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Figure S1. (A) Confocal imaging of SLAMF7 and Iba1 on mouse brain tissue during peak EAE. Magnifications 1 and 2 highlight regions with SLAMF7+ 
Iba1- non-microglial cells and SLAMF7- Iba1+ microglia, respectively. (B-E) Notable co-expression patterns of SLAMF7 with other regulatory markers on 
various CNS immune cell subsets during EAE. (B) Co-expression of SLAMF7 and PD-1 on CD8+ T cells, (C) SLAMF7 co-expression with CD38 on 
CD8+ T cells, (D) co-expression of SLAMF7 and Tim-3 on cDC1 cells, (E) co-expression of MHC-II and SLAMF7 on MdCs. (F) CD38 expression on 
CNS CD8+ T cells. (G) Splenic immune cell subset frequencies in naive WT (N=3), naive SLAMF7-/- (n=3), WT EAE (n=8), and SLAMF7-/- EAE (n=7) 
mice. Groups in (F, G) compared with a two-way ANOVA with FDR correction for multiple comparisons via Benjamini and Hochberg method. *p<0.05, 
**p<0.01. MdCs, myeloid-derived cells.  

B

PD
-1

SLAMF7

57.6%

Ti
m

3

SLAMF7

34.4%

WT (EAE)
0

20

40

60

80

100

(%
) S

LA
M

F7
+P

D
-1

+ 
(C

D
8+  T

 c
el

ls
)

Tim
3+

Tim
3+

SF7+
0

10

20

30

40

(%
)  

m
ar

ke
r +

 (c
D

C
1)

M
H

C
-II

SLAMF7

47.4%

WT (EAE)
0

10

20

30

40

50

(%
) S

LA
M

F7
+M

H
C

-II
+ 

(M
dC

s)

C
D3

8

SLAMF7

89.5%

WT (EAE)
0

20

40

60

80

100

(%
) S

LA
M

F7
+C

D
38

+ 
(C

D
8+  T

 c
el

ls
) cDC1CD8+ T cells CD8+ T cells

MdCs

DAPI Iba1 SLAMF7 Merge

1 2

1 2

C D

E G

*

F **



A

Starting from 
clean, living 
CD45+ cells

From CD45low BAM boolean
From combination of booleans of 

both microglia gates

From neutrophil boolean From non-CD4 T From DCs

From non-DCs

Microglia

CD45low BAMsPut. Microglia

CD45
C

D1
1b

CD206

M
H

C
-II

Neutrophils

pDCs

B220

C
D1

1c

NK1.1

C
D8

CD8+ T cells
NKT cells

NK cells

Ly6C

C
D1

1b

Ly6G

Ly
6C

CD4

C
D1

1b

CD11c

M
H

C
-II

CD11c

C
D1

1b

CD19

Ly
6C

CD206

Ly
6C

Ly6C

C
D3

8

Ly6C

C
C

R2

CD4+ T cellsnon-CD4 T
DCs

non-DCs
cDC2

cDC1

B cells

BAMs

MdCs Monocytes

Figure S2. Gating schemes. (A) Gating scheme used to manually annotate nearly all CNS immune cell subsets (used in (Fig. 1H) and 
(Fig. 2F, G)). This gating scheme is able to identify approximately 98% of all CD45+ CNS immune cells. Put. Microglia, putative microglia; 
BAM, border-associated macrophage; MdCs, myeloid-derived cells.   



A

FCS-A

SS
C

-A

SSC-A
C

D4
5

Viability

C
D4

5

FSC-A

FS
C

-H

CD45

C
D1

9

SSC-A

Ig
D

B

Naive EAE
0

10000

20000

30000

40000

C
D

1d
 M

FI
 (M

Z 
B

 c
el

ls
)

CD1d MFI MZ B cells

WT
SLAMF7-/-

Naive EAE
0.0

0.2

0.4

0.6

0.8

1.0

(%
) o

f C
D

19
+

mature plasma

WT
SLAMF7-/-*** ***

Spleen

Naive EAE
0

20

40

60

80

100

(%
) C

D
1d

+ 
(T

2 
B

 c
el

ls
)

CD1d+ T2 B cells

WT
SLAMF7-/-

C
*

Naive EAE
0

200000

400000

600000

M
H

C
-II

 M
FI

 (T
2 

B
 c

el
ls

)

MHC-II MFI T2 B cells

WT
SLAMF7-/-

D
*

Spleen Spleen

Naive EAE
0

20

40

60

(%
) G

L7
+ 

(T
2 

B
 c

el
ls

)

GL7+ T2 B cells

WT
SLAMF7-/-

E

Naive EAE
0.0

0.2

0.4

0.6

0.8

1.0

(%
) o

f C
D

19
+

mature plasma

WT
SLAMF7-/-

Naive EAE
0.0

0.2

0.4

0.6

0.8

1.0

(%
) o

f C
D

19
+

mature plasma

WT
SLAMF7-/- **

Naive EAE
0.0

0.2

0.4

0.6

0.8

1.0

(%
) o

f C
D

19
+

mature plasma

WT
SLAMF7-/-

Spleen

CD138

Ig
D

B220

C
D1

9

From B220+

IgM

Ig
D

CD23
C

D2
1

CD23

C
D2

1

From Transitional B cells

CD43

C
D5

From B220low

From B220+

IL-10

C
D1

d

From B220+

GL7

M
H

C
-II

CD80

C
D3

8

Plasma cells

B220+B220low

MZ B cells

FO B cells

T1 T2

T3

B1a

B1b

From B220+

Bregs

Activated GC B cells

Memory B cells

Transitional

Mature

B220

C
D1

9

From Plasma cells

ImmatureMature
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