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Supplementary Figure 1 Analysis of protein-protein interactions of the differential autoantigen
candidates.




Cluster 1
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GOCC: extracellular exosome, blood microparticle, cytosol,
focal adhesion, immunoglobulin complex, circulating

GOBP: phagocytosis (engulfment, recognition), positive
regulation of B cell activation, complement activation, classical
pathway, translation

GOMF: poly(A) RNADbinding, antigen binding, immunoglobulin
receptor binding, antioxidant activity, protein binding, structural
constituent of ribosome

KEGG: ribosome
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Cluster 2
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GOCC: mitochondrion (inner membrane, matrix, respiratory
chain complex I), membrane,extracellular exosome, cytosolic
small ribosomal subunit

GOBP: small molecule metabolic process, cellular metabolic
process, respiratory electron transport chain, translation,
mitochondrial electron transport

GOMF: structural constituent of ribosome, poly(A) RNA
binding, NADH dehydrogenase (ubiquinone) activity

KEGG: metabolic pathways, disease (Parkinson's,
Huntington's, Alzheimer's), Oxidative phosphorylation,
Biosynthesis of antibiotics

Supplementary Figure 2 Clustering analysis of the selected significant proteins.



