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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.  
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