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. GO-term Description Strength Signal Discovery
Enrichments Network
Rate
Biological Process G0:0150077 Regulation of neuroinflammatory response 50of 34 2.21 2.86 2.55E-07
o Biological Process GO0:0150078 Positive regulation of neuroinflammatory response 4 of 15 2.47 2.69 1.27E-06
Biological Process G0:0006954 Inflammatory response 10 of 538 1.31 1.85 4.75E-08
Disease-gene-Association DOID:0080600 COVID-19 4 of 16 2.44 2.64 1.53E-06
Tissue Expression BTO:0001044 Phagocyte 11 of 135 1.95 5.23 1.85E-16
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