Category Term Count % P.value
GOTERM_BP positive regulation of 8 23.52941176 0.002546543
transcription from RNA
polymerase Il promoter
GOTERM_BP oxidation-reduction process 6 17.64705882 0.005610003
GOTERM_BP peptidyl-serine phosphorylation 4 11.76470588 0.001866441
GOTERM_BP positive regulation of apoptotic 4 11.76470588 0.020742413
process
GOTERM_BP activation of MAPK activity 4 11.76470588 0.018676979
GOTERM_BP peptidyl-serine phosphorylation 4 11.76470588 0.001866441
GOTERM_BP regulation of transcription from 4 11.76470588 0.010513576
RNA polymerase Il promoter
GOTERM_BP protein phosphorylation 4 11.76470588 0.011778766
GOTERM_BP positive regulation of gene 4 11.76470588 0.01450783
expression
GOTERM_BP activation of MAPK activity 4 11.76470588 0.018676979
GOTERM_BP regulation of sequence-specific 3 8.823529412 0.001092241
DNA binding transcription factor
activity
GOTERM_BP lipopolysaccharide-mediated 3 8.823529412 0.00179038
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protein homodimerization activity 6

enzyme binding 5
MAP kinase activity 4
protein binding 4
neutral amino acid 2

transmembrane transporter

activity
glucose binding 2
L-amino acid transmembrane 2

transporter activity

Biosynthesis of antibiotics 4
Influenza A 4
MAPK signaling pathway 5
TNF signaling pathway 4
Toll-like receptor signaling 4
pathway

Tuberculosis 5
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