SUPPLEMENTARY DATA FILE DESCRIPTIONS

Study: Cell-specific proteome profiling reveals altered immune cell communication in early multiple sclerosis

Supplementary Data 1: Participant demographics and disease characteristics. Contains sample-level demographic and clinical information for healthy controls (HC) and multiple sclerosis (MS) cases. Columns: Sample ID; Group; Age; Gender; EDSS (Expanded Disability Status Scale; not applicable to healthy controls); Keep (Indicates whether the participant’s samples were included in the final proteomics dataset Y, yes; N, no).

Supplementary Data 2: Fibrinogen levels measured by ELISA. Contains sample-level serum fibrinogen measurements used for validation. Columns: Sample ID; Group; Fibrinogen (ng/mL).

Supplementary Data 3: Proteins with nominal differential abundance in CD4+ T cells. Contains proteins meeting the nominal differential-abundance criterion in CD4+ T cells. Columns: gene (gene/protein symbol); pval (nominal P value); log2fc (log2 fold change); n_missing_case (number of missing observations among MS cases); n_missing_control (number of missing observations among healthy controls).

Supplementary Data 4: Proteins with nominal differential abundance in CD8+ T cells. Contains proteins meeting the nominal differential-abundance criterion in CD8+ T cells. Columns: gene; pval; log2fc; n_missing_case; n_missing_control.

Supplementary Data 5: Proteins with nominal differential abundance in CD19+ B cells. Contains proteins meeting the nominal differential-abundance criterion in CD19+ B cells. Columns: gene; pval; log2fc; n_missing_case; n_missing_control.

Supplementary Data 6: Proteins with nominal differential abundance in CD14+ monocytes. Contains proteins meeting the nominal differential-abundance criterion in CD14+ monocytes. Columns: gene; pval; log2fc; n_missing_case; n_missing_control.

Supplementary Data 7: Enrichment results for differentially abundant proteins in CD4+ T cells. Columns: GroupID (enrichment cluster/group identifier); Category (annotation or pathway database); Term (term/pathway identifier); Description (term/pathway name); LogP (log-transformed enrichment P value); Log(q-value) (log-transformed multiple-testing-adjusted q value); Symbols (genes/proteins associated with the term).

Supplementary Data 8: Enrichment results for differentially abundant proteins in CD8+ T cells. Columns: GroupID; Category; Term; Description; LogP; Log(q-value); Symbols.

Supplementary Data 9: Enrichment results for differentially abundant proteins in CD19+ B cells. Columns: GroupID; Category; Term; Description; LogP; Log(q-value); Symbols.

Supplementary Data 10: Enrichment results for differentially abundant proteins in CD14+ monocytes. Columns: GroupID; Category; Term; Description; LogP; Log(q-value); Symbols.

Supplementary Data 11: Annotation of ligand–receptor pairs by interaction type. Contains ligand–receptor pairs and the interaction/database annotations used to characterize cell–cell communication. The table reports ligand and receptor identities together with the supporting interaction database annotations.

Abbreviations HC, healthy control; MS, multiple sclerosis; EDSS, Expanded Disability Status Scale; ELISA, enzyme-linked immunosorbent assay; log2fc, log2 fold change.
