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In brief

Haacke et al. show that induction of
trained immunity by B-glucan is
accompanied by adaptations in
monocytes and bone marrow osteoclast
precursors that drive an enhanced
predisposition toward generation of
osteoclasts, thereby leading to
exacerbated inflammatory bone loss in
experimental periodontitis and arthritis.
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SUMMARY

We previously demonstrated that long-term trained immunity (TRIM) involves adaptations that imprint innate
immune memory in long-lived myelopoiesis precursors and their progeny, monocytes/macrophages and
neutrophils, which thereby acquire enhanced responsiveness to future challenges. Here, we show that a
distinct component of myeloid biology, osteoclastogenesis, can also undergo innate immune training.
Indeed, B-glucan-induced TRIM was associated with an increased osteoclastogenesis bias in the bone
marrow and an expansion of monocytes/osteoclast progenitors in the periphery, resulting in aggravated
severity of experimental periodontitis and arthritis. In the setting of trained inflammatory osteoclastogenesis,
we observed transcriptomic rewiring in synovial myeloid cells of arthritic mice, featuring prominent upregu-
lation of the transcription factor melanogenesis-associated transcription factor (MITF). Adoptive transfer of
splenic monocytes from B-glucan-trained mice to naive recipients exacerbated arthritis in the latter in a
strictly MITF-dependent manner. Our findings establish trained osteoclastogenesis as a maladaptive compo-
nent of TRIM and potentially provide therapeutic targets in inflammatory bone loss disorders.

INTRODUCTION Osteoclasts are large, multinucleated bone-resorbing cells that

derive from the myeloid lineage.”® Osteoclastogenesis is facili-

Disorders associated with inflammatory bone loss include peri-
odontitis and inflammatory arthritis.” In periodontitis and
arthritis, a complex network of inflammatory cytokines and im-
mune cells operates together with osteoclasts, the professional
bone-resorbing cells, to promote gingival or synovial inflamma-
tion and bone loss."***

tated by the synergistic actions of macrophage colony stimulating
factor (M-CSF), which binds to the CSF-1 receptor (CSF1R;
CD115), with receptor activator of nuclear factor kB (NF-«B) ligand
(RANKL).®” However, alternative pathways of osteoclast differen-
tiation have been described in inflammation.® Osteoclasts share a
common progenitor with monocytes/macrophages and dendritic
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cells in the bone marrow (BM), which lies downstream of the gran-
ulocyte-macrophage progenitors (GMPs).°'" Aside from these
BM progenitors that produce osteoclasts mainly operating in ho-
meostatic bone remodeling, several other cell types have been
identified as potential osteoclast progenitors (OCPs), especially
during inflammation.*'>~'® Cells harboring OCP potential include
monocytes and macrophages.”'>'>'” For example, classical
(CD11b*CD115*Ly6C"9") monocytes may contain OCP activity
and generate osteoclasts.'®'® In the inflamed arthritic synovium,
monocyte-derived macrophage subpopulations may also give
rise to osteoclasts.'? Recruitment of OCPs from the BM, the
spleen, or the blood, and their differentiation to osteoclasts, con-
tributes to bone resorption in inflammatory bone loss disorders. In
summary, OCPs display large heterogeneity, especially under
conditions of inflammation-associated bone loss.'®

In arthritis and periodontitis, cytokines, such as interleukin (IL)-
17, tumor necrosis factor (TNF), IL-6, and IL-18, produced by
diverse cells of innate and adaptive immunity, contribute to sy-
novial or gingival inflammation and amplify bone erosion via
direct or indirect stimulation of osteoclast generation and activa-
tion, in part by upregulating expression of RANKL in different cell
types, including synovial fibroblasts in arthritis.?'~>*

Trained immunity (TRIM), the enhanced immune response
consequent to induction of innate immune memory, has recently
emerged as a key principle in the long-term regulation of inflam-
matory responses.”*® Certain pathogen-derived agonists,
such as fungal B-glucan, or vaccines endow myeloid cells with
enhanced inflammatory preparedness via sustained metabolic,
epigenetic, and transcriptomic rewiring, which, in turn, promotes
increased responses to future challenges.?* We and others have
previously established that the prolonged actions of TRIM,
despite the short lifetime of myeloid cells in the circulation, are
mediated by rewiring of long-lived BM progenitors, including he-
matopoietic stem and progenitor cells (HSPCs).?’° Although
TRIM can exert beneficial actions by protecting against infec-
tions®'** and cancer,***® inflammatory memory imprinted in
BM hematopoietic progenitors may also contribute to inflamma-
tory diseases and the comorbidity between inflammatory bone
loss disorders.*®*° However, whether osteoclastogenesis itself
is subject to innate immune training under these conditions is
entirely unknown. This is of particular importance in the context
of the potent anti-cancer effects of B-glucan-induced TRIM.*°
Indeed, the use of B-glucan preparations in clinical trials for can-
cer immunotherapies,*’*? often in combination with immune
checkpoint inhibitors,”? may require caution given that inflam-
matory bone loss is a frequent side effect of cancer immunother-
apies, particularly of immune checkpoint inhibitors.*>** Hence,
understanding the potential role of B-glucan-induced TRIM in
osteoclastogenesis and inflammatory bone loss is imperative.
Here, we demonstrate that innate immune training of inflamma-
tory osteoclastogenesis is an additional facet of TRIM that
amplifies inflammatory bone loss.

RESULTS

TRIM promotes inflammatory bone loss in experimental
periodontitis and arthritis

To explore the role of TRIM in inflammatory bone loss pathol-
ogies, we employed mouse models of experimental periodontitis
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and arthritis. We first pre-treated wild-type (WT) mice with an
intraperitoneal (i.p.) injection of the prototype agonist of TRIM,
B-glucan,”” or PBS as control. 7 days thereafter, B-glucan-
treated (trained) or control-treated (non-trained) mice were sub-
jected to ligature-induced periodontitis (LIP) by ligating the
maxillary second molar, with the contralateral tooth kept unli-
gated to serve as baseline control (Figure 1A); periodontitis
was analyzed 5 days later. Compared with untrained controls,
trained mice exhibited significantly increased periodontal bone
loss at the ligated sites (Figure 1B). Expression of proinflamma-
tory genes (/I6, II1b, and //17a) was increased in the gingival tis-
sue of trained mice, compared with non-trained controls,
5 days after LIP induction (Figure 1C). Additionally, Tnfsf11, en-
coding for the cardinal osteoclastogenic factor RANKL, was up-
regulated in the gingival tissue of LIP-subjected trained mice
(Figure 1C). Therefore, B-glucan-induced TRIM exacerbates in-
flammatory bone loss upon application of a secondary stimulus
(LIP).

We next investigated the relevance of these findings in exper-
imental arthritis. Mice were subjected to collagen-antibody-
induced arthritis (CAIA) 7 days after TRIM induction by a single
i.p. injection with B-glucan or PBS administration as control (Fig-
ure 2A). Mice pre-treated with B-glucan developed more severe
arthritis compared with untrained controls, as shown by
increased ankle thickness and arthritis score (Figures 2B and
2C). Gene expression analysis of the synovium 7 days after
CAIA induction revealed upregulation of inflammatory cytokines
II1b and lI17a in trained mice compared with non-trained con-
trols, indicating increased inflammatory activity in the joints
following TRIM induction (Figure 2D). Expression of Nfatc1, a
master transcription factor of osteoclastogenesis,”****® was up-
regulated in the joints of trained mice (Figure 2D). Gene expres-
sion analysis from synovial myeloid cells (CD11b™) and stromal
cells (CD45™) of arthritic mice pre-treated with B-glucan or
PBS revealed that the expression of inflammatory cytokines
was significantly increased in CD11b* but not in CD45~ cells
due to TRIM induction (Figures S1A and S1B). Thus, synovial
myeloid cells, rather than stromal cells, are targeted by TRIM
for enhanced cytokine responses. Additionally, Nfatc1 expres-
sion was increased in synovial CD11b* myeloid cells from
trained arthritic mice as compared with those from untrained
mice (Figure S1A). We then performed tartrate-resistant acid
phosphatase (TRAP) staining in the knee joints to assess
whether B-glucan-induced TRIM affected osteoclastic activity
in arthritis. There was no significant difference in the numbers
of osteoclasts (TRAP* multinucleated cells [MNCs]) in the knee
joints 7 days after mouse pre-treatment with B-glucan or PBS
without subsequent arthritis induction (Figure S1C). In contrast,
osteoclast numbers were significantly increased in trained
mice 7 days after CAIA induction compared with untrained
PBS-control mice (Figures 2E and 2F). Hence, TRIM induction
led to increased osteoclastogenesis in the joints only upon a sec-
ondary challenge (arthritis), consistent with the TRIM concept.

To consolidate the notion that B-glucan-induced TRIM pro-
motes arthritis, we employed an independent model, namely
the K/BxN serum transfer arthritis model (K/BxN-STA). Mice
were similarly treated with -glucan or PBS 7 days before inject-
ing K/BxN serum to trigger arthritis (Figure 3A). Consistent with
our previous results in LIP and CAIA, training with B-glucan
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Figure 1. TRIM promoted inflammatory bone loss in LIP

(A) Mice were pre-treated with B-glucan or PBS-control. After 7 days, periodontal bone loss was induced for 5 days in both groups by ligating a maxillary second

molar and leaving the contralateral tooth unligated.
(B) Periodontal bone loss 5 days after LIP induction (n = 6 mice per group).

(C) Relative mRNA expression of the indicated molecules in gingival tissues, harvested on day 5 of LIP (n = 6 mice per group). Results are presented as fold
change in the transcript levels in ligated sites relative to those of corresponding unligated sites, which were assigned a value of 1.
Data are mean + SEM; *p < 0.05, **p < 0.01. Unpaired t test (B and C) except for //17a in (C) (Mann-Whitney U test). U, unligated; L, ligated.

aggravated arthritis, as demonstrated by increased ankle joint
thickness and clinical arthritis score at the peak of the disease
(Figures 3B and 3C). Enhanced expression of proinflammatory
cytokines ll6, ll1b, Tnf, and l/17a was observed in the synovium
of arthritic mice that were trained with B-glucan (Figure 3D). In
trained arthritic mice, synovial Nfatc1 expression was upregu-
lated compared with untrained arthritic mice (Figure 3D), consis-
tent with the findings from the CAIA model. Despite the
increased inflammatory signaling in the synovium of trained
mice subjected to K/BxN-STA, the frequencies of synovial
myeloid cells, including neutrophils (CD11b*Ly6G™), monocytes
(CD11b*Ly6G Ly6C™"), and macrophages (CD11b*Ly6G F4/
80%), were comparable between trained and untrained mice at
different time intervals (5, 10, and 17 days), as assessed by
flow cytometry (Figures S2A-S2D). Hence, the enhanced proin-
flammatory phenotype observed in trained mice subjected to
K/BxN-STA is associated with qualitative alterations (higher in-
flammatory gene expression) rather than quantitative changes
in myeloid cell populations. This is consistent with previous ob-
servations that TRIM induction is often associated with qualita-
tive rather than quantitative changes.*°

Histological analysis revealed that osteoclast numbers in the
knee joints tended to be higher in B-glucan-trained arthritic mice
compared with non-trained arthritic mice (Figures 3E and 3F).

As alluded to above, TRIM may not necessarily lead to quantitative
changes®’; we thus assessed whether there was higher osteo-
clastic activity in the K/BxN-STA model due to TRIM induction.
To this end, we measured the serum levels of TRAP form 5b
(TRACP 5b), a marker of osteoclastic activity and bone resorption.
We found higher TRAcP 5b concentrations 10 days after arthritis
induction in the K/BxN-STA model in B-glucan-trained compared
with untrained mice (Figure 3G), indicating increased osteoclastic
activity in K/BxN-STA arthritic mice due to TRIM induction.
Together, B-glucan-induced TRIM exacerbates inflammation,
osteoclastic activity, and disease severity in three different mouse
models of inflammatory bone loss (LIP, CAIA, and K/BxN-STA).

Enhanced inflammatory osteoclastogenesis upon
B-glucan-induced TRIM

Inflammatory bone loss is influenced not only by inflammation
but also by enhanced development and activation of osteoclasts
that drive bone erosion.” Whereas it is well established that
B-glucan can train innate immune cells,?*?"*° the influence, if
any, of B-glucan-induced TRIM on osteoclastogenesis has not
been explored during inflammatory bone loss. As TRIM is initi-
ated by functional alterations in BM progenitors,®’**® we hypoth-
esized that B-glucan-induced innate immune training might have
an impact on BM OCPs as well.

Developmental Cell 60, 1-17, July 7, 2025 3
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Figure 2. Innate immune training with
B-glucan enhanced disease severity in CAIA
(A) Mice were pre-treated with B-glucan or PBS-
control. After 7 days, both groups of mice were
subjected to the CAIA model.
(B and C) The difference in ankle thickness, i.e.,
Delta (A) ankle thickness (B) and the arthritis score
(C) are shown (n = 7 mice per group).
(D) Relative mRNA expression of the indicated
molecules in knee joints, harvested on day 7 of the
*x CAIA model (n = 6 mice per group). Results are
presented relative to those of the PBS-control
group, set as 1.
(E and F) Histology analysis (TRAP staining) of
* knee joints (harvested on day 7 of the CAIA model).
(E) Quantification of TRAP* MNCs per area (n = 4
mice per group) and (F) representative TRAP-
stained images. Scale bars, 20 pm.
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In the BM of adult mice, the previously described CD115*
CD27"9" and the more committed CD1157CD27°"/~ OCP
populations serve as the primary OCPs giving rise to osteoclasts
under homeostasis.*? Both CD115*CD27"" and CD115*
CD27"°"~ OCPs lie downstream of GMPs, which are important
cellular targets of TRIM.?"**®*° Flow cytometry was conducted
for CD115*CD27"9" OCPs (B220 ¢-Kit*CD11b""/~CD115*
CD27"9") and CD115*CD27'°"/~ OCPs (B220 ¢-Kit*CD11b'*"/~
CD115*CD27"°"/7) (Figure S3A) in the BM of mice trained with
B-glucan or treated with PBS-control for 7 days or mice pre-
treated with B-glucan or PBS for 7 days and additionally sub-
jected to K/BxN-STA for another 5 or 10 days. Although
B-glucan-induced TRIM alone (without subsequent arthritis
induction) did not affect the frequencies of CD115*CD27""
and CD115*CD27"°"/~ OCPs in the BM (Figure 4A), 5 days
after K/BxN-STA induction, both populations significantly
expanded in B-glucan-trained mice compared with non-trained

4 Developmental Cell 60, 1-17, July 7, 2025

CD27"°"/~ OCPs in a manner that enables
them to expand (relative to their counter-
parts from untrained mice) upon a sec-
ondary challenge (arthritis). To provide
additional evidence for innate immune
training of osteoclastogenesis, we as-
sessed qualitative changes in OCPs
by analyzing expression of osteoclast-
related genes and transcription factors
in both CD115*CD27"9" and CD115*
CD27°%/~ QCPs. Although B-glucan-
mediated TRIM induction (without sec-
ondary arthritis challenge) did not affect
CD115*CD27"9" and CD115*CD27"°"/~
OCP abundance (Figure 4A), Nfatc1 expression was significantly
upregulated in both populations upon TRIM induction. Foxm1, a
transcription factor promoting osteoclast development,’? and
Ctsk, an established late-stage osteoclast marker gene,® were
selectively upregulated in CD115*CD27"°"/~ OCPs, the popula-
tion bearing elevated OCP potential,” in trained mice relative to
untrained controls. No changes in expression of aforementioned
factors were observed in CD115*CD27"9" OCPs. Expression of
Nr4a1, a negative regulator of osteoclast development,*’*® was
downregulated in CD115*CD27"°"/~ OCPs in trained mice
compared with untrained controls (Figures 4D and 4E). Expres-
sion of other osteoclastogenesis regulators (Oscar, Mafb, and
Irf8) in both populations was comparable between trained and
untrained mice (Figures S3B and S3C).

Hence, BM OCPs, especially the CD115*CD27'°%'~ OCPs that
have higher OCP potential, display an increased bias toward os-
teoclastogenesis upon B-glucan-mediated TRIM induction. To

T T
PBS B-glucan
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Figure 3. Induction of TRIM exacerbated K/BxN-STA disease

(A) Mice were pre-treated with B-glucan or PBS-control. After 7 days, both groups of mice were subjected to K/BxN-STA.

(B and C) The difference in ankle thickness, i.e., Delta (A) ankle thickness (B) and the arthritis score (C) at the peak of the disease (day 10 after K/BxN-STA
induction) are shown. Data are from two independent experiments (n = 14 mice per group).

(D) Relative mRNA expression of the indicated molecules in knee joints, harvested on day 17 of the K/BxN-STA model. Results are presented relative to those of
the PBS-control group, set as 1. Data are from two independent experiments (n = 14 mice per group).

(E and F) Knee joints (harvested on day 10 of the K/BxN-STA model) were processed for TRAP staining. (E) Quantification of TRAP+ MNCs per area (n = 8 mice per

group). (F) Representative TRAP-stained images. Scale bars, 20 pm.

(G) Concentration of TRACP 5b in the serum on day 10 of the K/BxN-STA model (n = 8 mice per group).
Data are mean + SEM; *p < 0.05, **p < 0.01, ***p < 0.001. Unpaired t test (B and E) or Mann-Whitney U test (C, D, and G).

See also Figure S2.

further test this hypothesis, we cultured BM cells isolated from
B-glucan-trained mice or PBS-treated controls and performed
ex vivo RANKL-induced osteoclastogenesis assays.”? BM cells
isolated from trained mice were more capable of forming mature
osteoclasts compared with cells isolated from untrained mice
(Figures 4F and 4G). Expression of Acp5 (encoding TRAP) in
cultured osteoclasts was upregulated in cells from trained
mice compared with cells from untrained mice (Figure 4H). These
findings validate the hypothesis for a TRIM-triggered enhanced
osteoclastogenesis bias.

Besides the aforementioned BM OCPs that function also in ho-
meostatic bone remodeling, under inflammatory conditions, addi-
tional myeloid cell types harbor OCP potential, including classical
monocytes (CD11b*CD115Ly6C"'9"). The latter can be recruited
from the blood or spleen to sites of inflammatory bone loss, where
they differentiate to osteoclasts and contribute to bone resorp-
tion.">'® We therefore interrogated whether TRIM can also affect
monocyte-associated inflammatory osteoclastogenesis. We per-
formed flow cytometry analysis of splenic classical monocytes
(Figure S4) from B-glucan-trained mice or untrained controls for
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Figure 4. TRIM induced by B-glucan increased BM osteoclastogenesis

(A-C) Mice were pre-treated with B-glucan or PBS-control. After 7 days, both groups of mice were subjected to the K/BxN-STA model or not. Flow-cytometric
analysis of CD115*CD27M9" and CD115*CD27'°"/~ OCPs from BM was performed (A) at day 0 (no arthritis, n = 6 mice per group) or (B) at day 5 (n = 5 mice per
group) and (C) at day 10 (n = 5 mice per group) after K/BxN-STA induction. Frequencies of CD115*CD27"9" OCPs (B220~c-Kit*CD11b'**/~CD115*CD27"'9") and
CD115*CD27"°"/~ OCPs (B220 ¢-Kit*CD11b'°"/~CD115*CD27'°*/~) are shown.

(D and E) Relative mRNA expression of the indicated molecules from sorted BM CD115*CD27"9" OCPs (D) and CD115*CD27'°"/~ OCPs (E) 7 days after p-glucan
or PBS treatment (n = 4-6 mice per group). Results are presented relative to those of the PBS-control group, set as 1.

(F-H) Mice were pre-treated with B-glucan or PBS-control. After 7 days, BM cells were incubated with M-CSF for 3 days followed by another 5 days together with
RANKL. Cells were stained for TRAP (F displays representative images; scale bars, 300 um) to count all mature osteoclasts in the culture wells, defined as TRAP*
MNCs with >3 nuclei. (G) Quantification of osteoclasts; data are from two independent experiments (in total cultures from n = 8-9 mice per group). (H) Relative mRNA
expression of Acp5 from cultured osteoclasts (cultures from n = 5 mice per group). Results are presented relative to those of the PBS-control group, set as 1.
Data are mean + SEM; ns, non-significant; *p < 0.05; **p < 0.01. Unpaired t test (A-E, G, and H), except for Nr4a1 in (D) and Nfatc1 in (E), in which cases
Mann-Whitney U test was used.

See also Figure S3.
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7 days or from additional groups of trained or untrained mice that
were subjected to a secondary K/BxN-STA challenge for an addi-
tional 5, 10, or 17 days. Upon B-glucan-mediated innate immune
training (without further arthritis challenge), the frequency of
splenic CD11b*CD115*Ly6CM" cells was increased compared
with untrained mice (Figure 5A). Moreover, after subjecting trained
and untrained mice to a secondary challenge (arthritis),
CD11b*CD115*Ly6CM" monocytes were significantly elevated
in the spleens of B-glucan-trained mice at the early phase
(5 days) of the model (Figure 5B). This difference waned at later
phases (10 and 17 days) of arthritis (Figure 5B). Although no differ-
ences were observed in the frequency of CD11b*CD115*Ly6C"9"
monocytes between trained and untrained mice at later stages of
arthritis, splenic monocytes from previously trained mice ex-
hibited enhanced proinflammatory signature (//6 and Tnf upregu-
lation) 17 days after arthritis onset (Figure 5C).

Next, we assessed whether TRIM induction increased the os-
teoclastogenic potential of splenic monocytes, by performing
ex vivo osteoclast differentiation assays. Splenic monocytes iso-
lated from B-glucan-trained mice 10 days after K/BxN-STA in-
duction exhibited enhanced osteoclast formation compared
with splenic monocytes isolated from untrained arthritic mice
(Figures 5D and 5E).

Hence, B-glucan-induced TRIM is associated with qualitative
changes in monocytes/OCPs associated with higher inflamma-
tory responses and enhanced osteoclastogenesis capacity.
Collectively, B-glucan-induced TRIM can promote inflammatory
osteoclastogenesis, at least in part, by modulating splenic
monocytes/OCPs.

Adoptive transfer of trained monocytes exacerbates
inflammatory arthritis

Peripheral monocytes serve as OCPs during inflammatory os-
teoclastogenesis,'® and we found alterations in this population
due to TRIM. To provide conclusive evidence that trained mono-
cytes/OCPs promote inflammatory bone loss, we performed
adoptive transfer experiments. Splenic monocytes were isolated
from mice 7 days after B-glucan or PBS treatment and trans-
ferred into non-trained recipient mice that were subjected to
experimental arthritis in the CAIA model 5 days prior to the adop-
tive transfer (Figure 5F). The transfer of monocytes from trained
mice exacerbated arthritis severity (Figures 5G and 5H). Analysis
of the synovium of recipient mice 2 days after monocyte transfer
revealed increased expression of the inflammatory cytokine Tnf
and of osteoclastogenesis-promoting Nfatc7 in mice receiving
monocytes from trained donor mice compared with recipients
of monocytes from untrained mice (Figure 5I). Consistent with
their training toward osteoclastogenesis, monocytes isolated
from B-glucan-trained mice displayed higher expression of the
osteoclastogenic transcription factor Nfatc1 than monocytes
from untrained controls (Figure S5). Therefore, TRIM-induced
exacerbation of inflammatory bone loss can be attributed, at
least in part, to trained monocytes that are poised toward inflam-
matory osteoclastogenesis.

TRIM induction is associated with transcriptomic
rewiring of synovial myeloid cells

To provide further evidence for the TRIM-inflammatory bone loss
axis, we performed single-cell RNA sequencing (scRNA-seq)
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analysis in myeloid cells (CD45*CD11b*) from the synovium of
arthritic mice that were previously trained with g-glucan or not
(PBS-control). Uniform manifold approximation and projection
(UMAP) of 12,956 cells (B-glucan, 7,196 cells; PBS, 5,760 cells),
revealed 15 clusters (Figure 6A). The cluster identification was
determined by assessing expression of cell-type-specific
markers, as published,’®>" and by referencing the InmGen da-
taset and the PanglaoDB database (Figures 6A and S6A). Anno-
tation revealed seven macrophage clusters (clusters 1-3, 6-8,
and 13) and two clusters (clusters 4 and 5) with antigen-present-
ing cell characteristics linked with high expression of Cd74
and major histocompatibility complex (MHC) genes, e.g., H2-
Aa, H2-Eb1, and H2-Ab1, as well as neutrophils, T cells, B cells,
basophils/mast cells, proliferating cells, and stromal cells (likely
representing contaminants). In subsequent analyses, we
focused on the “main myeloid cell compartment,” which
comprised clusters 1-8 and cluster 13 (Figures 6A and S6B).

Gene Ontology (GO) enrichment analysis of upregulated differ-
entially expressed genes (false discovery rate [FDR] < 0.05) in the
main myeloid cell compartment (clusters 1-8 and 13) between
the B-glucan-trained and PBS-control groups, revealed a signa-
ture associated with small GTPase signaling in the B-glucan
group (GO “molecular functions,” Figure 6B; Table S1; and GO
“biological processes,” Figure S6C; Table S2). Terms such as
“GTPase activator activity,” “GTPase regulator activity,” “Rho
guanyl-nucleotide exchange factor activity,” and others were
in the top 20 significantly enriched GO terms of upregulated
differentially expressed genes (Figure 6B). Pertinently, GTPases
are linked to inflammation®?°® and rheumatic diseases.>* More-
over, GTPase activity is associated with osteoclast survival,
migration, and cytoskeletal remodeling.”® In inflammatory
arthritis, the function of Rho family GTPases may underlie hyper-
activation of macrophages resulting in exacerbated inflamma-
tion and bone erosion.’®°” Several genes related to osteoclast
biology and rheumatoid arthritis were present in the top 5 upre-
gulated GO molecular functions terms in the main myeloid cell
compartment from the arthritic synovium of B-glucan-trained
mice compared with untrained mice (Figure 6C). Among them,
Vav3, encoding VAV3, and Plekhg5, encoding the Pleckstrin
homology and RhoGEF domain containing G5 (PLEKHGS5),
both being guanine nucleotide exchange factors (GEFs) and
activators of Rho GTPases, regulate osteoclast function.®®>°
Additionally, Rock2, encoding the RhoA effector Rho-associated
coiled-coil containing protein kinase 2 (ROCK2), is linked with
enhanced joint inflammation in mice and increased osteoclasto-
genesis®®®? and Ern1, encoding IRE1a, an endoplasmic reticu-
lum stress sensor protein, is involved in modulating arthritis-
related infllammation®®®* and is associated with osteoclast
differentiation.®® Moreover, CsfTr, encoding c-fms, also called
CD115, serves as a key receptor for M-CSF, thereby playing a
pivotal role in osteoclast differentiation, survival, and function.®®
Furthermore, Mapk14 encoding the mitogen-activated protein
kinase (MAPK) p38a, a protein kinase involved in osteoclasto-
genesis,®” and its upstream activator Map3k5, encoding for
apoptosis signal-regulating kinase 1 (ASK1), are implicated in
arthritis pathogenesis.®®"°

By further focusing on the differentially expressed genes in the
clusters 1-8 and 13 of the main myeloid cell compartment from
B-glucan-trained arthritic mice compared with untrained arthritic
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Figure 5. Induction of TRIM resulted in an increase in monocytes/OCPs, and adoptive transfer of trained monocytes exacerbated inflamma-
tory arthritis

(A) Mice were pre-treated with B-glucan or PBS-control and, 7 days thereafter, flow cytometry analysis for the frequency of classical monocytes (CD11b*
CD115*Ly6C"'9") in the spleen was performed (n = 6 mice per group).

(B) Mice were pre-treated with B-glucan or PBS-control. After 7 days, both groups of mice were subjected to K/BxN-STA. Flow cytometry analysis for the
frequency of classical monocytes (CD11b*CD115"Ly6C"") in the spleen at day 5, 10, or 17 of the K/BxN-STA model (n = 5-7 mice per group).

(C) Mice were pre-treated with B-glucan or PBS-control. After 7 days, both groups of mice were subjected to K/BxN-STA for 17 days and classical monocytes
(CD11b* CD115*Ly6CM") were sorted from the spleen and processed for gPCR to measure relative mRNA expression of the indicated molecules (n = 5-7 mice
per group). Results are presented relative to those of the PBS-control group, set as 1.

(D and E) Mice were pre-treated with B-glucan or PBS-control. After 7 days, both groups of mice were subjected to K/BxN-STA for another 10 days and spleen
monocytes were isolated and incubated with M-CSF and RANKL for 3 days. Cells were stained for TRAP to quantify mature osteoclasts in the culture wells,
defined as TRAP+ MNCs with >3 nuclei. (D) Representative images (scale bars, 100 um) and (E) quantification of osteoclasts (cultures from n = 6 mice per group).
(F-I) CD45.2* mice were pre-treated with B-glucan or PBS-control. After 7 days, spleen monocytes were isolated using the EasySep Mouse Monocyte Isolation
Kit. CD45.1" mice were subjected to CAIA. On day 5 of the CAIA model, monocytes from CD45.2* mice were adoptively transferred by intravenous (i.v.) injection
to CD45.1* mice. (F) Experimental scheme. (G and H) The difference in ankle thickness, i.e., Delta (A) ankle thickness (G) and the arthritis score (H) are shown (n =6
mice per group).(l) Relative mRNA expression of the indicated molecules in knee joints, harvested on day 7 of the CAIA model (n = 6 mice per group). Results are
presented relative to those of the PBS-control group, set as 1.

Data are mean + SEM; ns, non-significant; *o < 0.05; **p < 0.01. Unpaired t test (A, B, E, and I), except for 17 days arthritis in (B) (Mann-Whitney U test) or
Mann-Whitney U test (C). Two-way ANOVA with repeated-measures and Sidak’s post-test for comparison with PBS group (G and H).

See also Figures S4 and S5.
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Figure 6. Innate immune training is associated with transcriptomic rewiring of synovial myeloid cells

(A-D) Mice were pre-treated with B-glucan or PBS and 7 days later subjected to K/BxN-STA for additional 17 days and myeloid cells (CD45"CD11b*) were sorted
from the hind paws and scRNA-seq analysis was performed (n = 4 mice per group).

(A) UMAP representation from scRNA-seq of 12,956 cells.

(B) Top 20 overrepresented GO terms of molecular functions of upregulated differentially expressed genes in the main myeloid cell compartment (clusters 1-8 and
13) of B-glucan-trained arthritic mice compared with PBS-control treated arthritic mice.

(C) Circos plot of the top 5 overrepresented GO terms of molecular functions linked to their associated core enriched genes in the main myeloid cell compartment
(clusters 1-8 and 13) of B-glucan-trained arthritic mice compared with PBS-control treated arthritic mice. “Term size” displays the number of genes annotated to
the respective term.

(legend continued on next page)
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controls, we identified melanogenesis-associated transcription
factor (Mitf) as the top ranked (according to FDR) upregulated
gene when analysis was performed in the whole main myeloid
cell compartment, as well as one of the top 5 genes in the individ-
ual macrophage clusters 1-3 and 6-8 (Figure 6D). Mitf is involved
in early osteoclast development.>®”" For instance, Mitf is acti-
vated by IL-1 signaling and induces the expression of osteo-
clast-related genes in BM-derived macrophages.?’ Myo5a and
Hpgds, both described as downstream target genes of MITF
and linked to GTPases,”>"* were also upregulated in the main
myeloid cell compartment due to B-glucan pre-treatment.
Myo5a also exhibited increased expression in clusters 2 and 3.
Additionally, EImo1, a gene associated with modulation of oste-
oclast function and arthritis progression through GTPase activa-
tion,”>"® was upregulated by B-glucan-induced TRIM when
analysis was performed in the whole main myeloid cell compart-
ment, as well as in macrophage cluster 1 (Figure 6D).

Clec5a™ cells in the BM serve as osteoclast precursors under
inflammatory conditions.”” Interestingly, Clec5a was identified
as a marker gene for cluster 2 in our dataset (Figure S7A). Hence,
cluster 2, which displayed transcriptomic alterations upon TRIM
induction, including upregulation of Mitf (Figure 6D), might bear
inflammatory osteoclast precursor potential. The expression of
Clecba itself in the main myeloid cell compartment (clusters 1-
8 and 13) or in the individual clusters was not altered by
B-glucan-induced TRIM (Figure S7B). These data suggest that
Clecha-expressing myeloid cells in the arthritic synovium are
likely a target of trained osteoclastogenesis.

We also identified further osteoclast-related genes that were
altered in synovial myeloid cells of arthritic mice due to
B-glucan-induced TRIM. The negative regulators of osteoclasto-
genesis Nr4a1 and Kif2*7+4%:71:78 ere downregulated in the main
myeloid cell compartment due to TRIM induction. Moreover,
Nr4a1 was downregulated in cluster 2, whereas Kif2 was down-
regulated in cluster 3. The transcription factor Mef2c, which pro-
motes osteoclastogenesis,”® and Cx3cr1, which is expressed by
osteoclast precursors and involved in their recruitment,''* were
upregulated in the main myeloid cell compartment of B-glucan-
trained arthritic mice compared with untrained arthritic controls
(Figure S7C).

Together, TRIM mediates transcriptomic rewiring of myeloid
cells/macrophages in the arthritic synovium, encompassing
enrichment of a GTPase-signaling signature and featuring prom-
inent upregulation of Mitf and of further genes linked to inflam-
mation and regulation of osteoclast development and function.
These findings are consistent with innate immune training of in-
flammatory osteoclastogenesis and the associated disease phe-
notypes described earlier in the present study.

MITF mediates the arthritis-promoting function of
trained monocytes

We next assessed whether the TRIM-mediated transcriptomic
rewiring of macrophages, as identified in the arthritic synovium
(Figure 6), is already initiated in their precursors, in particular,

Developmental Cell

in splenic monocytes/OCPs, thereby providing additional evi-
dence for the process of trained osteoclastogenesis. We isolated
splenic monocytes from B-glucan-trained and untrained mice
(without further arthritis induction) and studied the expression
of factors linked to the TRIM-mediated transcriptomic rewiring
of synovial macrophages of arthritic mice. Strikingly, the expres-
sion of Mitf and of the MITF downstream target Hpgds (but not
of Myoba) was significantly enhanced in splenic monocytes
from B-glucan-trained compared with cells from control-treated
mice (Figure 7A). Moreover, mRNA expression of VAV3 RhoGEF
and the RhoA effector ROCK2 was elevated in splenic mono-
cytes from B-glucan-trained compared with untrained mice (Fig-
ure 7A). Thus, the TRIM-induced transcriptomic rewiring occurs
as early as at the level of splenic monocytes/OCPs.

As Mitf upregulation was the most prominent feature of TRIM-
induced transcriptomic rewiring in synovial macrophages in
arthritis, and already detectable in splenic monocytes/OCPs
from trained mice, we next assessed the function of MITF in
mediating innate immune training of inflammatory osteoclasto-
genesis and exacerbation of inflammatory bone loss. Splenic
monocytes were isolated from mice that were treated 7 days
before with B-glucan or PBS-control, followed by additional
treatment with the MITF inhibitor TT-012 or vehicle control, and
subsequently transferred into naive recipient mice that were sub-
jected to experimental arthritis in the CAIA model 5 days prior to
the adoptive transfer (Figure 7B). As compared with control
treatment, MITF inhibition in donor mice blocked the ability of
monocytes from B-glucan-trained donor mice to exacerbate
arthritis severity in recipient mice (Figures 7C and 7D), as well
as to increase expression of the inflammatory cytokines //6 and
Tnf and of the osteoclastogenic transcription factor Nfatc1 in
the synovium of recipient arthritic mice (Figure 7E). Furthermore,
the transfer of monocytes from B-glucan-trained donor mice to
arthritic mice resulted in an increase in osteoclasts in the arthritic
joints, compared with monocyte transfer from non-trained mice
(Figure 7F). Administration of the MITF inhibitor (compared with
vehicle control) in donor mice abrogated the effect of the trans-
ferred trained monocytes to enhance osteoclast numbers in the
knee joints of recipient arthritic mice (Figure 7F). In contrast,
MITF inhibition in donor mice did not alter osteoclast numbers
in arthritic mice receiving non-trained monocytes from PBS-con-
trol-treated mice (Figure 7F). These data indicate that adoptive
transfer of monocytes from trained mice increases osteoclasto-
genesis in recipient arthritic mice in a manner that requires MITF
signaling during the process of TRIM induction in donor mice.

Collectively, these data establish the transcription factor MITF
as critical for the process by which TRIM promotes inflammatory
osteoclastogenesis at the level of monocytes and thereby exac-
erbates inflammatory bone loss.

DISCUSSION

TRIM has emerged as a major immunological principle that chal-
lenged the dogma that memory is restricted to adaptive immunity.

(D) Violin plots showing gene activity scores of Mitf, Myo5a, Hpgds, and EImo1 in the complete main myeloid cell compartment (left) and in all separate clusters of
the main myeloid cell compartment (clusters 1-8 and 13) (right). *FDR < 0.05, **FDR < 0.01, **FDR < 0.001, ***FDR < 0.0001. Wilcoxon rank-sum test with

Bonferroni correction (D).
See also Figures S6 and S7 and Tables S1 and S2.
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Figure 7. MITF mediates the arthritis-promoting function of trained monocytes

(A) Mice were treated with B-glucan or PBS-control and, after 7 days, splenic monocytes were isolated using the EasySep Mouse Monocyte Isolation Kit. Relative
mRNA expression of the indicated molecules; results are presented as fold change relative to the PBS group, set as 1 (n = 6 mice per group).

(B-F) CD45.2" mice were pre-treated with -glucan or PBS-control and additionally received the MITF inhibitor TT-012 or vehicle control on days 0, 2, and 5. After
7 days, spleen monocytes were isolated using the EasySep Mouse Monocyte Isolation Kit. CD45.1* mice were subjected to CAIA. On day 5 of the CAIA model,
monocytes from CD45.2* mice were adoptively transferred by i.v. injection to CD45.1* mice.

(B) Experimental scheme.

(C and D) The difference in ankle thickness, i.e., Delta (A) ankle thickness (C) and the arthritis score (D) are shown (n = 6 mice per group). Significant differences are
shown between B-glucan + vehicle control vs. B-glucan + TT-012 at the respective days.

(E) Relative mRNA expression of the indicated molecules in knee joints, harvested on day 7 of the CAIA model (n = 5-6 mice per group). Results are presented as
fold change in the transcript levels relative to those of PBS + vehicle control (assigned an average value of 1).

(F) TRAP staining of knee joints (harvested on day 7 of the CAIA model) to quantify TRAP* MNCs per area (n = 4 mice per group).

Data are mean + SEM; ns, non-significant; “o < 0.05; **p < 0.01; **p < 0.001; ****p < 0.0001. Unpaired t test (A and E) except for Myo5a and Vav3 in (A) (Mann-
Whitney U test); one-way ANOVA with Tukey’s multiple comparison test (F). Two-way ANOVA with repeated-measures and Sidak’s post-test for comparison
between B-glucan + vehicle control vs. B-glucan + TT-012 (C and D).

We and others have recently established that the long-term ac- leads to potent anti-tumor activity.*° Here, we show that an
tions of TRIM are linked to rewiring of BM hematopoietic progen-  additional myelopoiesis arm, namely the generation of myeloid
itors.?*?527:29 |n this context, B-glucan-induced innate immune  precursors of osteoclasts and osteoclastogenesis, is also tar-
training of specific arms of myelopoiesis, e.g., granulopoiesis, geted by TRIM. In this setting, however, TRIM has detrimental
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consequences, contributing to inflammatory bone loss. TRIM has
therefore context-dependent, beneficial or detrimental, effects.
Understanding this duality is imperative to appropriately harness
TRIM for therapeutic gain in human disease.

Administration of B-glucan promoted OCP expansion and
qualitatively modulated different OCP populations, enhanced
osteoclastogenesis in the BM and inflammatory osteoclasto-
genesis in the periphery, and, thereby, aggravated inflamma-
tory bone loss pathologies. Importantly, B-glucan pre-treat-
ment induced transcriptomic changes indicative of a bias
toward increased osteoclast differentiation, especially in
CD115*CD27"°"/~ OCPs. These results align with prior findings
demonstrating transcriptional rewiring in BM myeloid progeni-
tors upon TRIM induction.?’%%° Thus, B-glucan-induced
TRIM not only targets myelopoiesis/granulopoiesis at the level
of GMPs*° but also promotes an osteoclastogenesis bias in
progenitors downstream of GMPs. Furthermore, we have
recently demonstrated that maladaptive TRIM induced by
chronic experimental periodontitis is associated with epige-
netic and transcriptomic changes in HSPCs involving an over-
representation of genes linked to “osteoclast differentiation”
pathways.”® In other words, notwithstanding its aforemen-
tioned protective effects against infection or cancer,?*25-%
B-glucan-induced trained myelopoiesis can be maladaptive
by potentiating osteoclastogenesis and hence inflammatory
bone loss in the context of chronic inflammation.*® Our findings
with B-glucan in this and our earlier work®° also argue against
the notion that beneficial and maladaptive forms of TRIM are
driven by different stimuli; the findings rather suggest that the
context in which TRIM emerges dictates whether the functional
outcome is protective or inappropriate to the specific situation.

Monocytes are major cellular effectors of B-glucan-induced
TRIM, and trained monocytes display heightened production
of inflammatory cytokines in response to secondary chal-
lenges.?*3273440 Gonsistently, we found that p-glucan-mediated
TRIM was associated with the upregulation of proinflammatory
cytokines and transcription factors that drive inflammatory os-
teoclastogenesis.”'®%°  Moreover, B-glucan-induced TRIM
increased the abundance of splenic CD11b*CD115*Ly6C™o"
monocytes, which have OCP potential,’® and enhanced their in-
flammatory capacity upon a secondary challenge, specifically
arthritis. Such monocytes/OCPs expand in the periphery in the
setting of inflammatory bone loss disorders and migrate to the in-
flamed site, where they can differentiate into osteoclasts.'®'®
Consistently, in ex vivo osteoclast differentiation assays,
B-glucan-induced TRIM enhanced the inflammatory osteoclas-
togenic potential of splenic monocytes/OCPs in arthritic mice.
As osteoclasts can derive from a broad range of myeloid cell
populations bearing OCP potential,'® our results suggest that
innate immune training of osteoclastogenesis by B-glucan
can occur at different levels, rewiring both BM and peripheral
OCP populations. Although there was a predisposition toward
enhanced osteoclastogenesis in BM and peripheral OCP popu-
lations in mice due to TRIM induction, the number of osteoclasts
in the joints and/or the osteoclastic activity increased only upon
the arthritis challenge as a secondary stimulus. These findings
epitomize induction of TRIM (higher responsiveness upon a sec-
ondary stimulus) in the osteoimmunological context and un-
equivocally support the concept of trained osteoclastogenesis.
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Monocyte-mediated inflammatory osteoclastogenesis was
an integral component of the effect of B-glucan-induced TRIM
to exacerbate inflammatory bone loss. In this regard, we iden-
tified a transcriptomic rewiring in synovial macrophages of
B-glucan-trained arthritic mice. Pathways related to activity of
GTPases, which orchestrate myeloid cell recruitment and acti-
vation, macrophage activation, osteoclastogenesis, and in-
flammatory bone erosion in inflammatory arthritis,>* "%
were overrepresented in synovial myeloid cells/macrophages
from B-glucan-trained arthritic mice. Furthermore, the top
ranked upregulated gene in synovial myeloid cells/macro-
phages from trained arthritic mice, Mitf, encoding for a tran-
scription factor involved in osteoclastogenesis,®’" has also
been implicated in activating GTPase signaling.®* The MITF
target genes Myo5a and Hpgds, which were also upregulated
in synovial myeloid cells/macrophages due to B-glucan-medi-
ated TRIM, are similarly linked to GTPase signaling.”>"*
Notably, the TRIM-induced transcriptomic rewiring was evident
as early as the level of splenic monocytes/OCPs because
expression of Mitf, Hpgds, Rock2, and Vav3 was also upregu-
lated in monocytes from B-glucan-trained mice. Adoptive
transfer of monocytes from B-glucan-trained donor mice was
sufficient to exacerbate inflammatory bone loss in recipient
arthritic mice, accompanied by elevated osteoclast numbers
in the arthritic joints, as compared with arthritic mice that
received untrained monocytes; this effect was critically medi-
ated by the transcription factor MITF. As MITF is an upstream
activator of GTPase signaling in non-hematopoietic cells,®?
our findings enable us to hypothesize that MITF orchestrates
trained inflammatory osteoclastogenesis in monocytes and
drives their transcriptomic rewiring toward enhanced GTPase
activity, which, in turn, further contributes to aggravated
inflammatory bone loss.”*°"-%" Together, B-glucan-induced
TRIM promotes MITF-dependent monocyte-mediated inflam-
matory osteoclastogenesis, thereby exacerbating inflamma-
tory bone loss.

The double-edged sword nature of TRIM, with its detrimental
facets underlying the pathogenesis of chronic inflammation and
autoimmune disease,”® %8378 acquires special relevance when
considering the preventive or therapeutic application of TRIM-
inducing agents.>* Pertinently, B-glucan is currently tested in
clinical trials as an adjuvant in cancer immunotherapy, mostly
in combination with immune checkpoint inhibitors.*'**%:8587 |m-
mune checkpoint inhibitors are linked to immune-mediated
adverse events, including conditions such as rheumatoid
arthritis-like joint inflammation and bone loss.*****%8 Our findings
therefore suggest that the use of B-glucan as an adjuvant in im-
munotherapies, especially in combination with immune check-
point inhibitors, might potentially worsen these side effects or
unmask autoimmunity during treatment. Additional investiga-
tions are warranted toward better understanding and preventing
such potential side effects linked to the therapeutic use of
B-glucan in light of the beneficial actions of the molecule in can-
cer. Moreover, the capacity of certain adjuvants to trigger auto-
immunity or autoinflammation has resulted in the emergence of
the autoimmune/autoinflammatory syndrome induced by adju-
vants (ASIA).?° Different B-glucans have been used in the past
as adjuvants in distinct experimental models of autoimmu-
nity.”>°" Although these earlier studies indicate a link between
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B-glucan administration and increased inflammation, they did
not implicate B-glucan-induced TRIM in this context. Our present
study clearly suggests that p-glucan-induced TRIM might also
bear the risk for triggering an ASIA syndrome. Importantly, in
the context of B-glucan therapies, pharmacological MITF inhibi-
tion could prevent trained inflammatory osteoclastogenesis
without in principle interfering with the intended beneficial effects
(e.g., actions against infections or cancer). In conclusion, our
work underscores that detailed understanding of the beneficial
and detrimental actions of B-glucan-induced TRIM and the un-
derlying molecular mechanisms is imperative for developing
effective therapies that leverage this principle.

Limitations of the study

Our work introduces the concept of innate immune training of (in-
flammatory) osteoclastogenesis, which may promote inflamma-
tory bone loss. Specifically, we found that B-glucan administra-
tion modulated OCP populations in the BM and the spleen. It is
conceivable that the enhanced osteoclastogenesis bias upon
TRIM induction is initiated at the level of earlier BM progenitors,
namely at HSPCs. However, this possibility was not addressed
here and merits future investigations. Additionally, our work
identified that the transcription factor MITF contributes to trained
inflammatory osteoclastogenesis in monocytes. Our conclusion
is based on studies engaging pharmacological MITF inhibition;
this approach bears some limitations, as MITF could be targeted
not only in monocytes but also in additional cells. Future studies
should therefore assess the role of MITF in B-glucan-induced
TRIM and inflammatory osteoclastogenesis by using genetic
tools: for instance, mice with MITF inactivation specifically in
myeloid cells.
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DAPI (4’,6-Diamidin-2-phenylindol, Dihydrochlorid) Invitrogen Cat# D1306

Hoechst 33258, Pentahydrate (bis-Benzimide) Invitrogen Cat# H1398

Trypan Blue Solution, 0.4% Gibco Cat# 15250061

Sucrose Sigma-Aldrich Cat# S9378-1KG

Tissue-Tek™ O.C.T. Compound

Sakura Finetek

Cat# 4583

0O.C.T. Compound Cryostat Embedding Medium Scigen Cat# 23-730-625
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Experimental models: Organisms/strains
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Mouse: C57BL/6
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Mouse: C57BL/6.SJL CD45.1*

The Jackson Laboratory
Janvier Labs
Charles River
The Jackson Laboratory
The Jackson Laboratory

Stock #000664
C57BL/6JRj
C57BL/6JCrl
Stock #004353
Stock #002014

Software and algorithms

BioRender
FlowdJo version 10

GraphPad Prism 10.1.2
Cell Ranger software (v7.0.0)

R Version 4.2.2

BioRender
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Graphpad Software
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R Foundation

https://www.biorender.com/

https://www.flowjo.com/solutions/
flowjo

https://www.graphpad.com/
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Other

ImmGen dataset Immunological Genome Project https://www.immgen.org/
PanglaoDB Franzén et al.” https://panglaodb.se/index.html

EXPERIMENTAL MODEL AND STUDY PARTICIPANT DETAILS

Mice

Wild-type (WT) C57BL/6 mice were purchased from Charles River, Janvier or Jackson Laboratory. UBC-GFP H-2¢ mice were
obtained from the Jackson Laboratory (strain # 004353). Mice were kept under specific pathogen-free conditions on a standard
12-h light/dark cycle. Food and water were provided ad libitum. The mice were 7-10 weeks old at the start of the experiments. Animal
experiments were approved by the Landesdirektion Sachsen, Germany, the Institutional Animal Care and Use Committee of the
University of Pennsylvania and the Research Ethics Committee of West China Hospital of Stomatology. To investigate the role of
TRIM on inflammatory bone loss diseases, mice were pre-treated with a single i.p injection of 1 mg B-glucan peptide from Trametes
versicolor (Invivogen), or 1 mg B-glucan from S. cerevisiae (Sigma-Aldrich), both dissolved in PBS, or PBS alone (PBS-control). After
7 days, mice were either euthanized or subjected to a secondary inflammatory challenge by inducing experimental periodontitis or
experimental arthritis, as described in the respective paragraphs.

METHOD DETAILS

Induction and evaluation of LIP

Ligature-induced periodontitis (LIP) generates a localized environment that retains biofilm, resulting in inflammation and subsequent
bone loss. %9193 | IP was performed in mice as previously described.'°° Briefly, a 5-0 silk ligature was tied around the maxillary left
second molar tooth, whereas the contralateral molar tooth was kept unligated to serve as baseline control. The mice were euthanized
5 days later. Defleshed maxillae were used to measure bone heights (i.e., the distances from the cementoenamel junction [CEJ] to the
alveolar bone crest [ABC]) at six predetermined points on the ligated site as previously specified.'°° Measurements were made using
a dissecting microscope fitted with a video image marker measurement system (Nikon Instruments). To calculate bone loss, the six-
site total CEJ-ABC distance for the ligated site of each mouse was subtracted from the six-site total CEJ-ABC distance of the contra-
lateral unligated site. The results are presented in millimeters, and negative values indicate bone loss relative to the baseline (unli-
gated control).

Induction and evaluation of experimental arthritis

CAIA was performed in mice as previously described.*%'9*"% Briefly, CAIA was induced by intravenous (i.v.) injection of 1.5 mg ar-
thritogenic mAbs (Arthrogen-CIA 5-Clone Cocktail Kit; Chondrex) per mouse on day 0, followed by i.p. injection of 50 ug lipopolysac-
charide (LPS; Chondrex) on day 3. Hind ankle joint thickness was recorded and clinical arthritis scores were evaluated according to a
previously described scoring system on a 0 to 4 scale'®*: 0 for normal; 1 for mild redness, slight swelling of ankle or wrist; 2 for mod-
erate swelling of ankle or wrist; 3 for severe swelling, including some digits, ankle and foot; 4 for maximally inflamed joint. The final
clinical score for each mouse was the sum of the scores in all 4 paws (maximum 16 points per mouse).

In other experiments, K/BxN serum transfer arthritis (STA) was induced in mice by i.p. injection of 150 uL K/BxN serum on day 0 and
2.%8 The progression of arthritis was monitored by recording ankle joint thickness and clinical arthritis scores. Ankle joint thickness
was measured using a digital caliper, and the average thickness of both hind paws was calculated for each mouse. Arthritis scores
were evaluated based on a previously described scoring system.'°® In detail, hindlegs and forelegs were scored on a scale ranging
from 0 to 3 points whereas the points were given as follows: 0, no swelling and no redness; 1 for mild redness or slight swelling of
ankle or wrist; 2 moderate swelling of ankle or wrist; 3 for severe swelling, including digits, ankle, and foot. Arthritis score and ankle
thickness was evaluated in a blinded manner. The final score for each mouse was determined as the sum of scores for all 4 paws
(maximum 12 points per mouse). The difference in ankle thickness (“delta ankle thickness”) for each mouse was calculated by sub-
tracting the average ankle thickness on the day of arthritis initiation (day 0) from the average ankle thickness at each time point
throughout the experiment.

Adoptive Transfer Model

Donor mice (CD45.2* UBC-GFP) were pre-treated with B-glucan (1 mg/mouse) or PBS as a control. After 7 days, splenic monocytes were
sorted using the EasySep™ Mouse Monocyte Isolation Kit (Stemcell). Recipient C57BL/6.SJL CD45.1* mice (B6.SJL-Ptorc?Pepc®/BoyJ)
were subjected to CAIA, and 5 days later, 1x108 sorted monocytes from CD45.2* UBC-GFP donor mice were adoptively transferred
via i.v. injection to CD45.1* recipient mice; arthritis development was evaluated as described under “Induction and evaluation of
experimental arthritis”.
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In other experiments, donor mice (C57BL/6 from Jackson Laboratory) were pre-treated with B-glucan (1 mg/mouse) or PBS as a
control, and received also the MITF inhibitor TT-012 i.p. (20 mg/kg; MedChemExpress), dissolved in 10% DMSO and 90% corn oil, or
treated with the vehicle control on days 0, 2 and 5 after B-glucan or PBS injection. After 7 days, splenic monocytes were isolated using
the EasySep™ Mouse Monocyte Isolation Kit (Stemcell) and transferred to recipient mice. Specifically, C57BL/6.SJL CD45.1* recip-
ient mice (B6.SJL-Ptprc®PepcP/BoyJ) were subjected to CAIA and 5 days later received 1x10® monocytes from the aforementioned
donor groups via i.v. injection. Arthritis development was evaluated as described under “Induction and evaluation of experimental
arthritis”.

Tissue preparation
Synovial tissue from ankle joints underwent processing as previously described.”’ Specifically, ankle joints were isolated, and cells
were dissociated at 37°C and 90 r.p.m. for 45 minutes in a digestion medium containing RPMI culture medium, 10% fetal bovine
serum (FBS), 2 mg/ml collagenase from Clostridium histolyticum (Sigma-Aldrich), and 0.03 mg/ml DNase | (Roche). Cells were
passed through a 40 um filter, and erythrocytes were lysed using red blood cell (RBC) lysis buffer (eBioscience). Single cell suspen-
sions were washed and resuspended for flow cytometry analysis or cell sorting. In other experiments, synovial tissue from the knee
joint was extracted and digested for 30 min at 37°C in DMEM containing 10% FBS, penicillin/streptomycin, 2 mg/mL collagenase
type IV (Worthington) and 0.1 mg/mL DNase | (Roche). Synovial myeloid cells were then isolated by positive selection for CD11b*
cells (clone M1/70; BioLegend), followed by isolation of CD45" cells to obtain synovial stromal cells (clone 30-F11; BioLegend) using
the EasySep™ PE Positive Selection Kit Il (Stemcell), according to the manufacturer’s instructions.

Mouse spleens were homogenized, and BM was crushed using ice-cold PBS with 5% FBS. Upon erythrocyte lysis with RBC lysis
buffer (eBioscience), cells were centrifuged at 500 x g for 5 minutes. Cells were forced through a 40 um cell filter to get single—cell
suspension for further flow cytometric analysis or FACS cell sorting.

Flow cytometry and sorting

Flow cytometry was performed by FACS Fortessa (BD, Germany) and cell sorting was performed on FACS Aria cell sorters (BD, Ger-
many), or a FACS Aria Il (BD, USA). For cell surface phenotypic analysis, isolated murine cells were stained with the following mono-
clonal antibodies: Anti-CD117/c-Kit (clone 2B8), anti-CD45 (clone 30-F11), anti-CD11b (clone M1/70), anti-Ly6G (clone 1A8), anti-
Ly6C (clone HK1.4), anti-F4/80 (clone BM8), anti-CD115 (clone AFS98), anti-B220 (clone RA3-6B2), anti-CD27 (clone LG.7F9 or
LG.3A10). Stained cells were then subjected to flow cytometry or cell sorting. Data analysis was carried out using FlowJo software
(Tree Star).

Ex vivo osteoclast differentiation and Leukocyte Acid Phosphatase (TRAP) staining

Femoral, tibial and humeral bones from C57BL/6 mice were flushed under sterile conditions using cell culture medium. Following
erythrocyte lysis with RBC lysis buffer (eBioscience), BM cells were cultured in 48 well plates (for TRAP staining) or in 12 well plates
(for gPCR analysis) with 25 ng/mL M-CSF (R&D Systems) in a-MEM supplemented with 10% FBS, 1% penicillin-streptomycin, and
1% GlutaMAX. After 3 days, 50 ng/mL RANKL (R&D Systems) was added, and cells were further cultured for 5 days to induce oste-
oclast differentiation.

In other experiments, splenic monocytes were isolated using the EasySep™ Mouse Monocyte Isolation Kit (Stemcell) according to
the manufacturer’s instructions. Cells were cultured at a density of 50,000 cells per well in a 96-well plate for 3 days in a culture me-
dium containing 25 ng/mL M-CSF (R&D Systems), 50 ng/mL RANKL (R&D Systems) and a-MEM supplemented with 10% FBS, 1%
penicillin-streptomycin and 1% GlutaMAX.

Osteoclast development was evaluated by counting all TRAP-positive cells with 3 or more nuclei in each well under a microscope
with a 20x objective. For TRAP staining, in vitro cultured BM- or spleen-derived osteoclasts were fixed for 10 minutes in a fixation
solution containing citrate solution, acetone and 37% formaldehyde. Staining for TRAP was performed by using a leukocyte acid
phosphatase kit (Sigma-Aldrich), following the manufacturer’s recommendations with minor modifications. TRAP-positive multinu-
cleated cells ((MNCs]; > 3 nuclei) were defined as bona fide osteoclasts.

Histology

Knee joints were harvested and fixed in 4% paraformaldehyde. The tissues were then decalcified in 5% formic acid for 2 to 3 weeks,
followed by immersion in either 10%, 20%, 30%, or only in 30% sucrose in PBS. Samples were embedded in optimal cutting
temperature compound and sections were cut at 7-10 um. TRAP staining was performed using a leukocyte acid phosphatase kit
(Sigma-Aldrich) or a TRAP Staining Kit (Cosmo Bio). TRAP* MNCs with 3 or more nuclei were considered as osteoclasts. Osteoclast
quantification was performed by counting all TRAP* MNCs in 4 distinct areas and 3 sections within the knee joint either under a
microscope at 400x magnification or from captured images. The average of all counted areas per sample was calculated.

Serum analysis

Blood samples were centrifuged to obtain serum. Serum concentrations of TRACP 5b were measured using a commercially available
assay (IDS), following the manufacturer’s protocol.
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RNA isolation and quantitative PCR analyses

Total RNA was extracted from tissues, cultured cells, or sorted cells using the RNeasy Plus Micro Kit (QIAGEN), TRIzol (MRC or In-
vitrogen) or GeneJET RNA purification kit (Thermo Fisher Scientific), following the manufacturers’ protocols. The RNA was quantified
by NanoDrop spectrometry at 260 and 280 nm and complementary DNA was synthesized using either the iScript cDNA Synthesis Kit
(BioRad) or High-Capacity RNA-to-cDNA Kit (Applied Biosystems). gPCR was performed by using the SsoFast EvaGreen Supermix
(BioRad) or the TagMan Fast Advanced Master Mix (Applied Biosystems) and gene-specific primers or TagMan probes (see below)
with the CFX384 Real time PCR detection system (BioRad), the ABI 7500 Fast system (Applied Biosystems) or the LightCycler 96
(Roche), following the manufacturers’ recommended procedures. For gene detection and quantification of murine genes, TagMan
probes and gene-specific primers were acquired from Thermo-Fisher Scientific, Invitrogen or TsingKe Biotech. The primers from
Thermo-Fisher Scientific were the following: mouse Nfatc1 (Mm01265944_m1); mouse Ctsk (Mm00484039_m1); mouse Foxm1
(Mm00514924_m1); mouse Oscar (Mm01338227_g1); mouse Mafb (Mm00627481_s1); mouse Nr4a1 (Mm01300401_m1); mouse
Irf8 (Mm00492567_m1); mouse //77a (Mm00439618_m1); mouse //6 (MmO00446190_m1); mouse Tnf (Mm00443258_m1); mouse
II1b (MmM00434228_m1); mouse Tnfsf11 (Mm00441906_m1) and mouse Gapdh (Mm99999915_g1). Custom primer sequences
were: mouse 18s (FW 5’-GTTCCGACCATAAACGATGCC-3’ and RV 5’-TGGTGGTGCCCTTCCGTCAAT -3’); mouse ll17a (FW 5’-AC
CGCAATGAAGACCCTGAT-3" and RV 5’-TCCCTCCGCATTGACACA-3’); mouse Nfatc1 (FW 5-GTTCCTTCAGCCAATCATCC-3’
and RV 5’-GGAGGTGATCTCGATTCTCG-3’); mouse /I1b (FW 5’-ATCCCAAGCAATACCCAAAG-3’ and RV 5’-GTGCTGATGTACC
AGTTGGG-3’); mouse Tnf (FW 5-AGCCCCCAGTCTGTATCCTTCT-3’ and RV 5’-AAGCCCATTTGAGTCCTTGATG-3’); mouse /6
(FW 5’-CCTTCCTACCCCAATTTCCAAT-3’ and RV 5’-AACGCACTAGGTTTGCCGAGTA-3’); mouse Acp5 (FW 5’-CAGCCCTTACT
ACCGTTTGC-3’ and RV 5-GTAGTCCTCCTTGGCTGCTG-3’). Further primers used were mouse Gapdh (FW 5- AGGTCGG
TGTGAACGGATTTG-3’ and RV 5’- TGTAGACCATGTAGTTGAGGTCA-3’); mouse /I6 (FW 5-CTGCAAGAGACTTCCATCCAG-3’
and RV 5’-AGTGGTATAGACAGGTCTGTTGG-3’); mouse Tnf (FW 5-CAGGCGGTGCCTATGTCTC-3’ and RV 5’-CGATCACCCC
GAAGTTCAGTAG-3’); mouse Nfatc1 (FW 5-GGAGAGTCCGAGAATCGAGAT-3’ and RV 5’-TTGCAGCTAGGAAGTACGTCT-3’);
mouse /1b (FW 5’- ACGGACCCCAAAAGATGAAG -3’ and RV 5’- TTCTCCACAGCCACAATGAG-3’); mouse Mitf (FW 5’-CCAACA
GCCCTATGGCTATGC-3’" and RV 5’-CTGGGCACTCACTCTCTGC-3’); mouse Vav3 (FW 5’-ATGCAGACTCCAATTTCCATGAT-3’
and RV 5’-ATGGCCCTTGTTCAACGGAAT-3’); mouse Rock2 (FW 5’-GGTTTACAGATGAAAGCGGAAGA-3’ and RV 5’-GTGATG
CCTTATGACGAACCAA-3’); mouse Myoba (FW 5-GAAGTGTGGAAATCGGCAGAG-3’ and RV 5-ATGTCAGGGTTCCGTAAGT
GA-3’) and mouse Hpgds (FW 5-AAGCTGACTGGCCTAAAATCAAG-3’ and RV 5-CTCTGGTGGATTGTAAGTCCTTC-3’). Data
were analyzed using the comparative (AACt) method and were normalized to 78s or Gapdh mRNA. In LIP experiments gingival cyto-
kine mRNA expression was assessed in ligated sites, the data are presented as fold change relative to the contralateral unligated
control sites (baseline), set as 1.

Single-cell RNA sequencing

CD45*CD11b* synovial myeloid cells from hind paws of B-glucan or PBS pre-treated mice (7 days prior to K/BxN-STA induction)
were sorted at day 17 after arthritis induction using a FACS Aria Ill sorter (BD, Germany). The cell concentration was adjusted to
1000-1600 cells per pl (1538 cells/pl in PBS sample and 1150 cells/pl in B-glucan sample). Approximately 10000 cells were loaded
and then processed with Chromium Next GEM Single Cell 3’ v3.1 dual-index kit (10X Genomics) at the Dresden Concept Genome
Center, Dresden, Germany. According to the manufacturer’s instructions, the cDNA was synthesized and subjected to library prep-
aration and sequencing on the Novaseq 6000 platform (lllumina).

QUANTIFICATION AND STATISTICAL ANALYSIS

Single-cell RNA sequencing

The raw sequencing data was processed with the ‘count’ command of the Cell Ranger software (v7.0.0) provided by 10X Genomics.
To build the reference for Cell Ranger, mouse genome (GRCm39) as well as gene annotation (Ensembl 104) were downloaded from
Ensembl. Genome and annotation were processed following the steps provided by 10x Genomics (https://support.10xgenomics.
com/single-cell-gene-expression/software/release-notes/build#mm10_2020A) to build the appropriate Cell Ranger reference. All
further data processing and analysis steps were performed in the R software environment using the package Seurat (v4.3). The
data was filtered for low quality cells by excluding the libraries with less than 500 features and more than 10% mitochondrial reads.
The data was normalized, and the most variable features selected using the function SCTransform. Appropriate functions for dimen-
sionality reduction - principal component analysis (PCA) and Uniform Manifold Approximation and Projection (UMAP), with default k
nearest neighbor parameters and resolution parameter set to 0.7 for the FindClusters function, were applied to the data and visual-
isations were produced. Cluster marker genes and differentially expressed genes were identified using appropriate functions from
the Seurat package using the MAST and Wilcoxon rank-sum test, respectively. Multiple testing correction was performed using
the Bonferroni correction. Differentially expressed genes were defined at FDR < 0.05 in the B-glucan group as compared to expres-
sion in the PBS control group. Log, fold change ranked differentially expressed gene lists were used for GO enrichment analysis and
significantly enriched ‘Molecular Functions’ and ‘Biological Process’ GO terms were defined by FDR < 0.05. All enrichment analyses
were done using the enrichR R package (v3.2). Further visualisations were created using custom R functions based on the ggplot2
package (v3.4.4).
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Statistical analysis

The data are presented as mean+SEM. For the statistical comparisons of two groups, data were analyzed by a Student’s t-test or a
Mann-Whitney U test, as appropriate. One-way ANOVA followed by Tukey’s multiple comparison test was used to compare more
than two groups. For repeated-measurements, two-way ANOVA and Sidak’s multiple-comparisons test was used for data analysis.
In Figure 4G, the Grubbs’ test was used to identify an outlier and resulted in the exclusion of one sample. All statistical analyses were
conducted using GraphPad Prism software (GraphPad Inc., La Jolla, CA). P values < 0.05 were considered statistically significant.
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Figure S1. Gene expression of myeloid and stromal cells from the synovium of mice subjected to CAIA,

related to Figure 2.

(A,B) Mice were pre-treated with 3-glucan or PBS-control. After 7 days, both groups of mice were subjected to the CAIA model.
On day 7 of the CAIA model, synovial CD11b* (A) and CD45 stromal cells (B) from the knee joints were isolated and processed for
gPCR to measure relative mRNA expression of indicated molecules (n=3-5 mice per group). The results are presented relative to
those of the PBS-control group, which was assigned an average value of 1.

(C) Mice were pre-treated with B-glucan or PBS-control and 7 days later, knee joints were collected and processed for TRAP
staining; quantification of TRAP* MNCs per area (n= 5 mice per group) is shown.

Data are mean + SEM; ns, non-significant; *p<0.05. Unpaired t-test (A-C). MNCs, multinucleated cells.
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Figure S2. Effect of B-glucan-induced TRIM on innate immune cell populations in hind paws from mice subjected to
K/BxN-STA, related to Figure 3.

Mice were pre-treated with B-glucan or PBS-control. After 7 days, both groups of mice were subjected to K/BxN-STA.

(A) Representative FACS plots from a PBS-control treated arthritic mouse (day 10) for the identification of neutrophils
(CD11b*Ly6G*), monocytes (CD11b*Ly6GLy6C*), and macrophages (CD11b*Ly6GF4/80*).

(B-D) Flow-cytometric analysis of neutrophils, monocytes and macrophages from hind paws at (B) day 5 (n= 5 mice per group),
(C) day 10 (n= 7 mice per group) or (D) day 17 (n= 7 mice per group) after K/BxN-STA induction.

Data are mean + SEM; ns, non-significant. Unpaired t-test (B-D), except for Monocytes in (D) (Mann-Whitney U-test).
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Figure S3. Effect of B-glucan-induced TRIM on OCPs in the bone marrow (BM), related to Figure 4.

(A) Representative FACS plots from a PBS-control treated mouse (0d - no arthritis) for the identification of CD115*CD27"s" OCPs
(B220-CD11b"*¢c-Kit*CD115*CD27"d") and CD115*CD27"°*- OCPs (B220-CD11b"¥-c-Kit"CD115*CD27"°*") in the BM.

(B,C) Relative mRNA expression of the indicated molecules from sorted BM CD115*CD27"s" OCPs

(B) and CD115*CD27"°*- OCPs (C) 7 days after B-glucan or PBS treatment (n= 6 mice per group). Results are presented relative
to those of the PBS-control group, set as 1.

Data are mean + SEM; ns, non-significant. Unpaired t-test (B,C), except for Irf8 in (B) (Mann-Whitney U-test).
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Figure S4. Flow cytometry analysis of classical monocytes, related to Figure 5.
Representative FACS plots from a PBS-control treated mouse (no arthritis) for the identification of classical monocytes
(CD11b*CD115*Ly6C"i9h) from mouse spleen.
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Figure S5. Trained Inflammatory osteoclastogenesis, related to Figure 5.

Mice were treated with B-glucan or PBS as control and after 7 days, splenic monocytes were isolated using the EasySep™ Mouse
Monocyte Isolation Kit. Relative mRNA expression of Nfatc1 was studied; results are presented as fold change relative to the PBS
group, which was assigned an average value of 1. Data are mean £ SEM (n= 6 mice per group). *p < 0.05. Unpaired t-test.



15
14
13
12 °
11 Q-
pct.exp
10 ¢ 0
°* 25
9 | IR ® 50
> ® 75
g ® 100
[0}
k=] Average
7 Expression
2
6 1
0
5 -1
4
3
2
1
B e e N e P L TR S LI M R LT E P R LI DEET
mOJU&’gZ—S&gEﬁBE 8% é%ﬁﬁ6§%§o§<§§0§o< L’EEO,S-% FEga g'—‘g =2 8583 ST &x gg£zg%§ﬁgoo§§8§(ﬁﬁ§ﬁ§m
I
Features
B 100 C regulation of small GTPase
mediated signal transduction (GO:0051056)
o protein phosphorylation (GO:0006468)
[e%
€
® phosphorylation (GO:0016310)
@
3 positive regulation of transcription, DNA-templated (GO:0045893)
]
%’ regulation of intracellular signal transduction (GO:1902531)
X positive regulation of transcription from

RNA polymerase Il promoter (GO:0045944)
4 5 8 13 regulation of transcription from
Cluster RNA polymerase Il promoter (GO:0006357)

I PBsS [ B-glucan regulation of Ras protein signal transduction (GO:0046578)
regulation of vesicle-mediated transport (GO:0060627)

vesicle-mediated transport (GO:0016192)

regulation of myeloid cell differentiation (GO:0045637)

negative regulation of MAPK cascade (GO:0043409)

negative regulation of transcription, DNA-templated (GO:0045892)

transmembrane receptor protein tyrosine kinase signaling pathway (GO:0007169)
negative regulation of transcription from RNA polymerase Il promoter (GO:0000122)
peptidyl-serine phosphorylation (GO:0018105)

negative regulation of MAP kinase activity (GO:0043407)

positive regulation of filopodium assembly (GO:0051491)

Enrichment score
160 120 80 40 peptidyl-tyrosine dephosphorylation (GO:0035335)

_ regulation of filopodium assembly (GO:0051489)

o

2 4 6
-log(adjusted p value, base = 10)

Figure S6. scRNA-seq from synovial myeloid cells, related to Figure 6.

(A-C) Mice were pre-treated with B-glucan or PBS and 7 days later subjected to K/BxN-STA for additional 17 days and myeloid cells
(CD45*CD11b*) were sorted from the hind paws and scRNA-seq analysis was performed (n= 4 mice per group).

(A) Dot plot showing the top 6 marker genes for each cluster. 'pct.exp' displays the percentage of cells in the cluster expressing the
gene. (B) Bar plot visualization of the distribution of cells within each of the clusters from the main myeloid cell compartment
(clusters 1-8 and 13; see Figure 6A), normalized for the number of cells per sample in the dataset.

(C) Top 20 overrepresented GO terms of ‘Biological Processes’ from upregulated differentially expressed genes in the main myeloid
cell compartment (clusters 1-8 and 13).
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Figure S7. scRNA-seq from synovial myeloid cells and expression analysis of osteoclastogenesis-related genes,

related to Figure 6.

Mice were pre-treated with B-glucan or PBS and 7 days later subjected to K/BxN-STA for additional 17 days and myeloid cells
(CD45*CD11b*) were sorted from the hind paws and scRNA-seq analysis was performed (n= 4 mice per group).

(A) Dot plot showing gene expression of Clec5a for each cluster of the main myeloid cell compartment

(comprising clusters 1-8 and 13). 'pct.exp’ displays the percentage of cells in the cluster expressing the gene.

(B) Violin plots showing gene activity scores of Clec5a in the complete main myeloid cell compartment (clusters 1-8 and 13)

(left panel) and in all separate clusters of the main myeloid cell compartment (right panel).

(C) Violin plots showing gene activity scores of Nr4a1, KiIf2, Mef2c and Cx3cr1 in the complete main myeloid cell compartment
(clusters 1-8 and 13) (left panels) and in all separate clusters of the main myeloid cell compartment (right panels).

*FDR < 0.05; **FDR < 0.01; ****FDR < 0.0001. Wilcoxon rank-sum test with Bonferroni correction (B,C).
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Table S1 (related to Figure 6): Enriched Gene Ontology (GO) ‘Molecular Functions’ terms for upregulated differentially expressed genes.

Term In.List In.Annotation p_val p_val_adj k d.Score Genes

NRP1;DOCK4;RABGAP1;RAP1GDS1;AGAP1;ARHGAP18;ARHGAP17;ASAP1;RASAL2;ARHGAP15;ARHGAP12;RASGRP3;ARHGAP22;R
GS2;ADAP2;0PHN1;STXBP5;SRGAP2;TBC1D22A;EVIS5;VAV3;RABGAP1L;STARD8;MYO9B; MYO9A;ARHGAP24;ARHGAP45;ACAP2;RA

GTPase activator activity (G0:0005096) 33 249 3,85394E-15 1,8576E-12 211,2367524|SA3;TBC1D5;GNAQ;RASA1;CDC42EP3
NRP1;DOCK4;RABGAP1;RAP1GDS1;AGAP1;ARHGAP18;ARHGAP17;ASAP1;RASAL2;ARHGAP15;ARHGAP12;RASGRP3;ARHGAP22;R
GS2;ADAP2;0PHN1;STXBP5;SRGAP2;TBC1D22A;EVIS5;VAV3;RABGAP1L;STARD8;MYO9B;MYO9A;ARHGAP24;ARHGAP45;ACAP2;RA

GTPase regulator activity (GO:0030695) 34 275 1,19118E-14 2,87074E-12 188,5924239(SA3;TBC1D5;GNAQ;RASA1;CDC42EP3;RIN2
SMG1;CAMK2D;ROCK2;STK3;RPS6KA3;NUAK1;AKT3;STK38;MAP3K20; MAP4K3;MAP2K5;MAP4K4;MAP3KS5;MAP3K3;CDK19;PRKCH

protein serine/threonine kinase activity (G0:0004674) 28 368 1,69736E-07 2,72709E-05 52,57003798|;PRKCB;NEK6;NEK7;VRK2;MAPK14;ERN1;CDK6;TAOK1;BMP2K;ULK2;SGK3;CSNK1G1

Rho guanyl-nucleotide exchange factor activity (G0:0005089) 10 59 1,69866E-06 0,000204688 108,538148 [EPS8;VAV3;FGD3;AKAP13;FGD4;ARHGEF12;PLEKHGS5;ITSN1;ARHGEF3;ARHGEF10L
CSF1R;SMG1;CAMK2D;ROCK2;STK3;RPS6KA3;NUAK1;CUX1;AKT3;STK38;MAP3K20;MAP2K5;MAP4K3;MAP3K5;MAP4K4;MAP3K3;

protein kinase activity (GO:0004672) 31 513 5,25736E-06 0,00050681 31,98190357 |PRKCH;PRKCB;NEK6;NEK7;VRK2; MERTK; MAPK14;ERN1;FER;PEAK1;TAOK1;BMP2K;ULK2;SGK3;CSNK1G1

phosphatidylinositol binding (0:0035091) 12 100 6,88503E-06 0,000553097 65,02114422|DENND1B;MYO1E;HIP1;PLEKHA2;DENND1A;FCHO2;TULP4;SNX13;WDFY3;SNX10;SNX30;MTM1

Rab guanyl-nucleotide exchange factor activity (GO:0017112) 8 51 3,3731E-05 0,002322617 76,39792551|DENND1B;DENND1A;DENND4C;DENND5A;DENND6A;GAPVD1;SBF2;RIN2
PRKN;CSF1R;CLTC;PLEK;PRKAG2;PTPRJ;NR3C1;HDACY;SPRED1;RB1CC1;STK38;KIF13B;SASH1;NSF;PTPN1;DUSP3;PPP1R12A;PRKCB

protein kinase binding (G0:0019901) 28 495 4,87793E-05 0,00293895 24,21388962 |;NEK6;AP1B1;VRK2;MERTK;KAT2B;GPRC5B;NBR1;ATF7,RHOQ;LIMS1
NSF;DENND1B;RABGAP1L;RABGAP1;DENND1A;MYO5A;RANBP9;MYO9B;AKAP13;TBC1D5;EXOC4;STXBP5;TBC1D22A;EVIS;RAPGE

Ras GTPase binding (G0:0017016) 15 184/ 5,76296E-05 0,003086386 34,82723981|F6
RB1;MEF2A;PRKN;HDAC4;MEF2C;TCF12;JMJD1C;ARID5B;MITF;IKZF1;NR3C1;TRERF1;ST18;ELK3;RUNX1;KANSL1;KLHL6; TBL1XR1;E

transcription regulatory region DNA binding (G0:0044212) 23 374 6,60933E-05 0,003185696 25,53712587|P300;TCF4;TBL1X;RREB1;NFE2L2

GTPase binding (G0:0051020) 9 76 0,000107665 0,004717669 48,98321968|FGD3;FGD4;ACAP2;ADAP2;RASA1;AGAP1;ASAP1;AMBRAL;FNBP1L

protein tyrosine phosphatase activity (G0:0004725) 8 62 0,000141135 0,005517152 52,34965253|PTPN1;DUSP3;UBASH3B;PTPRA;EYA4;PTPR);DUSP6;DUSP7

phosphoprotein phosphatase activity (G0:0004721) 12 136 0,000148803 0,005517152 34,14964823|PPP3CA;PTPN1;DUSP3;UBASH3B;PTPRA;EYA4;PPM1H;PTPRJ;SSH2;DUSP6;MTM1;DUSP7

activating transcription factor binding (GO:0033613) 8 68 0,000271044 0,009331645 43,63334948 [RB1;MEF2A;HDAC4;MEF2C;CREBBP;NEK6;EP300;NFE2L2

Rho GTPase binding (GO:0017048) 8 72 0,000402588 0,012936479 38,92779335|EPS8;CYFIP1;AKAP13;DOCK4;CDC42EP3;ARHGAP17;MYO9B;SRGAP2

AP-2 adaptor complex binding (GO:0035612) 3 7 0,000492587 0,014839181 225,926277|HIP1;TBC1D5;BMP2K

low-density lipoprotein particle binding (G0:0030169) 4 17 0,000687933 0,018421308 88,76169225|COLEC12;MSR1;STAB1;CD36

ATP binding (G0:0005524) 16 255 0,0006678 0,018421308 19,6452549|NEK6;PRKAG2;MYO9B;IDE;STK3;ERN1;P2RX7;CDK6; TAOK1;AKT3;STK38;MAP3K20; MAP4K3;MYO1F;MAP4K4;MAP3K5

microfilament motor activity (GO:0000146) 4 18 0,000867261 0,021162901 79,79548291|MYO1E;MYO10;MYO5A;MYO9B

small GTPase binding (G0:0031267) 7 63 0,000922035 0,021162901 34,74454422|FGD3;FGD4;ACAP2;ADAP2;AGAP1;ASAP1;RAPGEF6

phosphatidylinositol phosphate binding (G0:1901981) 8 81 0,000891314 0,021162901 30,64457684|DENND1B;0SBPL8;HIP1;ADAP2;MYO10;DENND1A;SNX13;0GT

RNA polymerase Il activating transcription factor binding (G0:0001102) 6 a7 0,00102329 0,022419353 40,0191776 |RB1;MEF2A;CREBBP;MEF2C;EP300;NFE2L2

MAP kinase phosphatase activity (60:0033549) 3 9 0,001139137 0,023872351 134,0237202 |DUSP3;DUSP6;DUSP7

histone deacetylase binding (G0:0042826) 8 85 0,001223784 0,024577668 27,73551609 |MEF2A;PRKN;HDAC4;KAT2B;NIPBL;MEF2C;MIER1;HDAC9

histone acetyltransferase activity (H4-K8 specific) (GO:0043996) 3 10! 0,001597474 0,024865684 109,1402338|KANSL1;PHF20;0GT

histone acetyltransferase activity (H4-K5 specific) (GO:0043995) 3 10! 0,001597474 0,024865684 109,1402338|KANSL1;PHF20;0GT

histone acetyltransferase activity (H4-K16 specific) (GO:0046972) 3 10! 0,001597474 0,024865684 109,1402338 |KANSL1;PHF20;0GT

mitogen-activated protein kinase binding (G0:0051019) 4 20! 0,001320271 0,024865684 65,65235926|NBR1;PTPRJ;ATF7;MAPK14

scavenger receptor activity (GO:0005044) 4 21 0,001599245 0,024865684 60,00079433|COLEC12;MSR1;STAB1;CD36

SH3/SH2 adaptor activity (G0:0005070) 6 51 0,00157913 0,024865684 34,15719684 |BCAR3;EPS8;VAV3;SH3BGRL;BLNK;SKAP2

Rab GTPase binding (G0:0017137) 10 130 0,001508502 0,024865684 21,59307876|NSF;DENND1B;RABGAP1L;RABGAP1;TBC1DS5;DENND1A;MYOS5A;STXBP5;TBC1D22A;EVIS

adenyl ribonucleotide binding (GO:0032559) 16 279 0,001712617 0,025796291 15,53359043 [NEK6;PRKAG2;MYO9B;IDE;STK3;ERN1;P2RX7;CDK6; TAOK1;AKT3;STK38;MAP3K20; MAP4K3;MYO1F;MAP4K4;MAP3K5
RB1;PRKN;NSF;PTPN1;DUSP3;PPP1R12A;NEK6;CLTC;AP1B1;PRKAG2;PTPRJ;VRK2;NR3C1;KAT2B;GPRC5B;SPRED1;RB1CC1;KIF13B;

kinase binding (G0:0019900) 21 418 0,00187165 0,027337434 13,36447712(RHOQ;SASH1;LIMS1

lipoprotein particle binding (G0:0071813) 4 23 0,002275228 0,032254696 50,74000063 |COLEC12;MSR1;STAB1;CD36

phosphatidylinositol-3,4-bisphosphate binding (G0:0043325) 4 24 0,00267738 0,032591039 46,91142579 [HIP1;ADAP2;PLEKHA2;PLEK

acetyltransferase activity (GO:0016407) 4 24 0,00267738 0,032591039 46,91142579|KAT2B;CREBBP;KAT6A;EP300

peptide-lysine-N-acetyltransferase activity (GO:0061733) 5 39 0,002639926 0,032591039 34,62126393|KAT2B;CREBBP;KAT6A;EP300;EPC1

transferase activity, transferring acyl groups other than amino-acyl groups (GO:0016747) 6 56 0,002566035 0,032591039 28,42059584 |KAT2B;CREBBP;CERS6;ZDHHC20;KAT6A;EP300

transcription coactivator activity (G0:0003713) 16 291 0,002614397 0,032591039 13,86054737|RB1;MEF2A;NCOA2;WWOX;CREBBP;PRKCB;ARID5B;ARID1A; TRERF1;ARID1B;PIAS1;KAT2B;KAT6A;EP300;NCOA7;LPIN1

transcription regulatory region sequence-specific DNA binding (GO:0000976) 16 292 0,002704651 0,032591039 13,73079503 |MEF2A;PRKN; MEF2C;CREBBP;ZFHX3;,ZMYND8;JMJD1C;ARID5B;PHF21A;RUNX1;CUX1;KLHL6;IRF2;CREBRF;RREB1;NFE2L2

core promoter binding (G0:0001047) 8 97 0,002841936 0,033410081 20,96801988|RB1;HDAC4;ZFHX3;KANSL1;EP300;NR3C1;ST18;RUNX1

RNA polymerase Il transcription factor binding (G0:0001085) 9 121 0,003211657 0,03685759 18,36975104 |RB1;MEF2A;RERE;HDAC4;MEF2C;CREBBP;EP300;RBPJ;NFE2L2

histone acetyltransferase activity (G0:0004402) 5 41 0,003299759 0,036987993 31,46592004 |KAT2B;CREBBP;KAT6A;EP300;EPC1

platelet-derived growth factor receptor binding (GO:0005161) 3 13 0,003602027 0,039317118 66,74135052 |ERN1;PDGFC;PTPRJ

androgen receptor binding (GO:0050681) 5 42 0,003670685 0,039317118 30,0431569|RB1;PRKCB;EP300;PIAS1;FOXP1

Rac GTPase binding (GO:0048365) 5 43 0,004070571 0,042652504 28,71163017|EPS8;CYFIP1;D0CK4;ARHGAP17;SRGAP2




kinase activity (G0:0016301) 15 280 0,004458888 0,045727316 12,25488592|MAP3K3;SMG1;DGKD;DGKZ;STK3;RPS6KA3;PIK3CA;PEAK1; TAOK1;AKT3;SGK3;MAP4K3;MAP2KS; MAP4K4;MAP3K5
phosphotransferase activity, alcohol group as acceptor (GO:0016773) 14 254 0,004611047 0,046302599 12,54128432|MAP3K3;SMG1;DGKD;DGKZ;STK3;RPS6KA3;PIK3CA;PEAK1; TAOK1;AKT3;SGK3;MAP4K3;MAP2K5;MAP3K5

NEK6;PRKAG2;MYO9B;IDE;STK3;P2RX7;ERN1;CDK6;RAP2B;RAB14;TAOK1;AKT3;STK38;MAP3K20;MYO1F;RHOQ; MAP4K3;MAP3K5
purine ribonucleoside triphosphate binding (GO:0035639) 19 396 0,004947101 0,04866332 10,72876305 [;MAP4K4




Table S1 (related to Figure 6): Enriched Gene Ontology (GO) ‘Molecular Functions’ terms for
upregulated differentially expressed genes.

Results from Gene Ontology (GO) enrichment analysis of ‘Molecular Functions’ based on scRNA-seq data
from synovial myeloid cells (CD45*CD11b*) from mice pre-treated with B-glucan or PBS and 7 days later
subjected to K/BxN-STA for 17 days. Enrichment analysis was performed with upregulated differentially
expressed genes (ranked according to Log fold change) in the main myeloid cell compartment comprising
the clusters 1-8 and 13 (see Figure 6A). Significantly enriched GO terms were defined by FDR < 0.05. ‘Term’
is the functional annotation in the database; ‘In.List’ is the number of genes in the list of interest with this
functional annotation; ‘In.Annotation’ is the total number of genes with this functional annotation; ‘p_val’ is
the uncorrected p-value; ‘p_val_adj is the p-value adjusted for multiple testing; ‘Combined.Score’ is the
enrichment score as reported by enrichr; ‘Genes’ are the genes in the differentially expressed gene list that
are contained in the functional annotation.



Table S2 (related to Figure SF6): Enriched Gene Ontology (GO) ‘Biological Process’ terms for upregulated differentially expressed genes.

Term In.List In.Annotation p_val p_val_adj Combined.Score Genes

VAV3;ARHGEF12;STARDS;PLEKHGS;ITSN1;ARHGAP18;ARHGAP17;MYO9B;ARHGAP15;MYO9A;ARHGAP24;A

regulation of small GTPase mediated signal transduction (GO:0051056) 21 140 3,88998E-11. 5,9473E-08 172,6287522|RHGAP45;ARHGAP12;ARHGAP22;FGD3;AKAP13;FGD4;0PHN1;ARHGEF3;SRGAP2;RHOQ
CSF1R;SMG1;RNASEL;CAMK2D;ROCK2;STK3;RPS6KA3;NUAK1;AKT3;STK38;MAP3K20;FNIP2;MAP4K3; MAP:
K5;MAP4K4;MAP3K3;CDK19;PRKCH;PRKCB;NEK6;NEK7;VRK2; MERTK; MAPK14;PHKA2;ERN1;FER;CDK6; TEC;

protein phosphorylation (GO:0006468) 39 470 4,74645E-11 5,9473E-08 89,77146594|PIK3CA;PEAK1;TAOK1;ABI1;BMP2K;ULK2;BIRC6;SGK3;TLR4;CSNK1G1
RNASEL;CAMK2D;DGKD;ROCK2;STK3;RPS6KA3;NUAK1;AKT3;STK38; MAP3K20;FNIP2;MAP4K3; MAP3K5;MA
P4K4;CDK19;PRKCH;PRKCB;NEK6;NEK7;VRK2;MERTK;PHKA2;DGKZ;ERN1;FER;CDK6; TEC;PIK3CA;PEAK1;TAO

phosphorylation (G0:0016310) 33 386 7,20235E-10 6,01636E-07 81,40134398|K1;BMP2K;BIRC6;SGK3
RB1;PID1;DDX3X;IKZF1;RBPJ;NR3C1;ELK3;RPS6KA3;PPP3CA;ZMIZ1;EPC1;EP300;MAP3K5; MEF2A;BCAS3;NC
0A2;MEF2C;PPP1R12A;TCF12;MITF;ETV1;ARID1A;ARID1B;PIAS1;RUNX1;KAT2B;ZEB2;MDFIC; TBLIXR1;KAT6
A;TET3;IRF2;IRF8;NCOA7;TLR4;RHOQ;HDAC4;PRKN;RNASEL; TNNI2; TBL1X;RREB1; MAP2K5;BPTF;ATF7IP;W

positive regulation of transcription, DNA-templated (GO:0045893) 61 1120 6,26158E-09 3,92288E-06 46,1347756|WOX;CREBBP;ZFHX3; TRERF1;FLI1;ST18;MLLT10;DAB2;KLHL6;ASXL2;CREBRF; TCF4;LPIN1;0GT;PF4;NFE2L2
PHF20;ITSN1;EHMT1;PRKAG2;ARHGAP18;ARHGAP17;ARHGAP15;ARHGAP12;FGD3;ARHGAP22;FGD4;AKAF
13;NUAK1;SPRED1;0PHN1;PIP4K2A;EP300;SRGAP2;VAV3;ARHGEF12;STARDS;PLEKHG5;MYO9B;VRK2; MAP

regulation of intracellular signal transduction (GO:1902531) 31 422 8,14833E-08 3,94016E-05 53,1933464|K14;MYO9A;ARHGAP24;ARHGAPA45;KAT6A;ARHGEF3;RHOQ
HDAC4;PRKN;RNASEL;PID1;DDX3X;ARHGEF10L;IKZF1;RBPJ;NR3C1;ELK3;RPS6KA3;PPP3CA;NIPBL;ZMIZ1;EPC
1;EP300;TBL1X;RREB1;MAP2K5; MEF2A;WWOX;BCAS3;NCOA2; MEF2C;CREBBP;PPP1R12A;TCF12;MITF;ETV1|
;ST18;RUNX1;MLLT10;KAT2B;ZEB2;TBL1XR1;TET3;ASXL2;IRF2;CREBRF;IRF8;NCOA7;TCF4;LPIN1;0GT;TLR4;R

positive regulation of transcription from RNA polymerase Il promoter (GO:0045944) 48 848 9,43374E-08 3,94016E-05 40,52185199|HOQ;PF4;NFE2L2
RB1;PID1;DDX3X;IKZF1;RBPJ;NR3C1;BACH1;ELK3;RPS6KA3;PPP3CA;NIPBL;ZMIZ1;NFKBIZ;EPC1;EP300; MEF:
A;BCAS3;NCOA2;MEF2C;PPP1R12A;PRKCB; TCF12;ARID5B;MITF;ETV1;ARID1A;FOXP1;RUNX1;KAT2B;ZEB2;T
BL1XR1;TET3;IRF2;IRF8;NCOA7;TLR4;RHOQ;HDAC4;PRKN;RNASEL; CAMK2D;NEDD4L;HDAC9;PHF21A;CUX1;
APOE;TBL1X;FNIP1;RREB1;FNIP2;MAP2K5;BPTF; WWOX;CREBBP;ZFHX3; MAPK14; TRERF1;FLI1;ST18;MLLT10

regulation of transcription from RNA polymerase Il promoter (GO:0006357) 69 1478 2,57766E-07 9,22802E-05 31,48394497(BCL6;KLHL6;ASXL2;CREBRF;TCF4;LPIN1;0GT;PF4;NFE2L2

regulation of Ras protein signal transduction (GO:0046578) 13 90 3,30959E-07 9,30554E-05 101,3251033|DENND1A;AGAP1;ASAP1;ARHGAP17;MYO9B;RASAL2;EPS8;ACAP2;ADAP2;0PHN1;RASA3;RASAL;0GT
NSF;PRKN;NRP1;PTPN1;RABGAP1L;HIP1;RABGAP1;DNAIC13;0PHN1;RAB40C;RAB14;TBC1D5;BMP2K;STXBF

regulation of vesicle-mediated transport (G0:0060627) 16 138 3,34197E-07 9,30554E-05 78,96594172(5;TBC1D22A;EVIS
DENND1B;DENND1A;CLTC;AGAP1;SNX10;ASAP1;FNBP1L;SNX30;MTM1;ADAP2;CUX1;VTI1A;VPS54;DENNDE
AEVI5;EPS15;NSF;BCAS3;MYO5A;VRK2; MYO1E;ACAP2;EHD4;RABEP1;RAB14; TBC1DS5;SPIRE1;RHOQ;CSNK1

vesicle-mediated transport (G0:0016192) 29 410 4,7207E-07 0,000118301 45,40007754|G1

regulation of myeloid cell differentiation (G0:0045637) 11 65 5,22046E-07 0,000118932 118,170899|KAT2B;MEF2C;CREBBP;CDK6;AGO3;PRKCB;KMT2C;EP300;RUNX1;PF4; TNRC6B

negative regulation of MAPK cascade (GO:0043409) 12 80 6,18247E-07 0,000129111 101,3117655|P2RX7;PTPN1;SPRED1;RGS2;DUSP3;STK38;RANBP9;PTPRJ;APOE;TLR4;DUSP6;DUSP7
RB1;HDAC4;PRKN;EHMT1;NEDDAL;IKZF1;RBPJ;NR3C1;BACH1;HDACY;PHF21A;ELK3;NIPBL;BTAFL;ATXN1;CL
X1;EPC1;EP300;TBL1X;FNIP1;RREB1;FNIP2;MAP2KS5;BPTF; MEF2A;ATF7IP;WWOX; TSC22D4; MEF2C;CREBBP;

negative regulation of transcription, DNA-templated (GO:0045892) 44 813 1,11963E-06 0,000215829 32,49689859(ZFHX3;WWP1;ARID5B;MITF;FOXP1;ZEB2;DAB2;BCL6;MDFIC;TBLIXR1;KAT6A;IRF2;IRF8;LIMS1
ATP6V1A;CYFIP1;CSF1R;NRP1;ROCK2;ITSN1;NEDD9;PTPRJ;IDE;SPRED1;UBASH3B;PDGFC;BLNK;ATP6VOATL;\

transmembrane receptor protein tyrosine kinase signaling pathway (GO:0007169) 27 396 2,36444E-06 0,000423235 38,67491685(AV3;CYBB;MAPK14;MTSS1;FER;TEC;PIK3CA;RAB14;RASA1;ABI1;ELMO1;LCP2;RHOQ
RB1;HDAC4;PRKN;ZMYND8;NEDD4L;RBPJ;NR3C1;BACH1;HDAC;PHF21A;NIPBL;CUX1;EPC1;EP300;TBL1X;F
NIP1;RREB1;FNIP2;MAP2K5;BPTF; MEF2A;WWOX; MEF2C;CREBBP;ZFHX3;ARID5B; MITF;ZEB2;BCL6; TBLIXR1;

negative regulation of transcription from RNA polymerase Il promoter (GO:0000122) 32 565 1,38615E-05 0,002315791 27,45903332(IRF2;IRF8

peptidyl-serine phosphorylation (G0:0018105) 14 145 1,55546E-05 0,002436243 47,55535442|SMG1;CAMK2D;PRKCH;PRKCB;ROCK2;NEK6;VRK2; MAPK14;ERN1;RPS6KA3;AKT3;STK38;5GK3;CSNK1G1

negative regulation of MAP kinase activity (GO:0043407) 9 61 1,82006E-05 0,002682975 75,4502617|PTPN1;SPRED1;RGS2;DUSP3;STK38;PTPRJ;APOE;DUSP6;DUSP7

positive regulation of filopodium assembly (GO:0051491) 6 25 2,67624E-05 0,003193649 132,2114191|NRP1;RIPOR2;DOCK11;BCAS3;FNBP1L;RHOQ

peptidyl-tyrosine dephosphorylation (GO:0035335) 6 25 2,67624E-05 0,003193649 132,2114191|PTPN1;DUSP3;UBASH3B;PTPRJ;DUSP6;DUSP7

regulation of filopodium assembly (GO:0051489) 7 36 2,47424E-05 0,003193649 101,9672861|NRP1;RIPOR2;DOCK11;BCAS3;MYO10;FNBP1L;RHOQ

regulation of megakaryocyte differentiation (G0:0045652) 8 49 2,49491E-05 0,003193649 82,4797912|KAT2B;MEF2C;AGO3;KMT2C;EP300;RUNX1;PF4;TNRC6B

regulation of lipid metabolic process (G0:0019216) 11 100 3,78789E-05 0,004314747 50,37253092(RB1;NCOA2;CPT1A;CREBBP;TBL1XR1;CHD9;PRKAG2;PLIN2;CD36;TBL1X;RGL1

platelet-derived growth factor receptor signaling pathway (GO:0048008) 5 17 4,44433E-05. 0,004632807 165,762986|PTPN1;NRP1;FER;PDGFC;PTPRJ

regulation of endocytosis (GO:0030100) 9 69 4,99145E-05 0,004632807 59,32135979(PTPN1;DAB2;MCTP1;HIP1;0PHN1;RAB14;BMP2K;NEDD4L;APOE

positive regulation of plasma membrane bounded cell projection assembly (G0:0120034) 9 69 4,99145E-05 0,004632807 59,32135979|EPS8;P2RX7;RIPOR2;NRP1;DOCK11;BCAS3;CDCA42EP3;FNBP1L;,RHOQ
RB1;HDAC4;PRKN;PID1;DDX3X;ROCK2; TNNI2;EPC1;EP300;CD36;TBL1X;RREB1;MAP3KS5;BPTF;ATF7IP; MEF2(
;CREBBP;ZFHX3;MITF;ARID1A;MAPK14; TRERF1;FLI1;PIAST;RUNX1;P2RX7;ERN1;KAT2B;DAB2;MDFIC;KLHL6;

positive regulation of gene expression (G0:0010628) 38 771 4,88466E-05 0,004632807 21,09171758|TBL1XR1;KAT6A; TCF4;TLR4;LIMS1;PF4;NFE2L2
RNASEL;CAMK2D;ROCK2;TULP4;F13A1;MTM1;STK3;FBXL20;RPS6KA3;PPP3CA;NUAK1;AKT3;STK38; MAP3K2
0;ST8SIA4;APOE;FNIP2;MAP4K3;MAP3K5; MAP4K4;PTPN1;CDK19;PRKCH;PPP1R12A;PRKCB;FBXW7;NEK6;N
EK7;VRK2;MERTK;SSH2;PHKA2;DUSP6;DUSP7;KLHL9;ERN1;FER;CDK6; TEC;PIK3CA;PEAK1; TAOK1;BMP2K;BIR

cellular protein modification process (GO:0006464) 46 1001 4,41166E-05 0,004632807 19,91159049|C6;SGK3;FBXLS

vascular endothelial growth factor receptor signaling pathway (G0:0048010) 9 70 5,60388E-05 0,005015469 57,6641685|VAV3;CYFIP1;NRP1;PIK3CA;ROCK2;ABI1;ELMO1;CYBB;MAPK14




negative regulation of protein localization to plasma membrane (G0:1903077) 5 19 8,01556E-05 0,006086968 133,7072515|DAB2;PID1;CLTC;NUMB;RHOQ

negative regulation of protein localization to cell periphery (G0:1904376) 5 19 8,01556E-05 0,006086968 133,7072515|DAB2;PID1;CLTC;NUMB;RHOQ

regulation of Rho protein signal transduction (G0O:0035023) 8 57 7,68576E-05 0,006086968 61,66210857|EPS8;RIPOR2;NRP1;AKAP13;0PHN1;LPAR6;MYO9B;APOE
VAV3;BCAS3;RABGAP1;DOCK8;RAP1GDS1;SNX13;DOCK10;FGD3;DOCK11;FGD4;LRCH1;SRGAP2;EVIS5;RAPGE|

regulation of GTPase activity (GO:0043087) 15 188 7,36427E-05. 0,006086968 33,16056196|F6;LIMS1
MAP3K3;0SBPL8;KIDINS220;MAPK14;DUSP6;DUSP7;STK3;ADCY9; TAOK1;MAP3K20;S1PR2;TLR4;PIBF1; MAF

activation of protein kinase activity (G0:0032147) 17 233 7,64687E-05 0,006086968 30,03947867(4K3;MAP2K5;MAP4K4;MAP3K5

post-Golgi vesicle-mediated transport (GO:0006892) 8 58 8,7245E-05 0,006430469 59,61720039(RAB14;VPS13C;EXOC4;VTI1A;EXOC6B;VPS54;MYOS5A;EPS15

regulation of focal adhesion assembly (GO:0051893) 7 44 9,57095E-05 0,006852798 69,69875975[NRP1;MACF1;BCAS3;ROCK2;PTPRJ;CLASP2;LIMS1

phosphatidylinositol metabolic process (G0O:0046488) 11 112 0,00010754 0,007485967 39,81373694|INPP4A;CSF1R;SMG1;PIK3CA;RAB14;PLEKHA2;PLEK;PIPAK2A;PLA2GAA;FAM126A;MTM1

positive regulation of cell-matrix adhesion (G0O:0001954) 6 33 0,00014146 0,009328936 78,29216362(NRP1;CDK6;PLEKHA2;PTPRJ;CD36;LIMS1

positive regulation of Notch signaling pathway (G0:0045747) 6 33 0,00014146 0,009328936 78,29216362|KAT2B;CREBBP;ZMIZ1;BMP2K;EP300;RBPJ

cellular response to fluid shear stress (GO:0071498) 4 12 0,000157901! 0,009778066 173,4340177|MEF2C;MAP2K5;MTSS1;NFE2L2

histone modification (G0:0016570) 10 98 0,000159976 0,009778066 39,68042673|HDAC4;CREBBP;TBL1XR1;KAT6A;MIER1;EYA4;EHMT1;EP300;TBL1X;HDACS

activation of MAPK activity (GO:0000187) 11 117 0,000159152 0,009778066 36,29895266(ERN1;MDFIC;TAOK1;MAP3K20;S1PR2;MAPK14;TLR4;MAP2K5;DUSP6;MAP3K5;DUSP7

small GTPase mediated signal transduction (GO:0007264) 10 99 0,000174078 0,010386672 38,85336478(RB1;RAP1GDS1;ARHGAP18;PLD1;RGL1;MAPK14;RIN2;RREB1;RAPGEF6;RASGRP3

response to chemokine (G0:1990868) 3 6 0,00028676 0,014665724 322,6511655[RIPOR2;LRCH1;DOCK8

cellular response to chemokine (GO:1990869) 3 6 0,00028676 0,014665724 322,6511655(RIPOR2;LRCH1;DOCK8

negative regulation of protein localization to membrane (GO:1905476) 5 24 0,000264474 0,014665724 86,0289975(DAB2;PID1;CLTC;NUMB;RHOQ

regulation of cellular senescence (G0:2000772) 5 24 0,000264474 0,014665724 86,0289975|MAP3K3;NUAK1;CDK6;NEK6;AKT3

regulation of cell-matrix adhesion (G0:0001952) 7 52 0,000281702 0,014665724 50,60190616(MACF1;CDK6;ROCK2;PLEKHA2;RASA1;CASK;CD36

toll-like receptor signaling pathway (G0:0002224) 9 86 0,000279373 0,014665724 38,1539129|COLEC12;RPS6KA3;CD180;RFTN1;CD36;PIK3AP1;TLR4;CTSB;LGMN

protein dephosphorylation (GO:0006470) 11 125 0,000284945 0,014665724 31,49090675(PPP3CA;PTPN1;PPP1R12A;DUSP3;UBASH3B;EYA4;PTPRJ;SSH2;DUSP6;MTM1;DUSP7

clathrin coat assembly (G0:0048268) 4 14 0,00030695 0,014872154 128,198012|HIP1;CLTC;FCHO2;EPS15

stress-activated protein kinase signaling cascade (GO:0031098) 8 70 0,000331529 0,014872154 41,18596556| MAP3K3;TAOK1;MAP3K20;MAP2K5;MAP4K3;MAP3K5;STK3;MAP4K4

positive regulation of protein complex assembly (GO:0031334) 9 88 0,000332303 0,014872154 36,39576501(AIM2;PLEK;MITF;ASAP1;IDE;CD36;FNIP1;TLR4;FNIP2

negative regulation of response to stimulus (GO:0048585) 11 127 0,000327019 0,014872154 30,42268702(CSF1R;PTPN1;MAP3K3;CDK6;MCTP1;UBASH3B;VPS13C;AKT3;CASK;MERTK; MAP2KS

peptidyl-serine modification (GO:0018209) 13 170 0,000332339. 0,014872154 26,56487667[SMG1;CAMK2D;PRKCH;PRKCB;ROCK2;NEK6;VRK2; MAPK14;RPS6KA3;AKT3;STK38;SGK3;CSNK1G1
BCAS3;RABGAP1L;RABGAP1;DOCK8;RAP1GDS1;SNX13;D0CK10;DOCK11;TBC1D5;SRGAP2;TBC1D22A;EVIS;

positive regulation of GTPase activity (GO:0043547) 14 192 0,000324171 0,014872154 25,33656751|RAPGEF6;LIMS1
COLEC12;MSR1;DENND1B;ANXA3;DENND1A;CLTC;SNX10;DNAJC13;VRK2;SNX30; MERTK; MYO1E;STABZL;AF

endocytosis (G0:0006897) 17 263 0,000325898 0,014872154, 22,30730074|0E;CD36;RHOQ;CSNK1G1

cell morphogenesis involved in differentiation (G0O:0000904) 7 54 0,000357359 0,015562334 47,03390656|RB1;NRP1;MEF2C;FER;OPHN1;PEAK1;SRGAP2
RB1;HDAC4;TNNI2;EPC1;EP300;TBL1X;RREB1;MAP3K5;BPTF;ATF7IP;MEF2C;CREBBP;ZFHX3;MITF;ARID1A;1

positive regulation of nucleic acid-templated transcription (GO:1903508) 26 502 0,000360182 0,015562334 17,53374651|RERF1;FLI1;PIAS1;RUNX1;DAB2;MDFIC;KLHL6; TBL1XR1;KAT6A; TCF4;NFE2L2

positive regulation of protein kinase activity (GO:0045860) 13 172 0,000372103 0,015804911 25,85792583|CSF1R;PTPN1;MAP3K3;DDX3X;PRKAG2;STK3;ERN1;GPRC5B; TAOK1;LCP2;MAP2K5;MAP4K3;MAP4K4

protein localization to plasma membrane (GO:0072659) 11 130 0,00039986 0,016700803 28,90817467|NSF;MACF1;RAB40C;PACS1;ROCK2;DENND4C;FCHO2;MYO5A;FAM126A;RAPGEF6;CLASP2

filopodium assembly (GO:0046847) 4 15 0,000410397 0,016859923 112,353231|FGD3;FGD4;51PR2;SRGAP2

substrate-dependent cell migration, cell extension (GO:0006930) 3 7 0,000492587 0,018424221 225,926277|P2RY12;NRP1;0PHN1

regulation of myosin-light-chain-phosphatase activity (0:0035507) 3 7 0,000492587 0,018424221 225,926277|NUAK1;PPP1R12A;ROCK2

endocytic recycling (GO:0032456) 5 27 0,000472463 0,018424221 69,05407818 DENND1B;EHD4;RAB14;DENND1A;EPS15

positive regulation of epithelial cell migration (G0:0010634) 8 74 0,000485554 0,018424221 36,83959373(NRP1;BCAS3;ANXA3;ROCK2;RREB1;SASH1;FOXP1;CLASP2

positive regulation of MAP kinase activity (G0:0043406) 13 177 0,000489604 0,018424221 24,19206418(KIDINS220;MAPK14;DUSP6;STK3;DUSP7,TAOK1;PDGFC;MAP3K20;S1PR2;TLR4;MAP2K5;SASH1;MAP3KE
RB1;CYFIP1;MYO9B;PLD1;MAPK14;EPS8;RAP2B;RAB40C;RAB14;CDC42EP3;ARHGEF3;ELMO1;RREB1;RAPGE

Ras protein signal transduction (GO:0007265) 15 223 0,000475535 0,018424221 22,13463081(F6;RHOQ

positive regulation of macrophage derived foam cell differentiation (G0:0010744) 4 16 0,000536523 0,019772441 99,44619823(MSR1;PRKCH;CD36;PF4

regulation of actin polymerization or depolymerization (G0:0008064) 5 28 0,000563553 0,020261222 64,52767495|EPS8;FCHSD2;RASA1;ARHGAP18;SSH2
PRKN;NSF;PTPN1;MEF2C;PID1;DDX3X;ROCK2;MITF; MAPK14;P2RX7;TBC1D5;CD36;TLR4;MAP2KS5;LIMS1;PF/

positive regulation of macromolecule metabolic process (G0:0010604) 17 276 0,000565956 0,020261222 19,71780707|;NFE2L2
MEF2A;MAP3K3;MEF2C;CAMK2D;RANBP9;RASAL2;DUSP6;DUSP7;RASGRP3;SPRED1;RASA3;PTPRA;RASAL,

MAPK cascade (GO:0000165) 17 278 0,000613884 0,021667506 19,351973|MAP3K20;MAP4K3;MAP4K4;MAP3K5

regulation of B cell receptor signaling pathway (GO:0050855) 4 17 0,000687933 0,02361588 88,76169225(PRKCH;PRKCB;LPXN;RUNX1

positive regulation of transcription of Notch receptor target (G0:0007221) 4 17 0,000687933 0,02361588 88,76169225(KAT2B;CREBBP;EP300;RBPJ

regulation of primary metabolic process (G0:0080090) 11 139 0,000704639 0,023862521 24,91790643(NCOA2;CPT1A;CREBBP;TBL1XR1;CHD9;ROCK2;PLIN2;APOE;CD36;TBL1X;RGL1
VAV3;DDX3X;ARHGEF12;PLEKHG5;ITSN1;ANO6;DUSP6;STK3;FGD3;AKAP13;FGD4;BCL6;ARHGEF3;MAP3K2(C

positive regulation of programmed cell death (GO:0043068) 16 257 0,000726175 0,024263941 19,25692261|;RBMS5;MAP3K5

peptidyl-lysine acetylation (GO:0018394) 3 8 0,00077364 0,024541033 170,0187195|KAT2B;CREBBP;EP300

interleukin-1 beta secretion (G0O:0050702) 3 8 0,00077364 0,024541033 170,0187195|AIM2;CD36;TLR4

actin cytoskeleton reorganization (GO:0031532) 7 61 0,00075858 0,024541033 37,04120254(NRP1;PTPN1;FER;PLEK;NEDD9;S1PR2;FRY

regulation of signal transduction (G0:0009966) 15 233 0,000749228 0,024541033 19,8541461|CSF1R;PTPN1;CREBBP;LIFR;MERTK;DUSP6;DHRS3;RUNX1;RGS2;UBASH3B;MDFIC;BIRC6;CD36;0GT;SASH1




activation of JUN kinase activity (GO:0007257) 5 30 0,000784503 0,024574543 56,73475523|ERN1;MDFIC;TAOK1;MAP3K20;MAP3K5

cellular protein catabolic process (GO:0044257) 7 62 0,000837165 0,025584574 35,86688257(PRKN;CLTC;AFG1L;IDE;CTSC;CTSB;LGMN
RB1;HDAC4;PRKN;DDX3X;EHMT1;IKZF1;RBPJ;HDAC;ELK3;NIPBL;BTAF1;ATXN1;EPC1;XDH;ATF7IP;MSR1;T¢

negative regulation of gene expression (G0:0010629) 29 618 0,000830448 0,025584574 14,14606109|C22D4;MEF2C;DNMT3A;WWP1;ARID5B;FOXP1;ERN1;DAB2;AGO3;BCL6;MDFIC;KAT6A;LIMS1

regulation of mitotic cell cycle (GO:0007346) 12 165 0,000869403 0,026249686 22,10016466(RB1;MAP3K3;CDK19;DUSP3;NEK6; TAOK1;NEK7;CLTC;MAP2K5;MAP4K3;STK3;MAP4K4

osteoclast differentiation (G0:0030316) 4 19 0,001077157 0,031027075 72,18250344(CSF1R;SNX10;MAPK14;FOXP1

regulation of platelet activation (GO:0010543) 4 19 0,001077157 0,031027075 72,18250344(TEC;PLEK;APOE;TLR4

protein deacetylation (GO:0006476) 5 32 0,001064346 0,031027075 50,28579588|HDAC4;TBL1XR1;MIER1;TBL1X;HDAC9
P2RY12;CYFIP1;NRP1;SNX10;ANO6;ASAP1;FNBP1L;MTSS1;FGD3;P2RX7;FGD4;0PHN1;S1PR2;SRGAP2;RAPCG

plasma membrane bounded cell projection assembly (G0:0120031) 15 241 0,001055333 0,031027075 18,23213135|EF6

interleukin-1 beta production (G0O:0032611) 3 9 0,001139137 0,031541307 134,0237202|AIM2;CD36;TLR4

interleukin-1 secretion (G0:0050701) 3 9 0,001139137 0,031541307 134,0237202|AIM2;CD36;TLR4

B cell homeostasis (GO:0001782) 3 9 0,001139137 0,031541307 134,0237202(DOCK10;DOCK11;MEF2C

pattern recognition receptor signaling pathway (G0:0002221) 6 48 0,001145355! 0,031541307 38,42491534(RPS6KA3;CD180;CD36;TLR4;CTSB;LGMN

activation of MAPKK activity (GO:0000186) 5 33 0,001229147 0,033480906 47,46768223|KIDINS220; TAOK1;MAP3K20;STK3;MAP3K5
RB1;ZMYNDS;EHMT1;JMID1C;IKZF1;RBPJ;NR3C1;BACH1;ELK3;RPS6KA3;NIPBL;NFKBIZ;EPC1;EP300; MAP3KS5|
;NCOA2;TSC22D4;MEF2C;PRKCB; TCF12;ARID5B;MITF;ETV1;ARID1A;PIAS1;FOXP1;RUNX1;MDFIC; TBLIXR1;K
AT6A;IRF2;ATF7;HDAC4;CAMK2D;BAZ2B;HDAC9;PHF21A;BTAF1;ATXN1;CUX1;TNNI2;APOE; TBL1X;RREB1;BP|

regulation of transcription, DNA-templated (GO:0006355) 59 1598 0,001359434 0,036631638 10,40275309|TF;ATF7IP;CREBBP;ZFHX3;WWP1;MAPK14;TRERF1;FLI1;DAB2;BCL6;KLHL6;TCF4;0GT;LIMS1;NFE2L2

regulation of bone mineralization (G0:0030500) 6 50 0,001422647 0,037527938 35,50043315(P2RX7;MEF2C;NBR1;BMP2K;ANO6;SLC8A1

positive regulation of JUN kinase activity (G0:0043507) 6 50 0,001422647 0,037527938 35,50043315(ERN1;MDFIC;TAOK1;MAP3K20;SASH1;MAP3KS

protein autophosphorylation (G0:0046777) 12 175 0,001445821 0,03774194 19,23728331|ERN1;CSF1R;MAP3K3;FER;SMG1;CAMK2D;TEC;PEAK1;NEK6; TAOK1;ULK2;VRK2

regulation of B cell apoptotic process (G0:0002902) 3 10 0,001597474 0,041270823 109,1402338|BCL6;FNIP1;FOXP1

lipid phosphorylation (GO:0046834) 5 35 0,001614282 0,041279497 42,49684898|SMG1;DGKD;PIK3CA;DGKZ;FAM126A

SRP-dependent cotranslational protein targeting to membrane (GO:0006614) 8 89 0,001648276 0,041723023 25,18985609(RPS28;RPS27;RPS29;RPL37A;RPLP2;RPL38;RPL37;RPS21

cellular response to insulin stimulus (GO:0032869) 9 110 0,001674549 0,041964208 22,69405858(ATP6V1A;KAT2B;FER;DENND4C;MYOS5A;IDE;HDAC9;RHOQ;ATP6VOAT

positive regulation of endothelial cell migration (G0:0010595) 7 70 0,001722419 0,042317468 28,11247957(NRP1;BCAS3;ANXA3;ROCK2;AKT3;SASH1;FOXP1

regulation of Notch signaling pathway (G0:0008593) 7 70 0,001722419 0,042317468 28,11247957|KAT2B;CREBBP;ZMIZ1;FBXW7;BMP2K;EP300;RBPJ

positive regulation of cell-substrate adhesion (G0:0010811) 6 52 0,00174836 0,042537775 32,88562705(NRP1;CDK6;PLEKHA2;CD36;RREB1;LIMS1

protein acylation (GO:0043543) 5 36 0,001836973 0,043842411 40,29722761|KAT2B;CREBBP;ZDHHC20;KAT6A;EP300

histone deacetylation (G0:0016575) 5 36 0,001836973 0,043842411 40,29722761|HDAC4;TBL1IXR1;MIER1;TBL1X;HDAC9

response to insulin (G0:0032868) 7 71 0,001870815. 0,044228899 27,31244616|KAT2B;FER;DENNDAC;MYO5A;HDACI;0GT;RHOQ

nuclear-transcribed mRNA catabolic process, nonsense-mediated decay (GO:0000184) 9 112 0,00189756! 0,044441913 21,81589639|RPS28;SMG1;RPS27;RPS29;RPL37A;RPLP2;RPL38;RPL37;RPS21

positive regulation of signal transduction (G0:0009967) 13 206 0,001969722 0,045704856 16,77730297|MACF1;CREBBP;PRKCB;CD180;LY86;RBPJ;ERN1;KAT2B;ZMIZ1;ASXL2;BMP2K;EP300;SASH1

regulation of organelle organization (GO:0033043) 9 113 0,00201763 0,046386988 21,39350392(PRKN;RABGAP1L;ZEB2;RABGAP1;TBC1D5;TAOK1;TBC1D22A;EVI5;MTM1

relaxation of cardiac muscle (G0:0055119) 3 11 0,002156266! 0,047819503 91,04459526(CAMK2D;RGS2;SLC8AL

regulation of hemopoiesis (GO:1903706) 3 11 0,002156266 0,047819503 91,04459526(CREBBP;PRKCB;RUNX1

negative regulation of cellular senescence (GO:2000773) 3 11 0,002156266 0,047819503 91,04459526(MAP3K3;CDK6;AKT3

relaxation of muscle (GO:0090075) 3 11 0,002156266! 0,047819503 91,04459526(CAMK2D;RGS2;SLC8AL

cotranslational protein targeting to membrane (GO:0006613) 8 93 0,002181607 0,047957081 22,94960078(RPS28;RPS27;RPS29;RPL37A;RPLP2;RPL38;RPL37;RPS21

regulation of protein oligomerization (G0:0032459) 4 23 0,002275228 0,049152761 50,74000063(AIM2;EP300;IDE;APOE
PRKN;CSF1R;HIP1;DDX3X;ITSN1;STK3;FGD3;FGD4;RPS6KA3;AKAP13;MAP3K20; MAP2K5;MAP4K3;RBM5; MA
P3KS5;CTSB;MAP4K4;VAV3;MAP3K3; MEF2C;CREBBP;ARHGEF12;PLEKHG5;ANO6; MERTK;DUSP6;RNF144B;D

regulation of apoptotic process (GO:0042981) 34 815 0,00226854 0,049152761 10,74187627|AB2;BCL6; TAOK1;RASA1;ARHGEF3;BIRC6;SGK3




Table S2 (related to Figure 6 and Figure S6): Enriched Gene Ontology (GO) ‘Biological Process’
terms for upregulated differentially expressed genes.

Results from Gene Ontology (GO) enrichment analysis of ‘Biological Process’ based on scRNA-seq data
from synovial myeloid cells (CD45*CD11b*) from mice pre-treated with B-glucan or PBS and 7 days later
subjected to K/BxN-STA for 17 days. Enrichment analysis was performed with upregulated differentially
expressed genes (ranked according to Log fold change) in the main myeloid cell compartment comprising
the clusters 1-8 and 13 (see Figure 6A). Significantly enriched GO terms were defined by FDR < 0.05. ‘Term’
is the functional annotation in the database; ‘In.List’ is the number of genes in the list of interest with this
functional annotation; ‘In.Annotation’ is the total number of genes with this functional annotation; ‘p_val’ is
the uncorrected p-value; ‘p_val_ad] is the p-value adjusted for multiple testing; ‘Combined.Score’ is the
enrichment score as reported by enrichr; ‘Genes’ are the genes in the differentially expressed gene list that
are contained in the functional annotation.



	ELS_DEVCEL6127_annotate.pdf
	Innate immune training of osteoclastogenesis promotes inflammatory bone loss in mice
	Introduction
	Results
	TRIM promotes inflammatory bone loss in experimental periodontitis and arthritis
	Enhanced inflammatory osteoclastogenesis upon β-glucan-induced TRIM
	Adoptive transfer of trained monocytes exacerbates inflammatory arthritis
	TRIM induction is associated with transcriptomic rewiring of synovial myeloid cells
	MITF mediates the arthritis-promoting function of trained monocytes

	Discussion
	Limitations of the study

	Resource availability
	Lead contact
	Materials availability
	Data and code availability

	Acknowledgments
	Author contributions
	Declaration of interests
	Supplemental information
	References
	STAR★Methods
	Key resources table
	Experimental model and study participant details
	Mice

	Method details
	Induction and evaluation of LIP
	Induction and evaluation of experimental arthritis
	Adoptive Transfer Model
	Tissue preparation
	Flow cytometry and sorting
	Ex vivo osteoclast differentiation and Leukocyte Acid Phosphatase (TRAP) staining
	Histology
	Serum analysis
	RNA isolation and quantitative PCR analyses
	Single-cell RNA sequencing

	Quantification and statistical analysis
	Single-cell RNA sequencing
	Statistical analysis







