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Supplementary Figures 1a

QC assessments on raw data for both cohorts.  Beta density plots for discovery (panel A) and validation 
(panel B) cohorts with controls (green) and MS patients (orange).  Multiple Dimensional Scaling (MDS) plots 
for discovery (panel C) and validation (panel D) cohorts) with controls (green) and MS patients (orange). Sex 
check plots for discovery (panel E) and validation (panel F) cohorts for female (pink) and male (blue).
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Supplementary Files 1b

QC assessments on normalized data for both cohorts.  Beta density plots for discovery (panel A) and 
validation (panel B) cohorts with controls (green) and MS patients (orange).  Multiple Dimensional Scaling 
(MDS) plots for discovery (panel C) and validation (panel D) cohorts) with controls (green) and MS patients 
(orange). 
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Supplementary Files 2

Batch effect analysis for both cohorts combined left panel is before correction, right panel shows 
batch effects post corrections
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Supplementary Table 3 HTR2A CpG Correlation matrix



Supplementary Table 4


