).

24. Lewis, D. et al. Inflammation and vascular permeability correlate
with growth in sporadic vestibular schwannoma. Neuro Oncol. 21,
314–325 (2019).

25. Lewis, D. et al. The microenvironment in sporadic and neurofi-
bromatosis type II-related vestibular schwannoma: the same tumor
or different? A comparative imaging and neuropathology study. J.
Neurosurg. 134, 1419–1429 (2020).

26. Amit, M. et al. Distinct immune signature predicts progression of
vestibular schwannoma and unveils a possible viral etiology. J. Exp.
Clin. Cancer Res. 41, 292 (2022).

27. Kaluz, S., Kaluzová, M., Liao, S. Y., Lerman, M. & Stanbridge, E. J.
Transcriptional control of the tumor- and hypoxia-marker carbonic
anhydrase 9: A one transcription factor (HIF-1) show? Biochim.
Biophys. Acta 1795, 162–172 (2009).

28. Qi, C. et al. T cell immune regulator 1 is a prognostic marker asso-
ciated with immune infiltration in glioblastoma multiforme. Oncol.
Lett. 21, 1–1 (2021).

29. Chen, S. et al. Integration of spatial and single-cell data across
modalities with weakly linked features. Nat. Biotechnol. 42,
1096–1106 (2024).

30. Barrett, T. F. et al. Single-cell multi-omic analysis of the vestibular
schwannoma ecosystem uncovers a nerve injury-like state. Nat.
Commun. 15, 478 (2024).

Article https://doi.org/10.1038/s41467-025-57586-z

Nature Communications |         (2025) 16:2944 16

https://doi.org/10.5061/dryad.wwpzgmstv
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE216783
www.nature.com/naturecommunications


31. de Vries, M., Hogendoorn, P. C. W., Briaire-de Bruyn, I., Malessy, M.
J. A. & van der Mey, A. G. L. Intratumoral hemorrhage, vessel den-
sity, and the inflammatory reactioncontribute to volume increaseof
sporadic vestibular schwannomas. Virchows Arch. 460, 629–636
(2012).

32. Weeratunga, P. et al. Single cell spatial analysis reveals inflamma-
tory foci of immature neutrophil andCD8 T cells in COVID-19 lungs.
Nat. Commun. 14, 7216 (2023).

33. Raskov, H., Orhan, A., Christensen, J. P. & Gögenur, I. Cytotoxic
CD8+ T cells in cancer and cancer immunotherapy. Br. J. Cancer
124, 359–367 (2021).

34. Troulé, K. et al. CellPhoneDB v5: inferring cell–cell communication
from single-cell multiomics data. https://doi.org/10.48550/arXiv.
2311.04567 (2023).

35. Kiefel, H. et al. L1cam: A major driver for tumor cell invasion and
motility. Cell Adhes. Migr. 6, 374–384 (2012).

36. Varrone, M., Tavernari, D., Santamaria-Martínez, A., Walsh, L. A. &
Ciriello, G. CellCharter reveals spatial cell niches associated with
tissue remodeling and cell plasticity. Nat. Genet. 56, 74–84
(2024).

37. Gregory, G. E. et al. The comparable tumour microenvironment in
sporadic and NF2-related schwannomatosis vestibular schwan-
noma. Brain Commun. 5, fcad197 (2023).

38. Solinas, G., Germano, G., Mantovani, A. & Allavena, P. Tumor-
associated macrophages (TAM) as major players of the cancer-
related inflammation. J. Leukoc. Biol. 86, 1065–1073 (2009).

39. Stankovic, K. M., Batts, S., Welling, D. B. & Vasilijic, S. Immune
profiling of secreted factors from human vestibular schwannoma
cells and tumor-associated macrophages. Laryngoscope 134,
S1–S14 (2024).

40. Hannan, C. J. et al. Increased circulating chemokines and macro-
phage recruitment in growing vestibular schwannomas. Neurosur-
gery 92, 581 (2023).

41. Papiez, J., Rojiani, M. V. & Rojiani, A. M. Vascular alterations in
schwannoma. Int. J. Clin. Exp. Pathol. 7, 4032–4038 (2014).

42. Sian, C. S. & Ryan, S. F. The ultrastructure of neurilemoma with
emphasis on Antoni B tissue. Hum. Pathol. 12, 145–160 (1981).

43. Xu, M. et al. Single-Cell RNA-Seq reveals heterogeneity of cell
communications between Schwann cells and fibroblasts within
vestibular schwannoma microenvironment. Am. J. Pathol. 192,
1230–1249 (2022).

44. Sha, Y. et al. Intermediate cell states in epithelial-to-mesenchymal
transition. Phys. Biol. 16, 021001 (2019).

45. Sade-Feldman, M. et al. Defining T cell states associated with
response to checkpoint immunotherapy in melanoma. Cell 175,
998–1013.e20 (2018).

46. Terranova-Barberio, M. et al. Exhausted T cell signature predicts
immunotherapy response in ER-positive breast cancer. Nat. Com-
mun. 11, 3584 (2020).

47. Reading, J. L. et al. The function and dysfunction of memory CD8+
T cells in tumor immunity. Immunol. Rev. 283, 194–212 (2018).

48. Wu, Z. et al. CD3+CD4-CD8- (Double-Negative) T cells in inflam-
mation, immune disorders and cancer. Front. Immunol. 13, (2022).
Accessed February 11, 2024. https://doi.org/10.3389/fimmu.2022.
816005.

49. Henson, S. M., Riddell, N. E. & Akbar, A. N. Properties of end-stage
human T cells defined by CD45RA re-expression. Curr. Opin.
Immunol. 24, 476–481 (2012).

50. Silva-Filho, J. L., Caruso-Neves, C. & Pinheiro, A. A. S. Angiotensin II
type-1 receptor (AT1R) regulates expansion, differentiation, and
functional capacity of antigen-specific CD8+ T cells. Sci. Rep. 6,
35997 (2016).

51. Peranzoni, E. et al. Macrophages impede CD8 T cells from reaching
tumor cells and limit the efficacy of anti–PD-1 treatment. Proc. Natl
Acad. Sci. USA 115, E4041–E4050 (2018).

52. Lanitis, E., Dangaj, D., Irving, M. & Coukos, G. Mechanisms reg-
ulating T-cell infiltration and activity in solid tumors.Ann.Oncol. 28,
xii18–xii32 (2017).

53. Grage-Griebenow, E. et al. L1CAM promotes enrichment of immu-
nosuppressive T cells in human pancreatic cancer correlating with
malignant progression. Mol. Oncol. 8, 982–997 (2014).

54. Bandala-Sanchez, E. et al. T cell regulation mediated by interaction
of soluble CD52 with the inhibitory receptor Siglec-10. Nat. Immu-
nol. 14, 741–748 (2013).

55. Chen, Y. et al. CD8+ T cells form the predominant subset of NKG2A+
cells in human lung cancer. Front Immunol. 10, 3002 (2019).

56. Gunderson, A. J. et al. TGFβ suppresses CD8+ T cell expression of
CXCR3 and tumor trafficking. Nat. Commun. 11, 1749 (2020).

57. Du, Y. et al. Potential crosstalk between SPP1 + TAMs and CD8+
exhausted T cells promotes an immunosuppressive environment in
gastric metastatic cancer. J. Transl. Med. 22, 158 (2024).

58. Xu, X. et al. SPP1 expression indicates outcome of immunotherapy
plus tyrosine kinase inhibition in advanced renal cell carcinoma.
Hum. Vaccines Immunother. 20, 2350101 (2024).

59. Kharchenko, P. V., Silberstein, L. & Scadden, D. T. Bayesian
approach to single-cell differential expression analysis. Nat. Meth-
ods 11, 740–742 (2014).

60. Azizi, E. et al. Single-cell map of diverse immune phenotypes in the
breast tumor microenvironment. Cell 174, 1293–1308.e36 (2018).

61. Zhang, Q. et al. Landscape and dynamics of single immune cells in
hepatocellular carcinoma. Cell 179, 829–845.e20 (2019).

62. Cheng, S. et al. A pan-cancer single-cell transcriptional atlas of
tumor infiltrating myeloid cells. Cell 184, 792–809.e23 (2021).

63. Sun, Y. et al. Single-cell landscapeof theecosystem in early-relapse
hepatocellular carcinoma. Cell 184, 404–421.e16 (2021).

64. Wu, S. Z. et al. A single-cell and spatially resolved atlas of human
breast cancers. Nat. Genet. 53, 1334–1347 (2021).

65. Wang, L. et al. PD-L1-expressing tumor-associated macrophages
are immunostimulatory andassociatewithgoodclinical outcome in
human breast cancer. Cell Rep. Med. 5, 101420 (2024).

66. Jordan A. R., Racine R. R., HennigM. J. P. & Lokeshwar, V. B. The role
of CD44 in disease pathophysiology and targeted treatment. Front
Immunol. 6, (2015). Accessed February 11, 2024. https://doi.org/10.
3389/fimmu.2015.00182.

67. Xu, H., Niu, M., Yuan, X., Wu, K. & Liu, A. CD44 as a tumor biomarker
and therapeutic target. Exp. Hematol. Oncol. 9, 36 (2020).

68. Nishikawa, M. et al. CD44 expression in the tumor periphery pre-
dicts the responsiveness to bevacizumab in the treatment of
recurrent glioblastoma. Cancer Med 10, 2013–2025 (2021).

69. Wu, L. et al. Losartan prevents tumor-induced hearing loss and
augments radiation efficacy in NF2 schwannoma rodent models.
Sci. Transl. Med. 13, eabd4816 (2021).

70. Shih H. A. Hearing outcomes using fractionated proton radiation
therapy for vestibular schwannoma. 2022. Accessed January 1,
2024. https://clinicaltrials.gov/study/NCT01199978.

71. Mei, H. E., Leipold, M. D. & Maecker, H. T. Platinum-conjugated
antibodies for application in mass cytometry. Cytometry A 89,
292–300 (2016).

72. Standard Biotools. Imaging mass cytometry staining protocol for
FFPE sections. https://www.standardbio.com/products/instruments/
hyperion (2018).

73. Lu, P. et al. IMC-Denoise: a content aware denoising pipeline to
enhance Imaging Mass Cytometry. Nat. Commun. 14, 1601 (2023).

74. Windhager, J. et al. An end-to-end workflow for multiplexed image
processing and analysis. Nat. Protoc. 18, 3565–3613 (2023).

75. Berg, S. et al. ilastik: interactive machine learning for (bio)image
analysis. Nat. Methods 16, 1226–1232 (2019).

76. Greenwald, N. F. et al. Whole-cell segmentation of tissue images
with human-level performance using large-scale data annotation
and deep learning. Nat. Biotechnol. 40, 555–565 (2022).

Article https://doi.org/10.1038/s41467-025-57586-z

Nature Communications |         (2025) 16:2944 17

https://doi.org/10.48550/arXiv.2311.04567
https://doi.org/10.48550/arXiv.2311.04567
https://doi.org/10.3389/fimmu.2022.816005
https://doi.org/10.3389/fimmu.2022.816005
https://doi.org/10.3389/fimmu.2015.00182
https://doi.org/10.3389/fimmu.2015.00182
https://clinicaltrials.gov/study/NCT01199978
https://www.standardbio.com/products/instruments/hyperion
https://www.standardbio.com/products/instruments/hyperion
www.nature.com/naturecommunications


77. Wolf, F. A., Angerer, P. & Theis, F. J. SCANPY: large-scale single-cell
gene expression data analysis. Genome Biol. 19, 15 (2018).

78. Palla, G. et al. Squidpy: a scalable framework for spatial omics
analysis. Nat. Methods 19, 171–178 (2022).

79. Martinelli, A. L. & Rapsomaniki, M. A. ATHENA: analysis of tumor
heterogeneity from spatial omics measurements. Bioinformatics
38, 3151–3153 (2022).

80. Polański, K. et al. BBKNN: fast batch alignment of single cell tran-
scriptomes. Bioinformatics 36, 964–965 (2020).

81. Traag, V. A., Waltman, L. & van Eck, N. J. From Louvain to Leiden:
guaranteeing well-connected communities. Sci. Rep. 9,
5233 (2019).

82. Hickey, J.W. et al. Organization of the human intestine at single-cell
resolution. Nature 619, 572–584 (2023).

Acknowledgements
We thank Dr. Gareth Howell and Dr. Jennifer Baron within the Flow
Cytometry Core Facility at the University of Manchester for helping with
the imagingmass cytometry work performed in this study. We thank Dr.
Peter March in the Bioimaging Core Facility at the University of Man-
chester for helping with the microscopy work. We thank Professor
Federico Roncaroli and Dr. Daniel du Plessis within the Department of
Cellular Pathology at the Salford Royal Hospital for annotating and
validating the H&E-stained slides to identify Antoni A and B regions for
incorporation within the Tissue Microarrays, which were generated by
Dr. Garry Ashton and team at The Christie Hospital (CRUK), Manchester.
Theworkwas funded byNF2 BioSolutions (PhD studentships supporting
A.P.J and G.E.G), the Medical Research Council (MR/T016515/1 to D.B
and K.N.C, MR/V034650/1 to K.N.C). This study has been delivered
through the National Institute for Health and Care Research (NIHR)
Manchester Biomedical Research Centre (BRC) (NIHR203308 toD.B and
O.N.P; IS-BRC-1215-20007 to D.G.E, D.B. and O.N.P). The views expres-
sed are those of the author(s) and not necessarily those of the NIHR or
the Department of Health and Social Care. The imagingmass cytometer
used within the study was purchased through a BBSRC Alert18 award
(BB/S019324/1 to K.N.C.).

Author contributions
Conceptualisation of study by A.P.J., K.N.C. andG.E.G.; Methodology by
MJH and M.H.M.; Investigation performed by A.P.J., G.E.G., A.K.S. and
M.H.M.; Resources provided by C.J.H., D.G.L., P.O., L.D.B., M.J.S. and
A.T.K.; Software by M.J.H. and A.P.J.; Visualisation performed by A.P.J.,

M.J.H. and M.H.M.; Study supervised by K.N.C., O.N.P., D.B. and P.P.;
Original draft of manuscript by A.P.J. and K.N.C.; Reviewing and editing
of manuscript by A.P.J., K.N.C., O.N.P., D.B., P.P., D.G.E., A.T.K., M.J.S.,
P.O., D.G.L., C.J.H., M.J.H. and G.E.G.: Funding acquisition for study by
K.N.C., O.N.P., D.B. and D.G.E.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-025-57586-z.

Correspondence and requests for materials should be addressed to
David Brough, Omar N. Pathmanaban or Kevin N. Couper.

Peer review information Nature Communications thanks Juliet Ema-
maullee and the other, anonymous, reviewer(s) for their contribution to
the peer review of this work. A peer review file is available.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons licence, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons licence and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this licence, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2025

1Division of Immunology, Immunity to Infection and Respiratory Medicine, Faculty of Biology, Medicine & Health, The University of Manchester,
Manchester, UK. 2Geoffrey Jefferson Brain Research Centre, Manchester Academic Health Science Centre, Northern Care Alliance NHS Foundation Trust,
University of Manchester, Manchester, UK. 3Division of Neuroscience, Faculty of Biology, Medicine & Health, The University of Manchester, Manchester, UK.
4Department of Neurosurgery, Manchester Centre for Clinical Neurosciences, Salford Royal Hospital NHS Foundation Trust, Salford, UK. 5Department of
Pathology, The Christie Hospital, Manchester, UK. 6Division of Evolution, Infection and Genomics, Faculty of Biology, Medicine & Health, The University of
Manchester, Manchester, UK. 7Department of Biosystems and Soft Matter, Institute of Fundamental Technological Research, Polish Academy of Sciences,
Warsaw, Poland. 8These authors contributed equally: Adam P. Jones, Michael J. Haley. 9These authors jointly supervised this work: David Brough, Omar N.
Pathmanaban, Kevin N. Couper. e-mail: David.brough@manchester.ac.uk; omar.pathmanaban@manchester.ac.uk; kevin.couper@manchester.ac.uk

Article https://doi.org/10.1038/s41467-025-57586-z

Nature Communications |         (2025) 16:2944 18

https://doi.org/10.1038/s41467-025-57586-z
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
mailto:David.brough@manchester.ac.uk
mailto:omar.pathmanaban@manchester.ac.uk
mailto:kevin.couper@manchester.ac.uk
www.nature.com/naturecommunications

	Spatial mapping of immune cell environments in NF2-related schwannomatosis vestibular schwannoma
	Results
	Imaging mass cytometry highlights the intra and inter-heterogeneity across histomorphic niches in NF2 SWN-related vestibular schwannoma
	The interactions of myeloid cell populations with Schwann cell populations across histomorphic niches in NF2 SWN-related vestibular schwannoma
	T-cell populations exist within distinct environments associated with infiltration and suppression across histomorphic niches in NF2 SWN-related vestibular schwannoma
	CD8± TEMRA cells and CD4± TEMRA cells appear to be actively recruited and suppressed within NF2 SWN-related vestibular schwannoma
	Derivation of cellular neighbourhoods reveals distinctive spatial organisation and immune environments across histomorphic niches in NF2 SWN-related vestibular schwannoma
	Bevacizumab treatment significantly increases the expression of CD44 on Schwann cells, and reduces AGTR1 expression on T cells, in NF2 SWN-related vestibular schwannoma

	Discussion
	Methods
	Ethics
	Tissue samples
	H&E staining and imaging
	IMC antibody conjugation, optimisation and validation
	IMC staining
	IMC image acquisition
	Denoise clean-up and single-cell segmentation of IMC images
	Immunohistochemistry
	Single-cell analyses of IMC data
	Maxfuse IMC and scRNA-seq integration
	Spatial omics analyses
	Receptor-ligand analysis
	Cellular neighbourhood analyses
	Statistics
	Reporting summary

	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




