KEGG Pathway Enrichment (Top10)
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Arginine biosynthesis Homo sapiens hsa00220

Primary bile acid biosynthesis Homo sapiens hsa00120

Histidine metabalism Homo sapiens hsa00340

Biosynthesis of amino acids Homo sapiens hsa01230

Glycine, serine and threonine metabolism Homo sapiens hsa00260
Steroid hormone biosynthesis Homo sapiens hsa00140

Metabolic pathways Homo sapiens hsa01100

Ascorbate and aldarate metabolism Homo sapiens hsa00053
Phenylalanine, tyrosine and tryptophan biosynthesis Homo sapiens hsa00400
Caffeine metabolism Homo sapiens hsa00232

Steroid biosynthesis Homo sapiens hsa00100

Fatty acid biosynthesis Homo sapiens hsa00061

Complement and coagulation cascades Homo sapiens hsa04610
Terpenoid backbone biosynthesis Homo sapiens hsa00900

PPAR signaling pathway Homo sapiens hsa03320

Fatty acid metabolism Homo sapiens hsa01212

Synthesis and degradation of ketone bodies Homo sapiens hsa00072
Protein processing in endoplasmic reticulum Homo sapiens hsa04141
Propanoate metabolism Homo sapiens hsa00640

Thyroid hormone synthesis Homo sapiens hsa04918

Prion diseases Homo sapiens hsa05020

Focal adhesion Homo sapiens hsa04510

Proteoglycans in cancer Homo sapiens hsa05205

AGE-RAGE signaling pathway in diabetic complications Homo sapiens hsa04933
Pathogenic Escherichia coli infection Homo sapiens hsa05130
Staphylococcus aureus infection Homo sapiens hsa05150

Protein export Homo sapiens hsa03060

N-Glycan biosynthesis Homo sapiens hsa00510

Butanoate metabolism Homo sapiens hsa00650

Amoebiasis Homo sapiens hsa05146

ECM-receptor interaction Homo sapiens hsa04512

Regulation of actin cytoskeleton Homo sapiens hsa04810

Leukocyte transendothelial migration Homo sapiens hsa04670
Protein digestion and absorption Homo sapiens hsa04974

Taurine and hypotaurine metabolism Homo sapiens hsa00430

Tight junction Homo sapiens hsa04530
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GO Enrichment (Top10)

Combined Score
Combined Score
400
800
1200
1600
2000
2400
-log10(P-value)

arginine biosynthetic process (G0:0006528)

urea cycle (GO:0000050)

ornithine metabolic process (GO:0006591)

L-phenylalanine metabolic process (GO:0006558)
L-phenylalanine catabolic process (GO:0006559)

erythrose 4-phosphate/phosphoenolpyruvate family amino acid catabolic process (GO:1902222)
B cell chemotaxis (GO:0035754)

citrulline metabolic process (GO:0000052)

monoterpenoid metabolic process (G0:0016098)

terpenoid metabolic process (GO:0006721)

regulation of amyloid fibril formation (GO:1905908)

negative regulation of interleukin-8 secretion (G0:2000483)
platelet degranulation (GO:0002576)

negative regulation of protein homoaligomerization (GO:0032463)
basement membrane organization (GO:0071711)

fibrinolysis (GQ:0042730)

ATF6-mediated unfolded protein response (GO:0036500)
maintenance of protein localization in endoplasmic reticulum (GO:0035437)
regulated exocytosis (GO:0045055)

positive regulation of amyloid-beta formation (GO:1902004)
membrane raft assembly (GO:0001765)

positive regulation of early endosome to late endosome transport (GO:2000643)
immunoglobulin mediated immune response (GO:0016064)

B cell mediated immunity (GO:0019724)

protein heterotetramerization (G0:0051290)

membrane raft organization (G0:0031579)

acetyl-CoA metabolic process (GO:0006084)

acetyl-CoA biosynthetic process (GO:0006085)

sterol biosynthetic process (GO:0016126)

acyl-CoA biosynthetic process (GO:0071616)

cholesterol biosynthetic process (GO:0006635)

secondary alcohol biosynthetic process (GO:1902653)

xenobiotic catabolic process (GO:0042178)

extracellular matrix organization (G0:0030198)

virion attachment to host cell (GO:0019062)

positive regulation of fibroblast proliferation (GO:0048146)
endothelial cell development (GO:0001885)
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Supplementary Figure 5



