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-log (adj p-value)

D
G0:0002181
G0:0007165
G0:0032760
G0:0006954
G0:0043123
G0:0045071
G0:0019886
G0:0045087
G0:0051607
G0:0030593
G0:0006935
G0:0001934

z-score
Description
cytoplasmic translation
signal transduction
positive regulation of tumor necrosis factor production
inflammatory response
positive regulation of canonical NF-kappaB signal transduction
negative regulation of viral genome replication

antigen and pi of
innate immune response

defense response to virus

peptide antigen via MHC class Il

neutrophil chemotaxis
chemotaxis
positive regulation of protein phosphorylation

GO

signal

G0:0050870
G0:0042102
G0:0002503
G0:0009615
G0:0008285

positive regulation of T cell activation

positive regulation of T cell proliferation

peptide antigen assembly with MHC class Il protein complex
response to virus

negative

of cell

Cellular Component

0:000£

G0:0016020

0:0005!

-log (adj p-value)

D
G0:0005829
G0:0005737
G0:0016020
G0:0005654
G0:0070062
G0:0005765
G0:0035579
G0:0005925
G0:0005634
G0:0022626
G0:0032991
G0:0043231
G0:0005783

z-score

Description

cytosol

cytoplasm

membrane

nucleoplasm

extracellular exosome
lysosomal membrane
specific granule membrane
focal adhesion

nucleus

cytosolic ribosome
protein-containing complex

bounded "

endoplasmic reticulum

hsa04064:NF-kappa B signaling pathway
hsa04115:p53 signaling pathway .
hsa05225:Hepatocellular carcinoma
hsa04012:Erb8 signaling pathway .
hsa04658:Th and Th2 cell diferentiation { .
hsa04120:Ubiquitin mediated proteolysis
" ted h fecti Y
hsa04072:Phospholipase D signaling pathway
hsa02010:ABC transporters {
hsa00562:Inositol phosphate metabolism { .
hsa05110:Vibrio cholerae infection { .
hsa05145:Toxoplasmoss { .
hsa04148:Efferocytosis
hsa03010:Ribosome {
hsa05133:Pertussis .
hsa05142:Chagas disease .
hsa04141:Protein processing in endoplasmic reficulum
hsa05150:Staphylococcus aureus infection
hsa05162 Measles {

RAGE signaling pathway

hsa04668:TNF signaling pathway
hsa05161:Hepatitis B
hsa04071:Sphingolipid signaling pathway
hsa04068:FoxO signaling pathway
hsa05205:Proteoglycans in cancer
hsa05100:Bacterial invasion of epithelial cells
hsa05231:Choline metabolism in cancer
hsa04672:Intestinal immune network for IgA production
hsa05220:Chronic myeloid leukermia
hsa05211:Renal cell carcinoma-{
hsa01523:Antifolate resistance {
h$a05203:Viral carcinogenesis {
hsa05223:Non-small cell lung cancer
hsa04015:Rap1 signaling pathway
hsa05160:Hepatitis C
hsa04520:Adherens junction
hsa04061:Viral protein interaction with cytokine and cytokine receptor
hsa04380:Osteoclast differentiation { °
hsa05310:Asthma{
hsa04810:Regulation of actin cytoskeleton {
hsa05219:Bladder cancer
hsa05417:Lipid and atherosclerosis {
hsa04625:C-type lectin receptor signaling pathway .
hsa05163:Human cytomegalovirus infection
hsa04360:Axon guidance
hsa05214:Glioma {
h$a04218:Cellular senescence {
hsa04613:Neutrophil extracelular trap formation
hsa04659:Th17 cell differentiation {
hsa05332 Graft-versus-host disease
hsa05215:Prostate cancer
hsa04662:8 cell receptor signaling pathway .
hsa05212Pancreatic cancer
hsa04640:Hematopoietic cell lineage °
h$a05166:Human T-cell leukemia virus 1 infection
hsa04152:AMPK signaling pathway
hsa05132:Salmonelia infection
hsa05330:Allograft rejection
hsa05322:Systemic lupus erythematosus {
hsa04670:Leukocyte transendothelial migration
h5a04940:Type | diabetes melitus
hsa05200:Pathways in cancer
hsa05131:Shigelosis |
hsa04612:Antigen processing and presentation {
hsa05152: Tuberculosis {
hsa05416:Viral myocarditis
hsa05323:Rheumatoid arthitis
hsa04144:Endocytosis |
hsa05321:Inflammatory bowel disease
hsa05164:influenza A
hsa04062:Chemokine signaling pathway
hsa04666:Fc gamma R-mediated phagocytosis {
hsa05140:Leishmaniasis |

hsa05168:Herpes simplex virus 1 infection

hsa05169 Epstein-Barr virus infection
hsa04145:Phagosome {

hsa05171:Coronavirus disease - COVID-19
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D
G0:0005515
G0:0042802
G0:0031267
G0:0005524
G0:0045296
G0:0003723
G0:0005096
G0:0023026
G0:0005085
G0:0031625
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P-value

z-score

Description

protein binding

identical protein binding

small GTPase binding

ATP binding

cadherin binding

RNA binding

GTPase activator activity

MHC class Il protein complex binding
guanyl-nucleotide exchange factor activity
ubiquitin protein ligase binding

Long Covid

Pandemic

Control




