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Supplementary Table 3a. Pathways enriched via pathway over representation analysis (ORA) and 
gene set enrichment analysis (GSEA) and their statistical significance. 

 
 

Supplementary Table 3b. Pathways enriched via mapping the top 20 differentially expressed 
proteins onto pathways using multiple bioinformatics solutions: Qiagen IPA, G-profiler, String 
database and Oracle healthcare data model. All pathway solutions found that the most 
differentially expressed biological process is the complement pathway.  
 
ID Source Term ID Term name P (adj) 
GO:MF GO:0001848 Complement binding 5.0E-7 
GO:MF GO:0097001 Ceramide binding 2.4E-3 
GO:MF GO:0001846 Opsonin binding 3.3E-3 
GO:BP GO:0006956 Complement activation 2.4E-7 
GO:BP GO:0045807 Positive regulation of endocytosis 1.9E-2 
GO:CC GO:0005576 Extracellular region 1.9E-15 
GO:CC GO:0044217 Other organism part 1.2E-6 
GO:CC GO:0045202 Synapse 1.5E-3 
GO:CC GO:0030424 Axon 4.1E-3 
GO:CC GO:0005579 Membrane attack complex 1.5E-2 
GO:CC GO:0005793 Endoplasmic reticulum-Golgi intermediate 

compartment 
2.4E-2 

GO: Gene Ontology; MF: Molecular function; BP: biological processes; CC: cellular 
components for these proteins as derived from the G profiler database. 
 

 

WikiPath
way ID 

Term Name q-value 
(GSEA) 

q-value 
(ORA) 

Significantly 
regulated genes 

WP558 Complement and coagulation 
cascades  

1.6E-6 0.048 SERPING1/C1R/C4
B/C9/C8G/CFH 

WP545 Complement activation 3.3E-6 0.122 C1R/C4B/C9/C8G 
WP5090 Complement system in neuronal 

development and plasticity 
2.6E-5 0.048 SERPING1/C1R/C4

B/C9/C8G/CFH 
WP2328 Allograft rejection 8.9E-5   C4B/C9 
WP2806 Complement system 4.4E-4   SERPING1/C9/CFH 
WP4754 IL-18 signaling pathway 0.0061   B2M 
WP5115 Network map of SARS-CoV-2 

signaling pathway 
0.025   CD163/ACTB/C1R/

CFH 


