
regulation of ion transport

behavior

purine nucleotide metabolic process

mRNA processing

small molecule biosynthetic process

mitotic cell cycle phase transition

heterocycle catabolic process

nucleobase−containing compound catabolic process

myeloid leukocyte mediated immunity

myeloid leukocyte activation

0.25 0.30 0.35 0.40
Gene Ratio: Count / Total

0.001255
0.001250
0.001245
0.001240
0.001235

pvalue

Count
120
140
160
180
200

ontology: BP



enzyme activator activity

protein heterodimerization activity

phosphoric ester hydrolase activity

RNA polymerase II regulatory region DNA binding

ATPase activity, coupled

RNA polymerase II regulatory region sequence−specific DNA binding

ATPase activity

peptidase activity

peptidase activity, acting on L−amino acid peptides

catalytic activity, acting on RNA

0.25 0.30 0.35 0.40
Gene Ratio: Count / Total

Count
100
120
140

0.00129
0.00128
0.00127
0.00126
0.00125

pvalue

ontology: MF



microtubule

polymeric cytoskeletal fiber

axon

cell leading edge

mitochondrial inner membrane

organelle inner membrane

endosomal part

endosome membrane

vacuolar part

vacuolar membrane

0.30 0.35 0.40 0.45
Gene Ratio: Count / Total

0.00128
0.00126
0.00124
0.00122

pvalue

Count
100
125
150
175
200

ontology: CC



Osteoclast differentiation

Phagosome

Parkinson's disease

Alzheimer's disease

Herpes simplex infection

Oxidative phosphorylation

Kaposi's sarcoma−associated herpesvirus infection

Epstein−Barr virus infection

Tuberculosis

Toll−like receptor signaling pathway

0.30 0.35 0.40 0.45 0.50
Gene Ratio: Count / Total

0.00140
0.00136
0.00132

pvalue

Count
30
40
50
60
70

ontology: KEGG


