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Abstract:  

Pattern recognition receptors (PRRs) are crucial for responses to infections and tissue damage, 

however, their role in autoimmunity is less clear. Herein we demonstrate that two C-type lectin 

receptors (CLRs), Mcl and Mincle, play an important role in the pathogenesis of experimental 

autoimmune encephalomyelitis (EAE), an animal model of Multiple Sclerosis (MS). Congenic rats 

expressing lower levels of Mcl and Mincle on myeloid cells exhibited a drastic reduction in EAE 

incidence. In vivo silencing of Mcl and Mincle or blockade of their endogenous ligand SAP130 

revealed that receptors expression in the central nervous system is crucial for the T cell recruitment 

and reactivation into a pathogenic Th17/GM-CSF phenotype. Consistent with this, we uncovered 

MCL/MINCLE-expressing cells in brain lesions of MS patients and we further found an upregulation 

of the MCL/MINCLE signaling pathway and an increased response following MCL/MINCLE 

stimulation in peripheral blood mononuclear cells from MS patients. Together these data support a 

role for CLRs in autoimmunity and implicate the MCL/MINCLE pathway as a potential therapeutic 

target in MS. 
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Main text:  

Introduction 

Multiple Sclerosis (MS), a leading cause of neurological disability in young adults, is a chronic 

inflammatory disease of the central nervous system (CNS) characterized by autoimmune destruction 

of myelin and subsequent neuro-axonal loss. Autoreactive CD4
+ 

T cells infiltrating the CNS are 

considered to be important triggers of MS pathogenesis (1). Antigen presenting cells (APCs) play a 

crucial role in the reactivation of CD4
+
 T cells, which drive the subsequent pathogenic inflammatory 

responses (2-4).  However, the mechanisms by which T cell fate is determined upon reactivation in the 

CNS remain poorly understood. A growing body of evidence suggests a role for pattern recognition 

receptors (PRRs) in autoimmune inflammatory responses (5). Previous studies have primarily focused 

on toll-like receptors (TLRs), showing their potential role in modulating pathogenic disease pathways 

(6-8), however,  little is known about the role of C-type lectin receptors (CLRs) in autoimmunity and 

particularly in MS (9). 

Myeloid CLRs are important sensors of infectious agents and tissue homeostasis through recognition 

of pathogen-associated molecular patterns (PAMPs) and damage-associated molecular patterns 

(DAMPs) (10, 11). In addition to their well-known role in infections and tissue damage, recent animal 

studies have implicated several CLRs as risk genes for autoimmune diseases including arthritis and 

experimental autoimmune encephalomyelitis (EAE), an MS-like disease model (12, 13). Among the 

CLRs, CLEC4D (MCL) and CLEC4E (MINCLE), two members of the Dectin-2 family primarily co-

expressed on myeloid cells (14), have recently gained attention in human inflammatory diseases. MCL 

and MINCLE signaling leads to the activation of NF-B via the BCL10-CARD9-MALT1 pathway 

(11, 15). Interestingly, several members of this pathway have been identified as candidate risk genes 

for multiple chronic inflammatory diseases such as Crohn’s disease, ankylosing spondylitis, ulcerative 

colitis, inflammatory bowel disease and MS (16, 17) . 

In the present study, we investigated the role of Mcl and Mincle in EAE and MS. Myelin 

oligodendrocyte glycoprotein (MOG)-induced EAE in rats provides a robust model of chronic 
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relapsing-remitting disease, recapitulating several clinical and histopathological features of MS (18). 

We exploited the fact that the Dark Agouti (DA) strain is highly susceptible to EAE while the Piebald 

Virol Glaxo (PVG) strain is relatively resistant (18), and thus generated a congenic strain containing a 

PVG region encompassing CLR genes on the DA background. Herein we report that this new strain 

exhibits reduced expression of Mcl and Mincle on myeloid cells and is resistant to EAE induction. 

Mechanistically, we demonstrate that meningeal myeloid cells orchestrate the recruitment of T cells to 

the CNS and their reactivation into a pathogenic Th17/GM-CSF phenotype via the Mcl/Mincle 

pathway. This mechanism is likely triggered, at least in part, by the alarmin SAP130 during early 

disease development. Both MCL and MINCLE are highly expressed on infiltrating macrophages in 

active MS lesions. Notably, we show that the MCL/MINCLE pathway is affected in MS, with high 

expression of the receptors on immune cells associating with both increased MS disease activity and 

progression, and that MCL/MINCLE stimulation ex vivo results in higher cytokine production in 

peripheral blood mononuclear cells (PBMCs) of MS patients compared to healthy controls. 
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Results  

The CLR gene expression in immune cells modulates EAE development 

We have previously shown that a genetic region on rat chromosome 4 encompassing a cluster of CLRs 

confers resistance to EAE when transferred from the resistant PVG strain to the susceptible DA strain 

(12, 19). In order to identify the gene(s) responsible for this protective effect, we have further reduced 

the size of the transferred region in a congenic strain (hereafter referred to as CLRc) comprising five 

genes, four of which belong to the Dectin-2 family (Table S1). Upon MOG immunization, the 

homozygous CLRc rats displayed marked protection compared to DA homozygous littermate controls, 

while heterozygous rats (Het) exhibited an intermediate phenotype (Figure 1A). In accordance, weight 

loss in CLRc was significantly milder, recovery faster, disease incidence as well as average, 

cumulative and max scores lower compared to DA rats (Figure 1A). Histopathological investigation of 

the spinal cord at day 29 post-immunization (p.i.) revealed significant reduction in both extent of 

demyelination and inflammatory index in CLRc rats (Figure 1B and Figure S1A). Interestingly, only 

DA rats presented demyelination in the brain while this was not observed in either CLRc or Het rats 

(Figure 1B and Figure S1B). These results indicate that the PVG alleles encompassing the CLR genes 

confer resistance to EAE. 

We next examined the contribution of CLRs in CNS- versus bone marrow (BM)-derived immune cells 

using bone marrow chimeric rats. Reconstitution of lethally irradiated DA or CLRc rats with BM 

isolated from DA-GFP rats led to the replacement of peripheral immune cells, as well as meningeal 

and perivascular macrophages with donor BM (Figure S1C-F). No significant differences in EAE 

development, weight change, incidence or average cumulative and max score were observed between 

the strains (Figure 1C). However, the transplantation of DA-GFP rats with DA or CLRc bone marrow 

recapitulated the phenotype observed in congenic animals, with CLRc->DA-GFP chimeric rats 

displaying significantly reduced disease incidence, weight and average, cumulative and max score 

compared to DA->DA-GFP chimeras (Figure 1D, Figure S1G and H).  
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These findings suggest that the protective effect of the CLRc congenic is mediated through the 

peripheral immune cell compartment and/or the meningeal/perivascular macrophages and not via the 

CNS-resident microglia. 

 

The CLRc locus modulates activation of peripheral T cells recruited to the CNS  

Myeloid antigen-presenting cells play a pivotal role in T cell activation and subsequent EAE 

progression (2-4). As C-type lectins are primarily expressed on myeloid cells (20) we first investigated 

whether the lower EAE incidence in CLRc rats resulted from an incomplete activation of T cells 

during the priming phase. Characterization of draining lymph nodes at day 7 p.i. revealed no 

differences in CD4
+
 T cell infiltration, activation, cytokine production or proliferation, implying that 

peripheral priming is unaffected in CLRc congenic rats (Figure 2A-C, Figure S2A and B). However, 

analysis of cellular infiltration in the spinal cord at disease onset (day 13 p.i.) revealed reduced 

numbers of CD4
+
 T cells, monocytes/macrophages and granulocytes in CLRc compared to DA rats 

(Figure 2D and Figure S2C). Further characterization of the infiltrating CD4
+
 T cells revealed a 

significant reduction of Ki67
+
 cells, a marker of proliferation (Figure 2E), along with reduced 

proportions of IL-17, IL-17/IFN double producers and GM-CSF-producing T cells (Figure 2E and F), 

regarded as the most inflammatory T cell phenotypes in the context of EAE (21-26). No significant 

differences were observed in IL-10 and IFN production (Figure 2E and F). Evaluation of meninges 

and the spinal cord prior to clinical signs of EAE revealed a 2- to 4-fold more extensive infiltration of 

macrophages, monocytes, granulocytes and CD4
+
 T cells in the meninges compared to the spinal cord 

(Figure S1I), regardless of the genotype. This finding strengthens the notion that the most likely site 

for reactivation of antigen-specific T cells is in the meninges, as previously suggested (3, 4).  

Overall, these results suggest that CLRs modulate the reactivation of T cells within the CNS, most 

likely in the meninges, and participate in the differentiation or maintenance of IL-17- and GM-CSF-

producing cells. 
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Reduced expression of Mcl and Mincle in monocytes/macrophages associates with protection 

from EAE 

Using sequencing and single nucleotide polymorphism typing, we determined that the CLRc congenic 

region contains four genes of the CLR Dectin-2 family, i.e. Dcar1, Mcl, Mincle and the pseudogene 

Dectin-2p, as well as the vomeronasal gene Vom2r48 (Table S1).  We first examined the association of 

genes of the CLRc locus with different EAE disease parameters using gene expression data from 

splenocytes of (DAxPVG)xDA backcross rats (n=150) subjected to EAE (27). Among the five 

investigated genes, significant associations with disease phenotype were only observed for Mcl and 

Mincle (Table S2). The expression of both genes positively correlated with disease incidence (Figure 

3A), maximal score, cumulative score, disease duration, terminal score and maximum weight loss 

(Table S2 and Figure S3). We next assessed the expression of the CLRc genes in splenocytes of naïve 

DA and CLRc rats by qPCR and determined a significantly reduced expression of Mcl (70%) and 

Mincle (85%) and increased expression of Dcar1 (212%) in CLRc animals compared to DA rats 

(Figure 3B). Expression of Vom2r48 was below the detection threshold and we failed to amplify 

Dectin-2p despite employing multiple strategies, which is not unusual for a pseudogene. Since the 

expression of Dcar1 did not correlate with any phenotypic features of disease, the reduced expression 

of both Mcl and Mincle in immune cells is more likely to confer the protection to EAE observed in 

CLR congenic rats. 

To further characterize the cellular compartment mediating the EAE phenotype, we examined 

expression of Mcl and Mincle on different immune cells in DA and CLRc rats. In the blood of naïve 

animals, significantly fewer circulating Mcl
+
 and Mincle

+
 monocytes were observed together with 

reduced surface receptor expression on both monocytes and granulocytes in CLRc compared to DA 

rats (Figure 3C and Figure S4). In the spinal cord, naïve CLRc rats displayed a reduction of both 

frequency of Mcl
+
 and Mincle

+
 cells and relative receptor expression levels on infiltrating 

monocytes/macrophages. Similar results were observed in both the blood and spinal cord of EAE 

affected animals, although only Mincle and not Mcl expression was affected in granulocytes during 

disease (Figure 3C and Figure S4). No difference in the microglial compartment was observed in EAE 
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animals, supporting the hypothesis that expression of the receptors on microglia is not likely to affect 

EAE disease outcome (Figure 3C and Figure S4).  

To analyze the effect of CLRc on tissue-resident and inflammatory myeloid cells we generated bone 

marrow-derived macrophages (BMMa) and dendritic cells (MoDC) (28), and observed reduced 

expression of Mcl and Mincle in CLRc cells compared to cells derived from DA rats (Figure 3D). 

Furthermore, Mcl and Mincle expression in the meninges ex vivo was significantly lower in naïve and 

immunized CLRc rats (Figure 3D). This was reflected at the protein level, where 11 days p.i. receptor 

expression was only detected in DA rats but not in CLRc spinal cord meninges (Figure 3E), in 

concordance with Mcl
+
 and GFP

+
 cells only being detected in the meninges of DA-GFP ->DA rats 

(Figure S1J).  

Taken together, these data indicate that the EAE protection conferred by the CLRc locus is associated 

with reduced expression of Mcl and Mincle, particularly in myeloid cells residing in the meninges. 

 

Impaired response to Mcl/Mincle ligands in CLRc myeloid cells affects CD4
+
 T helper cell 

recruitment and skewing  

To further investigate the functional consequences of low Mcl/Mincle levels, we assessed qPCR 

expression of genes known to be induced by the Mcl/Mincle signaling pathway in BMMa, MoDC and 

FLT3-derived bone marrow dendritic cells (BMDC) stimulated with Mcl/Mincle-specific ligands, 

TDM and TDB. All CLRc myeloid cell types showed a reduced expression of Mcl/Mincle (Figure 

S5A-C) and an impaired response to Mcl/Mincle ligand activation (Figure 4A and Figure S5D-E). 

More specifically, CLRc BMMa expressed significantly less cytokines such as Il1b, Il6, Il23, Il12p40, 

Tnf as well as the chemokines Ccl2, Ccl3, Ccl20, Cxcl1 and Cxcl2 upon stimulation with TDM and/or 

TDB compared to DA cells. Similar results were obtained when stimulating MoDCs and BMDCs 

(Figure S5D and E). We also investigated the signals that regulated Mcl/Mincle expression and found 

TNF, and to a minor extent IL-1 and IL-1, to upregulate both receptors (Figure S5G).  
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T helper cell differentiation requires TCR activation (signal 1), co-stimulation (signal 2) and a third 

signal mediated by cytokines. We therefore performed in vitro T cell differentiation assays using the 

supernatants from TDM- or LPS-stimulated MoDCs as a surrogate for the third signal of T cell 

activation. While we did not detect any differences in cytokine production or proliferation of CD4
+
 T 

cells exposed to DA or CLRc supernatants from LPS-stimulated cells, supernatants from TDM-

stimulated CLRc cells led to a reduced induction of IFN and IL-17 together with a strong decrease in 

cell proliferation accompanied by increased IL-10 production (Figure S5F). This reduced 

inflammatory profile did not stem from either TGF or IL-10 production by TDM-stimulated CLRc 

cells, since no difference in TGF and only very low production of IL-10 could be detected in the 

MoDC supernatants (Figure S5H).   

We thereafter explored whether the compromised response to Mcl/Mincle stimulation in myeloid cells 

could affect T cell recruitment, activation and fate. We generated GFP
+
 MOG-specific resting effector 

T cells (GFP
+
 MOG-Teff). GFP

+
 MOG-Teff cells were reactivated in vitro with either DA or CLRc 

BMMa to mimic the reactivation of pathogenic T cells in the CNS (Figure 4B). Co-culture of GFP
+
 

MOG-Teff with CLRc BMMa led to a reduced proliferation of T cells as well as reduced number of 

IFNγ-, IL-17- and GM-CSF-producing T cells compared to cells cultured with DA BMMa. We then 

assessed if CLRc BMMa could promote differential recruitment of GFP
+
 MOG-Teff across a CNS 

vascular endothelial cell layer, mimicking the meningeal blood-CSF barrier, using a transwell 

migration assay. We found higher retention of GFP
+
 MOG-Teff in the upper chamber (higher ratio) 

when T cells were exposed to CLRc BMMa, whereas DA BMMa induced more extravasation through 

the endothelial layer (lower ratio) (Figure 4C). Finally, we transferred the GFP
+
 MOG-Teff cells into 

immunized DA or CLRc rats day 6 p.i. and assessed T cell frequencies and activation at disease onset 

(day 13 p.i.). Similar to EAE induction in un-manipulated DA and CLRc rats (Figure 2), we observed 

less proliferation as well as less IL-17- and GM-CSF-producing GFP
-
 T cells in the spinal cord of 

CLRc rats compared to DA (Figure 4D). Interestingly, we also recovered less GFP
+
 MOG-Teff  in the 

CNS of CLRc rats and those cells proliferated less and also produced less IL-17 and GM-CSF (Figure 

4D). 
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Altogether, our in vitro and in vivo findings indicate that reduced Mcl/Mincle expression results in 

impaired myeloid cell activation that leads to reduced T cells recruitment to the CNS and 

compromised T helper cell reactivation.  

 

Downregulation of Mcl and Mincle, and their endogenous ligand SAP130, contributes to EAE 

pathogenesis 

To confirm the impact of Mcl and Mincle expression on neuroinflammation in EAE, we performed in 

vivo CNS-specific knockdown of Mcl and Mincle expression. Infiltrating and resident cells in both 

spinal cord and the brain subarachnoid space were targeted via delivery of Mcl/Mincle-specific siRNA 

using intrathecal (i.t.) and intracisternal (i.c.) injections at days 7, 9 and 12 p.i. in disease-susceptible 

DA rats. The silencing efficiency of combined siRNA targeting of Mcl and Mincle was verified in 

vitro in bone marrow-derived macrophages (BMMa), with a 50-70% decrease of Mcl and Mincle 

surface expression compared to control siRNA (Figure S6). Interestingly, rats treated with 

Mcl/Mincle-siRNA had a reduced EAE disease incidence resulting in lower cumulative and average 

scores as well as weight decrease compared to animals treated with control siRNA (Figure 5A). This 

was accompanied by a trend of decreased infiltration of granulocytes and reduced frequency of IL-17- 

and GM-CSF-producing CD4
+
 T cells in the CNS prior to disease onset (Figure 5B and C). In rats 

treated with either Mcl- or Mincle-specific siRNA separately, we also observed a protection that was 

less robust compared to the effect of combined targeting of Mcl and Mincle (Figure 5A). Altogether, 

the results validate that altered expression of Mcl and Mincle modulates EAE susceptibility by 

affecting T cell reactivation in the CNS.  

Mcl and Mincle can recognize both PAMPs and DAMPs. The danger molecule SAP130 was the first 

established endogenous ligand demonstrated to bind to Mincle (15) and elevated SAP130 levels have 

been implicated in several inflammatory experimental models (29, 30). We addressed the possible 

involvement of SAP130 in disease and hypothesized that blocking the protein in susceptible rats 

would affect EAE pathogenesis. Immunized DA rats were treated i.t. and i.c. with either anti-SAP130 

or isotype control antibodies at day 2 and 7 p.i. Remarkably, blocking SAP130 in the target organ in 
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vivo led to a reduction in EAE score as well as weight loss (Figure 5D). Additionally, a tendency for 

reduced incidence, average and cumulative score was observed.  

Taken together, these results suggest that Mcl, Mincle and their putative ligand SAP130 promote EAE 

pathogenesis. 

 

Increased activity of the MCL and MINCLE signaling pathway in MS patients  

Our findings implicate a role for the C-type lectins Mcl and Mincle in the pathogenesis of EAE. To 

explore their potential relevance in human disease we first examined receptor expression in MS brain 

tissue both in active and chronic active lesions (Table S3). Interestingly, both MCL and MINCLE 

expression was detected in active lesions and in the rim of chronic active lesions. Immunoreactivity of 

MCL and MINCLE localized on HLA-DR immunopositive cells, indicating expression on antigen-

presenting cells, primarily myeloid cells (Figure 6A and Figure S7A). We thereafter determined the 

expression of genes involved in the MCL/MINCLE signaling pathway in circulating blood cells by 

analyzing the transcriptome of PBMCs in a large cohort of MS patients, patients with clinically 

isolated syndrome (CIS) and non-inflammatory neurological disease controls (NINDCs) (Table S4). In 

accordance with previous studies reporting co-regulation of MCL and MINCLE, we could detect a 

strong correlation between MCL and MINCLE expression in PBMCs from MS patients (Figure S7B). 

Gene expression analysis revealed a significant increase in MINCLE and one of the downstream 

mediators, CARD9, in CIS patients and RRMS patients during relapse compared to NINDCs (Figure 

6B, Figure S7C).  

We further investigated a putative association between the MCL/MINCLE pathway and MS disease 

severity by stratifying MS patients according to level of accumulated disabilities (Expanded Disability 

Status Scale, EDSS). We observed higher expression of MINCLE, CARD9 and IL8 in patients that 

have higher disabilities (EDSS>4.5) compared to less affected patients (Figure 6C). Together, these 

results indicated a link between increased peripheral inflammatory activity and disease severity with 

the MCL/MINCLE signaling pathway in MS patients and prompted us to explore the impact of 
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MCL/MINCLE activation in immune cells. To this end, we stimulated PBMC isolated from RRMS 

patients during relapse and from healthy controls (Table S5) with either TDB or LPS and examined 

the modulation of MCL/MINCLE expression as well as the downstream mediators, SYK, MALT1 and 

CARD9, and effector cytokines IL-8, IL-6 and TNF (Figure 6D and E, Figure S7D-G) (31). 

Interestingly, TDB stimulation resulted in a significant increase of IL-8 production both at mRNA and 

protein levels, but not IL-6 or TNF, in monocytes from MS patients compared to healthy controls. Of 

note, there was no difference in MINCLE basal expression prior to stimulation between MS and HC 

monocytes, but there was an increased expression of MCL, SYK and MALT1 in MS patients (Figure 

S7D-E). Upon TDB stimulation, MCL, MINCLE and MALT1 were significantly upregulated in 

monocytes from MS patients (Figure S7D-E), with a similar trend observed for SYK and CARD9.  

Altogether, our data strongly suggest an increased activity of the MCL/MINCLE signaling pathway in 

MS patients, which could play a role in the inflammatory response and disease progression. 
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Discussion 

Using a congenic rat strain with natural variation in expression of C-type lectin receptors, we 

investigated the role of PRRs Mcl and Mincle in EAE pathogenesis, and further examined the findings 

in human disease. Our data demonstrate that lower expression of Mcl and Mincle in the congenic 

strain protects them from development of MOG-EAE. Reduced receptor expression drastically affects 

the response of antigen-presenting cells to specific ligands and mitigates their ability to recruit and 

support pathogenic Th17/GM-CSF phenotype. Moreover, we determined that MCL and MINCLE are 

expressed in MS lesions, that the signaling pathway is active in PBMCs of CIS and MS patients during 

relapse compared to controls, and that monocytes from MS patients responded more vigorously to 

specific receptor stimulation. Furthermore, expression of genes in the MCL/MINCLE pathway was 

increased in patients with higher disabilities, suggesting a role for this pathway in disease progression.  

While PRRs, especially MINCLE, have been implicated in peripheral inflammatory disorders such as 

rheumatoid arthritis (32, 33), their role in CNS-related immune diseases such as MS remains elusive. 

Peripheral inflammation induces substantial changes in the CNS, particularly local neuroinflammation 

mediated by glial activation and subsequent production of pro-inflammatory factors such as TNF, IL-

1 and IL-6 cytokines (34, 35). Accordingly, studies have shown that following peripheral 

inflammation, recruitment of T cells and monocytes into the CNS and the resulting tissue damage is 

strongly influenced by local production of IL-6 and its effect on blood brain barrier permeability (36, 

37). Our data demonstrate that regulation of Mcl and Mincle in meningeal myeloid cells modulates T 

cell recruitment and reactivation in the CNS by a number of mechanisms that might include both pro-

inflammatory cytokine and chemokine production, suggesting that these receptors would play a role in 

initiating or amplifying immune responses in the target organ. This is further supported by the 

increased expression of MCL, MINCLE and down-stream mediator CARD9 observed in PBMCs of 

MS patients during active disease. Furthermore, we found that the MCL/MINCLE ligand TDB 

induces higher production of IL-8 by PBMCs from MS patients compared to controls, which is in 

accordance with previous data implicating the downstream mediators, CARD9 and SYK, in IL-8 

production by human myeloid cells following TDB stimulation (31). Interestingly, animals with 
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MOG35-55-specific CD4
+
 T cells (2D2 mice) display a higher incidence of spontaneous EAE disease 

following influenza respiratory infection when compared to non-infected mice, suggesting that the 

peripheral infection can trigger CNS immunosurveillance and disease (38). Consistent with this, 

epidemiological data have suggested that systemic infection either precedes or concurs with disease 

exacerbation in MS patients (39) and that stress may also be a contributing factor (40). Hence, stress 

or infections could induce expression of PRRs in CNS innate cells of MS patients, promoting 

peripheral immune cell CNS patrolling, which would result in disease relapse. The protective effect of 

i.t and i.c. siRNA-mediated knockdown of Mcl and Mincle strongly supports a role for the receptors in 

the regions directly in contact with the CSF, such as the leptomeninges. Our findings demonstrating 

the expression of Mcl and Mincle in meningeal macrophages of EAE animals and receptors expression 

in MHC II
+
 cells in brain lesions of MS patients argues in favor of this hypothesis. Taken together, 

these data point to a possible role of CNS-intrinsic processes involving MCL, MINCLE, and their 

signaling pathways during the inflammatory phase of MS.  

Our data provide in vitro and ex vivo evidence that Mcl and Mincle, expressed by monocyte-derived 

cells, macrophages and/or dendritic cells, shape the activation towards a Th17 and GM-CSF-

producing T cell phenotype in EAE. While we also see an increased influx of granulocytes upon 

disease onset, the effect of these cells in further shaping the inflammatory response in the CNS is most 

likely secondary to T cell recruitment and activation, as it has been shown that neutrophils only 

acquire significant antigen-presenting capacity upon exposure to T cell-derived cytokines (41). Our 

findings concord with previous studies reporting an effect of Mincle on T helper cell differentiation, 

notably of Th17 cells (42), and a Mincle-associated Th17 response in vivo in the context of 

autoimmunity and sterile inflammation (43, 44). Notably, the mechanism of action for Mcl and Mincle 

appears highly important in light of the crucial role of the Th17 and the cytokine GM-CSF in MS 

pathogenesis (21-26). Indeed, previous studies have determined an increased frequency of Th17 and 

GM-CSF-producing Th cells in the blood and CSF of MS and CIS patients during active disease (45, 

46), and have further associated the frequency of effector memory Th17 cells as well as IL-17a levels 
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with disease severity (EDSS) (45, 47). Similarly, we found that expression of genes from the 

MCL/MINCLE signaling pathway correlates with disease activity and severity.  

The danger theory, proposed by Matzinger and colleagues (48), suggests that the immune system 

responds to intrinsic and extrinsic danger signals (PAMPs and DAMPs) by recognition through PRRs. 

DAMPs, sometimes referred to as alarmins, are endogenous molecules released upon cellular 

activation, stress or damage and can induce activation of inflammatory pathways through PRRs in the 

absence of infection. Accordingly, several DAMPs have been implicated in the pathogenesis of 

autoimmune diseases such as RA, SLE or systemic sclerosis (49, 50). Among the established 

endogenous ligands of Mincle, SAP130 has been reported to contribute to neuroinflammation in 

models of cerebral hemorrhage and traumatic brain injury (30, 51). Herein we showed that blocking 

the SAP130 in the CNS ameliorated EAE, suggesting that SAP130 can act as an alarmin in 

neuroinflammation. However, whether SAP130 or other endogenous ligands play a role in MS 

pathogenesis remains to be explored. 

In conclusion, our study reveals an important role of the myeloid CLRs-mediated pathway in the 

amplification of autoimmune neuroinflammation upon initial CNS stress. In the future it will be 

crucial to define cellular and molecular drivers of the CLRc-mediated response using transgenic 

models as well as clinical samples in the context of genetic variants impacting the pathway. Of interest 

are also the mechanisms underlying CLRs upregulation in MS patients and the characterization of the 

alarmins or other metabolic mediators that may impact the sterile inflammatory response. This is of 

particular importance as most of the successful therapies for MS are able to prevent immune 

infiltration into the CNS but are limited in affecting subsequent steps of autoimmune attack in the 

target tissue. 
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 Methods 

 

Experimental design 

The aim of this study was to investigate the potential role of pattern recognition receptors in 

autoimmune neuroinflammation, more specifically the role of the C-type lectin receptors Mcl and 

Mincle in multiple sclerosis, using both congenic rats expressing reduced levels of the receptors for in 

vivo and in vitro modelling as well as human samples from multiple sclerosis patients. For studies 

involving rats, littermate controls were used and in the event of treatment intervention, animals were 

randomly assigned into groups. In vivo and in vitro experiments were performed twice unless 

otherwise stated. For experiments involving human specimens, the number of samples included in 

each experiment was based largely on availability. Once experimental conditions were optimized, all 

data were included in the analysis. Data was thereafter only excluded upon technical experimental 

error. Animal experiments were performed blinded, as well as the initial analysis of ex vivo and in 

vitro experiments.  

 

Animals 

Inbred DA and PVG.1AV1 rats were originally obtained from the Zentralinstitut für Versuchstierzucht 

(Hannover, Germany) and Harlan UK Ltd (Oxon, UK) respectively. Separate lines have been 

established at Karolinska Institutet (DA/Kini and PVG.1AV1/Kini) (52). The CLRc congenic strain 

stems from a natural recombination event between the DA strain and the APLEC strain, encompassing 

a larger congenic fragment from the PVG background (19, 53). Transgenic eGFP DA rats have been 

described previously (54, 55). Experiments were performed with both male and female rats ranging 

between 8 and 16 weeks of age, and experiments were always carried out with sex- and age-matched 

animals. All animals were bred and kept in 12 h light/dark- and temperature-regulated rooms. Rats 

were housed in polystyrene cages containing aspen wood shavings and had access to standard rodent 

chow and water ad libitum.  
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Participants 

Three cohorts of human samples were used in the study. Post-mortem brain samples of both active 

lesions and normal-looking white matter were collected from MS patients in the Netherlands brain 

bank. PBMCs from clinically-isolated syndrome (CIS) patients, untreated MS patients; relapsing-

remitting in either relapse or remission, secondary progressive, primary progressive, as well as non-

inflammatory neurological disease controls (NINDC) were isolated for whole genome RNA-

sequencing. For the human in vitro experiments, natalizumab treated relapsing-remitting MS patients 

in remission and healthy controls were included.  

 

Genotyping 

Genomic DNA was extracted using alkaline lysis of ear or tail biopsies. TaqMan single nucleotide 

polymorphism (SNP) assay was used to determine the genotype according to the manufacturer’s 

protocol (Thermofisher).  

 

EAE induction and experimental design 

EAE induction. EAE was induced as previously described (18).  Rats were anesthetized with 

isoflurane (Forene) and injected subcutaneously in the dorsal tail base with 200 μl inoculum 

containing MOG (females 4-6 μg and males 10-15 μg) in PBS (Sigma-Aldrich) emulsified 1:1 with 

incomplete Freund’s adjuvant (Sigma-Aldrich). Rats were weighed and monitored for clinical signs of 

EAE daily from day 7 until termination of the experiment. Clinical scoring was performed according 

to a standard scale for EAE: 0, healthy; 1, tail weakness or tail paralysis; 2, hind leg paresis or 

hemiparesis; 3, hind leg paralysis or hemiparalysis; 4, tetraplegy and 5, death. The following clinical 

parameters were assessed: incidence of EAE (clinical signs of EAE for at least two consecutive days), 

onset of EAE (the first day of clinical signs), maximum EAE score (the highest clinical score), 
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cumulative EAE score (the sum of daily clinical scores), duration of EAE (number of days with EAE), 

weight change (calculated by subtracting the daily weight from the weight at day 7 and expressing the 

difference as a ratio of the weight at day 7) and maximum weight loss (calculated by subtracting the 

lowest weight during the experiment from the weight at day 7 and expressing the difference as a ratio 

of the weight at day 7).  

BM chimeras. Eight-week-old recipient animals (n=7 or 8 per group) were lethally irradiated 

(2x550Gy) and injected i.v. with freshly isolated bone marrow (BM) cells (50x10
6
/300ul) from donor 

animals (n=3 per group). Rats were left to reconstitute for 8 weeks. Reconstitution efficiency was 

determined in blood by flow cytometry and animals were thereafter subjected to EAE.  

Drug administration. Immunized rats were randomly divided into two groups (n=7 or 8 per group) and 

were treated with siRNAs, anti-SAP130 or respective controls by intrathecal (i.t.) and 

intracerebroventricular (i.c.) (via cisterna magna) injections with 10 µl per injection. Rats were 

injected under 3.5%-isoflurane anesthesia, as previously described (56). The injections were 

performed with a 50 μl Hamilton syringe (Sigma-Aldrich). Animals were monitored daily and clinical 

signs of EAE were recorded as described above. For the siRNA treatment, groups received i.t. and i.c. 

injections of siRNAs against Mcl, Mincle, both Mcl and Mincle or scramble siRNA, 5ug/10ul/injection 

in Accell siRNA delivery media (media and siRNA from Dharmacon) at day 7, 9 and 12 post 

immunization. For the anti-SAP130 treatment, both groups received i.t. and i.c. injections of either 

anti-SAP130 or rabbit-IgG (both from Abcam), 5ug/10ul/injection in PBS at day 2 and 7 post-

immunization.  

 

Tissue collection 

Lymph nodes and bones for bone marrow extraction. Rats were sacrificed with CO2 prior to dissection 

of inguinal lymph nodes and femoral bones and tissues were kept in PBS on ice until cell preparation.  

CNS tissue. Rats were anesthetized with isoflurane and perfused with PBS containing Heparin at 2500 

IU/I (Sigma-Aldrich) via the left ventricle. For flow cytometry, brains and spinal cords were excised 
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and placed separately in 37% Percoll solution (Sigma-Aldrich) containing 50 U/ml DNase I (Roche 

Applied Science) on ice until further processing. Meninges from the spinal cord were separated and 

collected in cold PBS containing 2mM EDTA (Sigma-Aldrich). For gene expression analysis, spinal 

cord or meninges were collected in RLT buffer containing dithiothreitol (DTT, Sigma-Aldrich), 

dissociated using a tissue lyser (Qiagen) and supernatants were collected and frozen at -70°C until 

RNA preparation. For immunohistochemistry, rats were further perfused with 4% paraformaldehyde 

(Histolab) and skulls and spines were dissected and kept in 4% PFA for 24hrs. 

 

Single cell preparation and ex-vivo culture 

Lymph nodes. Lymph nodes were mechanically dissociated and cells were spun and re-suspended in 

complete media, RPMI complemented with 5% FCS, 1% L-glutamine, 1% penicillin-streptomycin and 

1% pyruvic acid (all from Sigma-Aldrich) and 50 mM 2-mercaptoethanol (Gibco-BRL). 

Subsequently, cells were plated either in 96-well V-bottom plates for further flow cytometry analysis 

or in 96-well U-bottom plates for recall stimulation (72 hours with 20μg/ml MOG) and thereafter flow 

cytometry analysis.  

For in vitro T cell differentiation assay, LN single cell suspension were depleted of CD25
+
 cells 

(which include both recently activated T cells as well as Tregs) with anti-CD25-PE antibody followed 

by anti-PE beads and subsequently CD4
+
 cells were positively sorted using anti-CD4 beads (Miltenyi). 

Resting CD4
+
 T cells were added to 96-well flat plates pre-coated with anti-CD3 (1.25mg/ml, BD 

Pharmingen), and cultured with supernatant from stimulated MoDCs and soluble CD28 (1mg/ml, BD 

Pharmingen) for 4 days. Intracellular cytokine production was assessed by flow cytometry.  

CNS cells. Brain and spinal cord were dissociated with a glass homogenizer in 37% Percoll solution 

and underlaid with 70% Percoll solution. After centrifugation at 1000 g for 30 min, the intermediate 

layer was carefully collected and further diluted in HBSS (Sigma-Aldrich) prior to a 15 min-

centrifugation at 600 g. Cell pellets were re-suspended in PBS (Life Technologies) and further used 

for FACS analysis. Meninges were incubated at 37C for 20 min in PBS/EDTA and then mechanically 
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dissociated through a 40 m cell strainer. Cells were spun and resuspended in PBS until staining for 

flow cytometry. 

BM-derived cells. Bone marrow was flushed out of femurs with PBS. BM single cell suspension was 

used for injection in BM chimera or plated to prepare BM-APCs. BM-APCs were prepared as 

described previously with modifications (28, 57). Briefly, BM cells were cultured in complete DMEM 

(Sigma-Aldrich) complemented with 5% FCS, 1% L-glutamine, 1% penicillin-streptomycin and 1% 

pyruvic acid (all from Sigma-Aldrich) and 50 mM 2-mercaptoethanol (Gibco-BRL), supplemented 

with either a combination of 20 ng/ml rat rGM-CSF and 5 ng/ml rat rIL-4 (to obtain MoDCs), with 

200ng/ml rhFLt3L (to obtain BMDC) or with 20 ng/ml rat rM-CSF (to obtain BMMa) for 9 or 7 days 

respectively (all cytokines were purchased from PeproTech). BMMa and MoDCs (10
5
 cells/well) were 

stimulated in a 48 well plate with either complete media (control well), 10μg TDM (Innaxon), 10µg 

TDB (InvivoGen), with 100ng/ml LPS or with various concentrations of cytokines (TNF, IL-1ß, IL-6, 

all from PeproTech). TDM or TDB were resuspended in isopropanol at 0.1 mg/ml and each well was 

coated with 100 l, and left to evaporate in the laminar-flow cabinet. Isopropanol was added to the 

control wells. Cell supernatants were used for T cell differentiation assay. Adherent cells were lysed in 

RLT containing DTT for gene expression analysis. For Immunofluorescence (IF), DA-GFP BMMa 

were plated in culture slides and stimulated with cytokines for different time points. Cell were 

immediately fixed with 4% PFA and stained for IF. 

In vitro siRNA-mediated MCL/Mincle silencing. Mcl and Mincle expression were reduced using 

siRNA in vitro. Mcl and Mincle-specific siRNAs or control scramble siRNA (Dharmacon) were 

prepared immediately prior to administration in Accell siRNA delivery media (Dharmacon), following 

the manufacturer’s instructions. BMMa cells (10
5
 cells/well in a 48-well plate) were treated with 6 µg 

of scrambled siRNA, pooled Mcl- and Mincle-specific siRNAs (3 µg each) or 6 µg scramble-GFP 

siRNA and harvested 72 hours later in PBS/EDTA prior to flow cytometry. 
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Generation of the GFP
+
 MOG91-108 -specific T cells. DA-GFP rats were immunized with 100 µg 

MOG91-108 in 200 µg CFA. After 7 days a single cell suspension from draining LNs was restimulated 

with 20 μg/ml MOG91-108 at a concentration of 1x10
7
 T cells/ml in RPMI complemented with 5% FCS, 

1% L-glutamine, 1% penicillin-streptomycin and 1% pyruvic acid (all from Sigma-Aldrich), 50 mM 

2-mercaptoethanol (Gibco-BRL) for 4 days at 37
O
C and 5% CO2. Dead cells were removed with Ficoll 

(Ficoll Paque Plus GE healthcare) and live cells cultured for 5 days at a concentration of 2x10
5
 

cells/ml in cRPMI with IL-2 (20% filtered MLA culture supernatant). 

GFP
+
 MOG91-108-specific T cells and BMMa co-culture. BMMa cells were plated at 6.25x10

3
 

cells/well in 96-well U-bottomed plates with 20 μg/ml MOG91-108 and left to rest for 24 hours after 

which 2.5x10
5
 MOG91-108-specific T cells were added to each well and incubated at 37

O
C and 5% CO2 

for 4 days. All conditions were made in duplicates. 

 

Transwell  experiments 

Endothelial cell culture. Endothelial cell culture followed a previously described protocol (58) with 

adaptations for rat brain endothelia. DA rat brains were extracted and kept in cold dissection media 

(HBSS supplemented with 7.5% BSA and 1% penicillin-streptomycin). Brains were processed to 

remove the cerebellum and optic nerves, bisected, forebrains were separated, forebrain meninges were 

then removed under a stereomicroscope and the myelin duvet removed from the forebrain interior to 

obtain the cortex. The cortex was transferred to L15 media containing Papain (Sigma-Aldrich) and 

DNAse1 (Calbiochem), mechanically dissociated by trituration and left to digest for 1 hour at 37°C. 

The enzymatic reaction was stopped with HBSS containing 10% FCS. The pellet obtained was re-

suspended in 1xHBSS containing 22% BSA and separated using density dependent centrifugation at 

800g for 15 minutes. The resulting pellet containing the brain micro-vessels was washed and added to 

complete rat brain endothelial growth culture media (cRBEGM – Sigma Aldrich) containing 10% 

FCS, 1% penicillin-streptomycin, hFGF 5 ng/ml, hVEGF 20 ng/ml and rEGF 5 ng/ml and plated in a 

T75 flask pre-coated in type IV collagen 20 µg/ml and fibronectin 20 µg/ml (all from R&D) and left to 
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incubate at 37
O
C and 5% CO2. After 12h and again after 8h the medium was refreshed with cRBEGM, 

the second time containing 4 µg/ml puromycin and left for 5 days at 37
O
C and 5% CO2. The media 

was refreshed with cRBEGM containing 0.5 µg puromycin for another 7 days after which it was 

replaced with complete cRBEGM with no puromycin. Growth was monitored to check for endothelial 

cell confluence. 

Transwell migration assay. Endothelial cells were detached and harvested using accutase 1x solution 

in PBS at a ratio of 1:1. Pelleted cells were resuspended in cRBEGM at a concentration of 3x10
5
 

cells/ml. Transwell plate bottoms were seeded with 3x10
4
 BMMa cells from either DA or CLRc 

resuspended in complete DMEM and allowed to settle for 3 hours at 37
O
C and 5% CO2. The transwell 

inserts were prepared by coating with 100 µl of fibronectin at 20 µg/ml for 3 hours at 37
O
C and 5% 

CO2 and then seeded with 100 µl of 3x10
5
 cells/ml rat brain endothelial cells, mounted on the wells 

containing the macrophages and allowed to rest for 24 hours at 37
O
C and 5% CO2 to achieve 

confluence. After incubation, 3x10
6
 MOG91-108-specific T cells were added in complete RPMI to each 

insert and the wells were allowed to incubate for 16 hours at 37
O
C and 5% CO2 after which media 

from the upper well and the lower well were taken and cells stained and run for flow cytometry.  

 

Flow cytometry 

The staining procedures were performed by following the manufacturers’ protocols. Briefly, single 

cell suspensions were incubated in 2% mouse serum (to block Fc receptors), then washed and 

incubated with antibodies for cell surface expression. Mcl-A488 and Mincle-A647 antibodies were 

kindly provided by Michael Rory Daws’ laboratory (University of Oslo, Oslo, Norway) and have been 

validated previously (20). All other antibodies were obtained from BD bioscience, eBioscience or 

ABDserotec: CD25 (clone OX-39), CD134 (clone OX-40), CD44 (clone OX-49), MHC II (RT1B 

clone OX-6), CD45 (clone OX-1, # 561588, BD), CD11b (clone WT.5, #562108 BD), CD4 (clone 

OX-35, # 565432), Granulocyte marker (clone RP-1, #550002 BD). Dead cells were excluded using 

yellow fluorescence Live/ death marker (Molecular Probes). All stainings, washing steps and 
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acquisition were performed in cell staining buffer (BioLegend). For intracellular staining, cells were 

stimulated for 5h with Phorbol 12-myristate 13-acetate (PMA) (50 ng/mL, Sigma-Aldrich), Ionomycin 

(1 ug/mL, Sigma-Aldrich) and Golgi Plug (1 ul/mL, BD Bioscience). Cells were blocked with 2% 

mouse serum and stained for cell surface markers with yellow fluorescence Live/ death marker 

(Molecular Probes) prior to washing, fixation and permeabilization. Cells were then stained for 

intracellular proteins with antibodies specific to GM-CSF (MP1-22E9, eBioscience #12-7331-82), IL-

17a (eBio17B7, eBioscience #45-7177-82), IL-10 (A5-4 BD bioscience #562156), IFN (DB-1, BD 

bioscience # 562213) and Ki67 (B56, BD bioscience #561281). Acquisition was performed using a 

Gallios flow cytometer and results were analyzed using Kaluza flow analysis software (both from 

Beckman Coulter). 

 

Quantitative real-time PCR and Microarray 

qPCR. Total RNA was extracted from cell lysate in RLT containing DTT using an RNeasy Mini kit 

(Qiagen) with the QiaCube according to the manufacturer instructions. cDNA was subsequently 

synthetized using iScript kit (Bio-Rad Laboratories). Real-time quantitative PCR was performed on a 

BioRad CFX384/C1000 Real-Time Detection System with a three-step PCR protocol using SYBR 

green fluorophore. Relative quantification of gene expression was calculated using the standard curve 

method with fold expression normalized in relation to the endogenous control gene β-Actin or HPRT.  

Microarray. Expression of Mcl and Mincle assessed by microarray in spleens of (DAxPVG)xDA F1 

rats subjected to EAE, as previously described (27). The following settings for analysis were used: 

Summarization: probe logarithmic intensity error (PLIER) described in the Guide to probe logarithmic 

intensity error (PLIER) estimation (http://www.affymetrix.com); Background correction: PM-GCBG 

and Normalization: Global Median. The microarray data are available in MIAME-compliant (minimal 

information about a microarray experiments) format at the ArrayExpress Database 

(http://www.ebi.ac.uk/arrayexpress) under accession code E-MTAB-784. 
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Histopathological analyses and immunohistochemistry 

Histopathological analysis was carried out using Luxol fast blue and hematoxylin-eosin staining, 

paraformaldehyde–fixed 3 to 5 mm thick paraffin embedded sections of the brain and spinal cord were 

dewaxed in xylol, rehydrated and stained with hematoxylin and eosin and Luxol fast blue to assess 

inflammation and demyelination, respectively. The inflammatory index (I.I.) and demyelination score 

(DM) were determined by the number and size of demyelinated lesions of each rat on an average of 10 

complete brain and spinal cord cross-sections as previously described (59). 

For immunohistochemical analyses of rat samples, whole spine from PFA perfused animals were 

collected and kept in PFA overnight. After washing with PBS, samples were placed in 20N EDTA to 

decalcify the bones for 2 weeks and then placed in 30% sucrose solution for 1 week prior to freezing 

and sectioning onto superfrost glass slides. After rehydration in PBS, sections were stained with 

fluoromyelin (Invitrogen) according to the manufacturer’s protocol. They were then stained for 

microglia (anti-Iba-1, Wako chemical # 019-19741), astrocytes (anti-GFAP, Dako, #M0761) or T cells 

(anti-CD4, Biorad Serotec #MCA55A647) followed by secondary antibody staining. For Mcl (anti-

clec4d, Abcam #ab175021) and Mincle (16E3, Novus Biological #NBP1-49311AF488) staining, 

sections were subjected to antigen retrieval in target retrieval solution low pH (Dako) prior to staining. 

All washing steps were performed in TNT buffer (0.1 m Tris-HCl, pH 7.5. 0.15 m NaCl. 0.05% (v/v) 

Tween 20). 

 

Human studies 

Immunohistochemical analysis. Brain samples (n=5) containing active and chronic active lesions were 

obtained from 3 MS patients in collaboration with the VUmc MS Centrum Amsterdam and the 

Netherlands Brain Bank. Active lesions were characterized by abundant infiltrated macrophages and 

microglial cell activation throughout the lesion and overt demyelination. Chronic active lesions were 

fully demyelinated and contain a rim of macrophages and activated microglia. Detailed clinical data 

are summarized in Table S3. Formalin-fixed paraffin-embedded tissue was stained as described 
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previously (60). In short, deparaffinization and antigen retrieval, sections were incubated overnight 

with anti-MINCLE or anti-MCL (1:100) and anti-HLA-DR (anti-LN3, 1:100) followed by incubation 

with Alexa-488/594-labeled secondary antibodies (1:200; Molecular Probes) and analyzed by confocal 

microscopy (Leica DMI 6000 SP8, Leica).  

 

Expression analysis. PBMCs were collected from 102 MS patients, 28 clinically isolated syndrome 

(CIS) patients and 36 non-inflammatory neurological disease controls (NINDC), diagnosed with e.g. 

neuralgia, paresthesia, sensory symptoms, vertigo and tension headache, between 2001 and 2010 at the 

Neurology Clinic of the Karolinska University Hospital, Solna, Sweden (61). At the time of sample 

collection 14 relapsing-remitting MS (RRMS) patients were in relapse and 73 were in remission, and 

the remaining patients were diagnosed with SPMS (n=8) or PPMS (n=7). mRNA was extracted from 

samples, cDNA libraries were prepared using Illumina TruSeq kit (Illumina, San Diego, USA) and 

sequenced on an Illumina HiSeq 2000 machine, as previously described  (61).  

For the RNA sequencing, we obtained paired-end reads with a length of 100 bp with an average 

sequence depth of 36 million reads per samples. The reads were mapped to the H. Sapiens reference 

genome (NCBI v37, hg19) using STAR aligner and HTSeq tool was used to quantify counts per gene, 

applying the default parameters in each case. The Conditional Quantile Normalization (CQN) method 

was used to normalize the count datasets and to account for the GC content bias. Implementing a 

component-based analysis, we regressed out the effects of batch of RNA-Seq library preparation from 

the normalized (CQN) count data. Residual values obtained after batch-effect correction was used for 

differential expression. The RNA-seq data will be made available from the corresponding author upon 

request and signature of data transfer agreement. 

 

Ex vivo PBMCs culture. RRMS patients treated with Natalizumab (n=9) and healthy donors (n=11) 

were recruited and PBMC were isolated by density gradient centrifugation using Ficoll-Paque plus 

(GE Healthcare, Fairfield, CT) and stored in liquid nitrogen until use. Upon thawing, cells were 
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washed, counted and resuspended in RPMI medium supplemented with 20% FCS, L-glutamine and 

Penicillin-Streptomycin. Cells were plated at 2x10
6
 cells/ml and stimulated with 40 μg plate-bound 

TDB, 50 ng soluble LPS or wells were treated with isopropanol prior to airdrying as negative control. 

Cells were cultured for 48 h, and treated with GolgiPlug (BD Biosciences) 5 h prior to termination of 

the experiment. Cells were stained for MCL (clone 9B9 #360204) and isotype (clone MPC-11, 

#400314) expression prior to in vitro stimulations (BioLegend). Upon stimulation, cells were stained 

with LIVE/DEAD stain (ThermoFisher Scientific, #L34976), CD14 (clone HCD14 #325608), IL-8 

(clone E8N1 #511406), IL-6 (clone MQ2-13A5, #501114), TNF (clone Mab11, #502926) or isotype 

for cytokines (clone MOPC-21, # 400108) (BioLegend).  

 

Statistics   

The 1-way ANOVA with Dunnett's Multiple Comparison Test was used to compare area under curve 

(AUC) of clinical EAE course and weight change as well as RNA-seq data, when more than two 

groups were compared. The Kruskal-Wallis test with Dunn's Multiple Comparison Test was used to 

compare all EAE score-based variables (average, cumulative and max EAE score) and histopathology 

variables, when more than two groups were compared. The Unpaired 2-tailed t-test was used to 

compare AUC of clinical EAE course and weight change when two groups were compared. The 

Mann–Whitney U test was used to compare all EAE score-based variables (average, cumulative and 

max EAE score) as well as microarray, FACS, qPCR and ELISA data, when two groups were 

compared. The Chi-square test was used when analyzing the differences in EAE incidence. Values are 

expressed as mean ± SEM or box-plots with whiskers representing 5-95 percentile. The GraphPad 

Prism ≥ 5.0 software (GraphPad) was used for statistical analyses and p-values <0.05 were considered 

significant. 

 

Study approval   
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All animal experiments in this study were performed in accordance with the guidelines from the 

Swedish National Board for Laboratory Animals and European Community Council Directive 

(86/609/EEC), and approved by the North Stockholm Animal Ethics Committee (Stockholms norra 

djurförsöksetiska nämnd, Stockholm). 

The human studies were approved by the Regional Ethics Committee (Stockholm, Sweden). All 

subjects in the RNAseq and in vitro monocyte stimulations provided written informed consent. For the 

brain cohort, all donors, or their next of kin, had given informed consent for brain autopsy and use of 

their brain material and clinical information for research purposes. 



29 
 

Author contribution: 

Designing research studies: Studies were designed by MN with contributions from SB, AOGC and 

MJ. 

Conducting experiments and acquiring data: MN, SB, SF, LK, AW, MZA, EP, JMH, WE, FM, CHY, 

VM, JVH and AOGC participated in the different experiments performed in this study. 

Analyzing data: MN, SB, MZA, TJ, ML, JVH, MJ and IK contributed to the analysis of the data. 

Providing reagents: HMR, MRD, JVH and TO provided reagents for the experiments. 

Writing the manuscript: MN with contributions from SB, LK, RAH, TO, AOGC and MJ wrote the 

manuscript. 

 

 

 

 



30 
 

Acknowledgements: 

This work was supported by the Swedish Research Council (2017-0077, K2015-61X-20776-08-3, 

K2012-99X-20776-05-3, 2013-07398), the European Community’s Seventh Framework Programme 

(FP7/2007–2013) under Grant agreement HEALTH-F4-2010241504 (EURATRANS), the Knut and 

Alice Wallenberg Foundation, and the Swedish Foundation for Neurologically Disabled (NEURO), 

The Swedish brain foundation, the Stockholm County Council (ALF project) and AstraZeneca 

(AstraZeneca-Science for Life Laboratory collaboration). L. Kular was supported by fellowship from 

the Margaretha af Ugglas Foundation.  

The authors thank Johnny Lorentzen and Liselotte Bäckdahl for providing the original congenic strain 

that was used to breed the CLRc strain as well as Roberto Furlan and Annamaria Finardi for 

instructing the intracisternal injection technique. 

 

 

  



31 
 

References: 

1. Dendrou CA, Fugger L, and Friese MA. Immunopathology of multiple sclerosis. Nat Rev 

Immunol. 2015;15(9):545-558. 

2. Herz J, Filiano AJ, Smith A, Yogev N, and Kipnis J. Myeloid Cells in the Central Nervous 

System. Immunity. 2017;46(6):943-956. 

3. Jordao MJC, Sankowski R, Brendecke SM, Sagar, Locatelli G, Tai YH, et al. Single-cell 

profiling identifies myeloid cell subsets with distinct fates during neuroinflammation. Science. 

2019;363(6425). 

4. Mundt S, Mrdjen D, Utz SG, Greter M, Schreiner B, and Becher B. Conventional DCs sample 

and present myelin antigens in the healthy CNS and allow parenchymal T cell entry to initiate 

neuroinflammation. Science immunology. 2019;4(31). 

5. Cao X. Self-regulation and cross-regulation of pattern-recognition receptor signalling in health 

and disease. Nat Rev Immunol. 2016;16(1):35-50. 

6. Fujiwara M, Anstadt EJ, Flynn B, Morse K, Ng C, Paczkowski P, et al. Enhanced TLR2 

responses in multiple sclerosis. Clin Exp Immunol. 2018;193(3):313-326. 

7. Prinz M, Garbe F, Schmidt H, Mildner A, Gutcher I, Wolter K, et al. Innate immunity 

mediated by TLR9 modulates pathogenicity in an animal model of multiple sclerosis. J Clin 

Invest. 2006;116(2):456-464. 

8. Zhang CJ, Jiang M, Zhou H, Liu W, Wang C, Kang Z, et al. TLR-stimulated IRAKM 

activates caspase-8 inflammasome in microglia and promotes neuroinflammation. J Clin 

Invest. 2018;128(12):5399-5412. 

9. Dambuza IM, and Brown GD. C-type lectins in immunity: recent developments. Curr Opin 

Immunol. 2015;32:21-27. 

10. Mayer S, Raulf MK, and Lepenies B. C-type lectins: their network and roles in pathogen 

recognition and immunity. Histochem Cell Biol. 2017;147(2):223-237. 



32 
 

11. Del Fresno C, Iborra S, Saz-Leal P, Martinez-Lopez M, and Sancho D. Flexible Signaling of 

Myeloid C-Type Lectin Receptors in Immunity and Inflammation. Front Immunol. 

2018;9:804. 

12. Jagodic M, Marta M, Becanovic K, Sheng JR, Nohra R, Olsson T, et al. Resolution of a 16.8-

Mb autoimmunity-regulating rat chromosome 4 region into multiple encephalomyelitis 

quantitative trait loci and evidence for epistasis. J Immunol. 2005;174(2):918-924. 

13. Lorentzen JC, Flornes L, Eklow C, Backdahl L, Ribbhammar U, Guo JP, et al. Association of 

arthritis with a gene complex encoding C-type lectin-like receptors. Arthritis Rheum. 

2007;56(8):2620-2632. 

14. Miyake Y, Masatsugu OH, and Yamasaki S. C-Type Lectin Receptor MCL Facilitates Mincle 

Expression and Signaling through Complex Formation. J Immunol. 2015;194(11):5366-5374. 

15. Yamasaki S, Ishikawa E, Sakuma M, Hara H, Ogata K, and Saito T. Mincle is an ITAM-

coupled activating receptor that senses damaged cells. Nat Immunol. 2008;9(10):1179-1188. 

16. Jostins L, Ripke S, Weersma RK, Duerr RH, McGovern DP, Hui KY, et al. Host-microbe 

interactions have shaped the genetic architecture of inflammatory bowel disease. Nature. 

2012;491(7422):119-124. 

17. Hussman JP, Beecham AH, Schmidt M, Martin ER, McCauley JL, Vance JM, et al. GWAS 

analysis implicates NF-kappaB-mediated induction of inflammatory T cells in multiple 

sclerosis. Genes Immun. 2016;17(5):305-312. 

18. Flytzani S, Guerreiro-Cacais AO, N'Diaye M, Lindner M, Linington C, Meinl E, et al. MOG-

induced experimental autoimmune encephalomyelitis in the rat species triggers anti-

neurofascin antibody response that is genetically regulated. J Neuroinflammation. 

2015;12:194. 

19. Flytzani S, Stridh P, Guerreiro-Cacais AO, Marta M, Hedreul MT, Jagodic M, et al. Anti-

MOG antibodies are under polygenic regulation with the most significant control coming from 

the C-type lectin-like gene locus. Genes Immun. 2013;14(7):409-419. 



33 
 

20. Lobato-Pascual A, Saether PC, Fossum S, Dissen E, and Daws MR. Mincle, the receptor for 

mycobacterial cord factor, forms a functional receptor complex with MCL and FcepsilonRI-

gamma. Eur J Immunol. 2013;43(12):3167-3174. 

21. Axtell RC, de Jong BA, Boniface K, van der Voort LF, Bhat R, De Sarno P, et al. T helper 

type 1 and 17 cells determine efficacy of interferon-beta in multiple sclerosis and experimental 

encephalomyelitis. Nat Med. 2010;16(4):406-412. 

22. Stromnes IM, Cerretti LM, Liggitt D, Harris RA, and Goverman JM. Differential regulation of 

central nervous system autoimmunity by T(H)1 and T(H)17 cells. Nat Med. 2008;14(3):337-

342. 

23. Hirota K, Duarte JH, Veldhoen M, Hornsby E, Li Y, Cua DJ, et al. Fate mapping of IL-17-

producing T cells in inflammatory responses. Nat Immunol. 2011;12(3):255-263. 

24. Restorick SM, Durant L, Kalra S, Hassan-Smith G, Rathbone E, Douglas MR, et al. CCR6(+) 

Th cells in the cerebrospinal fluid of persons with multiple sclerosis are dominated by 

pathogenic non-classic Th1 cells and GM-CSF-only-secreting Th cells. Brain Behav Immun. 

2017;64:71-79. 

25. Komuczki J, Tuzlak S, Friebel E, Hartwig T, Spath S, Rosenstiel P, et al. Fate-Mapping of 

GM-CSF Expression Identifies a Discrete Subset of Inflammation-Driving T Helper Cells 

Regulated by Cytokines IL-23 and IL-1beta. Immunity. 2019;50(5):1289-1304. 

26. Galli E, Hartmann FJ, Schreiner B, Ingelfinger F, Arvaniti E, Diebold M, et al. GM-CSF and 

CXCR4 define a T helper cell signature in multiple sclerosis. Nat Med. 2019;25(8):1290-

1300. 

27. Thessen Hedreul M, Moller S, Stridh P, Gupta Y, Gillett A, Daniel Beyeen A, et al. 

Combining genetic mapping with genome-wide expression in experimental autoimmune 

encephalomyelitis highlights a gene network enriched for T cell functions and candidate genes 

regulating autoimmunity. Hum Mol Genet. 2013;22(24):4952-4966. 

28. N'Diaye M, Warnecke A, Flytzani S, Abdelmagid N, Ruhrmann S, Olsson T, et al. Rat bone 

marrow-derived dendritic cells generated with GM-CSF/IL-4 or FLT3L exhibit distinct 

phenotypical and functional characteristics. J Leukoc Biol. 2016;99(3):437-446. 



34 
 

29. Greco SH, Torres-Hernandez A, Kalabin A, Whiteman C, Rokosh R, Ravirala S, et al. Mincle 

Signaling Promotes Con A Hepatitis. J Immunol. 2016;197(7):2816-2827. 

30. de Rivero Vaccari JC, Brand FJ, 3rd, Berti AF, Alonso OF, Bullock MR, and de Rivero 

Vaccari JP. Mincle signaling in the innate immune response after traumatic brain injury. J 

Neurotrauma. 2015;32(4):228-236. 

31. Ostrop J, Jozefowski K, Zimmermann S, Hofmann K, Strasser E, Lepenies B, et al. 

Contribution of MINCLE-SYK Signaling to Activation of Primary Human APCs by 

Mycobacterial Cord Factor and the Novel Adjuvant TDB. J Immunol. 2015;195(5):2417-

2428. 

32. Ribbhammar U, Flornes L, Backdahl L, Luthman H, Fossum S, and Lorentzen JC. High 

resolution mapping of an arthritis susceptibility locus on rat chromosome 4, and 

characterization of regulated phenotypes. Hum Mol Genet. 2003;12(17):2087-2096. 

33. Wu XY, Guo JP, Yin FR, Lu XL, Li R, He J, et al. Macrophage-inducible C-type lectin is 

associated with anti-cyclic citrullinated peptide antibodies-positive rheumatoid arthritis in 

men. Chin Med J (Engl). 2012;125(17):3115-3119. 

34. Thomson CA, McColl A, Cavanagh J, and Graham GJ. Peripheral inflammation is associated 

with remote global gene expression changes in the brain. J Neuroinflammation. 2014;11:73. 

35. Raghavendra V, Tanga FY, and DeLeo JA. Complete Freunds adjuvant-induced peripheral 

inflammation evokes glial activation and proinflammatory cytokine expression in the CNS. 

Eur J Neurosci. 2004;20(2):467-473. 

36. Kivisakk P, Mahad DJ, Callahan MK, Trebst C, Tucky B, Wei T, et al. Human cerebrospinal 

fluid central memory CD4+ T cells: evidence for trafficking through choroid plexus and 

meninges via P-selectin. Proc Natl Acad Sci U S A. 2003;100(14):8389-8394. 

37. Quintana A, Muller M, Frausto RF, Ramos R, Getts DR, Sanz E, et al. Site-specific 

production of IL-6 in the central nervous system retargets and enhances the inflammatory 

response in experimental autoimmune encephalomyelitis. J Immunol. 2009;183(3):2079-2088. 



35 
 

38. Blackmore S, Hernandez J, Juda M, Ryder E, Freund GG, Johnson RW, et al. Influenza 

infection triggers disease in a genetic model of experimental autoimmune encephalomyelitis. 

Proc Natl Acad Sci U S A. 2017;114(30):E6107-E6116. 

39. Oikonen M, Laaksonen M, Aalto V, Ilonen J, Salonen R, Eralinna JP, et al. Temporal 

relationship between environmental influenza A and Epstein-Barr viral infections and high 

multiple sclerosis relapse occurrence. Mult Scler. 2011;17(6):672-680. 

40. Buljevac D, Hop WC, Reedeker W, Janssens AC, van der Meche FG, van Doorn PA, et al. 

Self reported stressful life events and exacerbations in multiple sclerosis: prospective study. 

BMJ. 2003;327(7416):646. 

41. Lin A, and Lore K. Granulocytes: New Members of the Antigen-Presenting Cell Family. 

Front Immunol. 2017;8:1781. 

42. Shenderov K, Barber DL, Mayer-Barber KD, Gurcha SS, Jankovic D, Feng CG, et al. Cord 

factor and peptidoglycan recapitulate the Th17-promoting adjuvant activity of mycobacteria 

through mincle/CARD9 signaling and the inflammasome. J Immunol. 2013;190(11):5722-

5730. 

43. Lee EJ, Brown BR, Vance EE, Snow PE, Silver PB, Heinrichs D, et al. Mincle Activation and 

the Syk/Card9 Signaling Axis Are Central to the Development of Autoimmune Disease of the 

Eye. J Immunol. 2016;196(7):3148-3158. 

44. Kostarnoy AV, Gancheva PG, Lepenies B, Tukhvatulin AI, Dzharullaeva AS, Polyakov NB, 

et al. Receptor Mincle promotes skin allergies and is capable of recognizing cholesterol 

sulfate. Proc Natl Acad Sci U S A. 2017;114(13):E2758-E2765. 

45. Li Y, Wang H, Long Y, Lu Z, and Hu X. Increased memory Th17 cells in patients with 

neuromyelitis optica and multiple sclerosis. J Neuroimmunol. 2011;234(1-2):155-160. 

46. Cao Y, Goods BA, Raddassi K, Nepom GT, Kwok WW, Love JC, et al. Functional 

inflammatory profiles distinguish myelin-reactive T cells from patients with multiple 

sclerosis. Sci Transl Med. 2015;7(287):287ra74. 



36 
 

47. Cosorich I, Dalla-Costa G, Sorini C, Ferrarese R, Messina MJ, Dolpady J, et al. High 

frequency of intestinal TH17 cells correlates with microbiota alterations and disease activity in 

multiple sclerosis. Sci Adv. 2017;3(7):e1700492. 

48. Matzinger P. The danger model: a renewed sense of self. Science. 2002;296(5566):301-5. 

49. Alvarez K, and Vasquez G. Damage-associated molecular patterns and their role as initiators 

of inflammatory and auto-immune signals in systemic lupus erythematosus. Int Rev Immunol. 

2017;36(5):259-270. 

50. Land WG. The Role of Damage-Associated Molecular Patterns in Human Diseases: Part I - 

Promoting inflammation and immunity. Sultan Qaboos Univ Med J. 2015;15(1):e9-e21. 

51. He Y, Xu L, Li B, Guo ZN, Hu Q, Guo Z, et al. Macrophage-Inducible C-Type Lectin/Spleen 

Tyrosine Kinase Signaling Pathway Contributes to Neuroinflammation After Subarachnoid 

Hemorrhage in Rats. Stroke. 2015;46(8):2277-2286. 

52. Backdahl L, Ekman D, Jagodic M, Olsson T, and Holmdahl R. Identification of candidate risk 

gene variations by whole-genome sequence analysis of four rat strains commonly used in 

inflammation research. BMC Genomics. 2014;15:391. 

53. Guo JP, Verdrengh M, Tarkowski A, Lange S, Jennische E, Lorentzen JC, et al. The rat 

antigen-presenting lectin-like receptor complex influences innate immunity and development 

of infectious diseases. Genes Immun. 2009;10(3):227-236. 

54. Danielyan L, Schafer R, von Ameln-Mayerhofer A, Bernhard F, Verleysdonk S, Buadze M, et 

al. Therapeutic efficacy of intranasally delivered mesenchymal stem cells in a rat model of 

Parkinson disease. Rejuvenation Res. 2011;14(1):3-16. 

55. van den Brandt J, Wang D, Kwon SH, Heinkelein M, and Reichardt HM. Lentivirally 

generated eGFP-transgenic rats allow efficient cell tracking in vivo. Genesis. 2004;39(2):94-

99. 

56. Furlan R, Pluchino S, Marconi PC, and Martino G. Cytokine gene delivery into the central 

nervous system using intrathecally injected nonreplicative viral vectors. Methods Mol Biol. 

2003;215:279-289. 



37 
 

57. Lutz MB, Kukutsch N, Ogilvie AL, Rossner S, Koch F, Romani N, et al. An advanced culture 

method for generating large quantities of highly pure dendritic cells from mouse bone marrow. 

J Immunol Methods. 1999;223(1):77-92. 

58. Schulte-Mecklenbeck A, Bhatia U, Schneider-Hohendorf T, Schwab N, Wiendl H, and Gross 

CC. Analysis of Lymphocyte Extravasation Using an In Vitro Model of the Human Blood-

brain Barrier. J Vis Exp. 2017(122). 

59. Storch MK, Stefferl A, Brehm U, Weissert R, Wallström E, Kerschensteiner M, et al. 

Autoimmunity to myelin oligodendrocyte glycoprotein in rats mimics the spectrum of 

multiple sclerosis pathology. Brain Pathol. 1998;8(4):681-694. 

60. Nijland PG, Molenaar RJ, van der Pol SM, van der Valk P, van Noorden CJ, de Vries HE, et 

al. Differential expression of glucose-metabolizing enzymes in multiple sclerosis lesions. Acta 

Neuropathol Commun. 2015;3:79. 

61. James T, Linden M, Morikawa H, Fernandes SJ, Ruhrmann S, Huss M, et al. Impact of 

genetic risk loci for multiple sclerosis on expression of proximal genes in patients. Hum Mol 

Genet. 2018;27(5):912-928. 

 

 

  



38 
 

Figures and figure legends 

Figure 1 

 

Fig 1. CLRc are protected from EAE in a peripheral immune cell-dependent manner. 

Homozygous (CLRc) and heterozygous (Het) congenic rats and their littermate DA controls were 

immunized with MOG and followed for signs of disease. (A) Clinical signs of EAE and disease 

parameters in DA littermate controls (n=18), Het (n=19) and CLRc rats (n=9) (representative of three 

experiments). For EAE incidence, the upper dotted bars represent unaffected rats whereas the lower 

plain bars represent affected rats. (B) Histopathological analysis of spinal cord (sc) at day 29. Left, 

representative images of H&E and Luxol fast blue (LB) stainings (magnification 40X). Right, 

quantification of inflammation and demyelination for DA (n=9), Het (n=8) and CLRc rats (n=9). (C, 
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D) Lethally irradiated rats were transplanted with bone marrow (BM) from donor animals, 

reconstituted for two months and then immunized with MOG. Clinical signs of EAE and disease 

parameters were assessed in (C) DA or CLRc recipient rats transplanted with DA-GFP BM  (DA-GFP 

-> DA (n=8) or DA-GFP -> CLRc (n=8)) and (D) DA-GFP recipients transplanted with DA or CLRc 

BM (CLRc -> DA-GFP (n=8) and DA -> DA-GFP (n=7). Data are presented as mean ± SEM. The 

following statistical tests were used: 1-way ANOVA with Dunnett's Multiple Comparison Test (A, for 

area under curve (AUC) of clinical EAE and weight change), Kruskal-Wallis test with Dunn's 

Multiple Comparison Test (A, for average, cumulative and max EAE score; B), Unpaired 2-tailed t-

test (C-D, for AUC of clinical EAE and weight change), Mann–Whitney U test (C-D, for average, 

cumulative and max EAE score) and Chi-square test (A, C-D, for EAE incidence). *P < 0.05; **P < 

0.01; ***P < 0.001. 
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Figure 2 

 

Fig. 2. Modulation of T cell activation in the CNS, but not in the periphery, underlies the 

protective CLRc phenotype. Homozygous CLRc rats and littermate DA controls were immunized 

with MOG and phenotyped during the disease course. Characterization of draining lymph node (dLN) 

and CNS infiltrating cells. (A) Frequency of total T cells (CD3), B cells (CD45RA), CD8
+
 and CD4

+
 T 

cells at day 7 p.i. in dLNs of DA (n=6-8) and CLRc (n=6) rats. Frequency of activation markers on 

CD4
+
 T cells (representative of four experiments). (B) Ki67 expression and cytokine production at day 

7 p.i. in CD4
+
 T cells from dLN of DA (n=7-8) and CLRc (n=5-6) rats following 72 h in vitro MOG 

stimulation (representative of three experiments). (C) qPCR for Cd62l, Cd11a, Ccr7 and Ccr6 in 

CD4
+
 T cells sorted from dLNs of DA (n=6) and CLRc (n=6) rats day 7 p.i. in dLNs (representative of 

two experiments). (D) Number of infiltrating CD4
+
 T cells, macrophages/monocytes (Ma/Mo) and 

granulocytes in spinal cord of naïve DA and CLRc rats (n=12 and n=12) and at 7 (n=3 and n=3), 11 

(n=6 and n=5) and 13 days (n=7 and n=5) post immunization (representative of two experiments). (E) 
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and (F) Characterization of proliferation and cytokine production in infiltrating cells isolated from 

spinal cord on day 13 p.i. stimulated in vitro with PMA/Ionomycin/BrefeldinA for 5 h in CLRc rats 

(n=6) and DA rats (n=6) (representative of two experiments). Data are presented as mean ± SEM. All 

comparisons were done with Mann–Whitney U test. *P < 0.05; **P < 0.01.  
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Figure 3 

 

Fig. 3. CLRc regulates expression of Mcl and Mincle in monocytes and macrophages. (A) 

Expression of Mcl and Mincle assessed by microarray in spleens of (DAxPVG)xDA backcross rats 

subjected to EAE, affected (n=95, score 1) and non-affected (n=51, score 0). (B) Gene expression in 

DA (n=6) and CLRc (n=6) spleens determined by qPCR (representative of two experiments). (C) 

Flow cytometry analysis of cells isolated from blood and spinal cord of naive DA (n=5) and CLRc 

(n=5), as well as DA (n=7) and CLRc (n=6) rats at day 13 p.i. assessing Mcl and Mincle protein 

expression by mean fluorescence intensity (MFI) (representative of two experiments). 

Ly=Lymphocyte, Mi=Microglia, Mo/Ma=Monocyte/Macrophage, Gr=Granulocyte. (D) qPCR 

analysis of Mcl and Mincle expression in BMMa and MoDCs (BM-APCs) derived in vitro and 

meninges from naïve and 7 days p.i. rats of DA (n = 4) and CLRc (n = 4) (representative of two 

experiments). (E) Immunofluorescent staining of rat spinal cord 11 days p.i. Representative images of 

staining for Mcl, Mincle and nuclei (DAPI) (magnification 40X). Data are presented as mean ± SEM 

or box-plots with whiskers representing 5-95 percentile. All comparisons were done with Mann–

Whitney U test. *P < 0.05; **P < 0.01; ***P < 0.001.  
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Figure 4 

 

Fig. 4. Attenuated response to Mcl/Mincle stimulation in CLRc BMMa resulting in altered CD4
+
 

T cell extravasation and activation. (A) Bone marrow derived macrophages (BMMa) from DA 

(n=4) and CLRc (n=4) rats were stimulated with receptor-specific ligands (TDM and TDB) for 18h 

(representative of three experiments). qPCR analysis of genes downstream of the Mcl/Mincle 

pathway. (B) MOG-specific CD4
+
 effector cells were reactivated for 4 days with DA (n=6) or CLRc 

(n=6) BMMa at a ratio of 40:1 (T cell:BMMa) in the presence of MOG peptide. Flow cytometry 

analysis of CD4
+
 T cell assessing cytokine production and proliferation (representative of two 

experiments). (C) Transendothelial extravasation of MOG-specific CD4
+
 effector cells towards DA 

(n=4) or CLRc (n=4) BMMa. Flow cytometry analysis of CD4
+
 T cell assessing transmigration 

(representative of two experiments). (D) Adoptive transfer of GFP
+
 MOG-specific CD4

+
 effector cells 

injected i.v. into DA (n=7) or CLRc (n=7) recipients 6 days p.i. (representative of two experiments). 
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Characterization of proliferation and cytokine production in both GFP
-
 as well as GFP

+
 infiltrating 

cells isolated from spinal cord on day 13 p.i. stimulated in vitro with PMA/Ionomycin/BrefeldinA for 

5 h. Data are presented as mean ± SEM. All comparisons were done with Mann–Whitney U test. *P < 

0.05; **P < 0.01. 
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Figure 5 

 

Fig. 5. CNS-specific Mcl/Mincle silencing, as well as blockage of the endogenous ligand SAP130, 

protects from EAE. (A) MOG-immunized rats injected with Mcl (n=8), Mincle (n=8), Mcl/Mincle 

(n=8) or scrambled control siRNA (n=8) i.t. and i.c. at 7, 9 and 12 days p.i. were followed for clinical 

signs of EAE (representative of three experiments). (B) Characterization of proliferation and cytokine 

production of infiltrating cells isolated from spinal cord day 12 p.i., stimulated in vitro with 

PMA/Ionomycin/BrefeldinA for 5 h (proliferation and cytokine production) in rats injected with 

Mcl/Mincle (n=5) or scrambled control siRNA (n=6) and (C) quantification of IFNγ- and IL-17-

producing CD4
+
 T cells (representative of two experiments). (D) Clinical signs of EAE and disease 

parameters in DA rats treated with anti-SAP130 (n=18) or rabbit IgG isotype control (n=18) antibody 

i.t. and i.c. on days 2 and 7 p.i. (two pooled experiments). Data are presented as mean ± SEM. The 

following statistical tests were used: 1-way ANOVA with Dunnett's Multiple Comparison Test (A, for 



46 
 

area under curve (AUC) of clinical EAE and weight change), Mann–Whitney U test (A-D, for 

average, cumulative and max EAE score, B and C), Unpaired 2-tailed t-test (D, for AUC of clinical 

EAE and weight change) and Chi-square test (A and D, for EAE incidence).  *P < 0.05; **P < 0.01; 

***P < 0.001.  
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Figure 6 

 

Fig 6. The MCL/ MINCLE signaling pathway is upregulated in MS patients and correlates with 

disease activity and progression. (A) Group representative immunofluorescent staining of MS 

lesions. MCL or MINCLE (green), HLA-DR expression (LN3, red), 40X magnification. (B-C) Gene 

expression analysis of PBMC from MS patients and non-inflammatory neurological disease controls 

(NINDCs) using RNA-sequencing. (B) Expression of MCL, MINCLE and CARD9 comparing MS 

patients in remission (n=73), MS patients in relapse (n=14), CIS patients (n=28) and NINDCs (n=36). 

(C) Expression of MCL, MINCLE, CARD9 and IL8 according to Expanded Disability Status Scale 

(EDSS) score. (D) PBMC from RRMS patients in relapse (n=9) and healthy controls (n=11) were 

stimulated in vitro with either TDB, LPS or media. qPCR analysis of IL8 expression of adherent 

CD14
+
 fraction after 24 h stimulation. (E) Flow cytometry analysis of IL-8 production gated on CD14

+
 

monocytes after 48 h stimulation. Data are presented as mean ± SEM or box-plots with whiskers 

representing 5-95 percentile. The following statistical tests were used: 1-way ANOVA with Dunnett's 
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Multiple Comparison Test (B), Unpaired 2-tailed t-test (C) and Mann-Whitney U test (C and D). *P < 

0.05; **P < 0.01. 


	Graphical abstract

