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Figure S1. Clinical score (A) and body weight (B) of EAE-affected mice. Clinical symptoms were 
scored according to a 0–5 scale. Data are presented as the mean values of paralysis scores ± SEM (n 
= 10/group). CON, control group; DPI, day post-immunization; EAE, EAE-affected group. 
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Figure S2. Heat map of differentially expressed genes (DEGs) in the hippocampi of CON vs. EAE-
affected mice. Green and red indicate low and high expressions, respectively. Expression data are 
represented as Z-score for 1202 DEGs. CON, control group; EAE, EAE-affected group. 
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Figure S3. (A) Dot plot of enriched genes under GOCC (top ten) in EAE-affected hippocampi with > 
1.5-fold change and p-value < 0.05. (B) Interactive plot showing the relationship between enriched 
pathways. 
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Figure S4. (A) Dot plot of enriched genes under GOMF (top ten) in EAE-affected hippocampi with 
> 1.5-fold change and p-value < 0.05. (B) Interactive plot showing the relationship between enriched
pathways.
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Figure S5. Dot plot of enriched genes under GOCC in EAE-affected hippocampi with > −1.5-fold 
change and p-value < 0.05. 

Figure S6. (A) Dot plot of enriched genes under GOMF in EAE-affected hippocampi with > −1.5-
fold change and p-value < 0.05. (B) Interactive plot showing the relationship between enriched 
pathways. 
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Figure S7. Representative enrichment plots for positively and negatively enriched hallmark gene 
sets in the hippocampi of mice with EAE. 
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Figure S8. Representative enrichment plots for neuroplasticity-related curated gene sets in the 
hippocampi of mice with EAE. 


