
GO:0002237
response to molecule...

5.15e−12
26 / 182

GO:0002376
immune system proces...

< 1e−20
111 / 1531

GO:0002682
regulation of immune...

2.07e−12
57 / 748

GO:0006950
response to stress

4.78e−16
139 / 2625

GO:0006952
defense response

< 1e−20
88 / 983

GO:0006955
immune response

< 1e−20
83 / 970

GO:0008150
biological_process

1.00000
400 / 14540

GO:0009607
response to biotic s...

2.30e−15
51 / 522

GO:0009617
response to bacteriu...

7.80e−13
34 / 289

GO:0010033
response to organic ...

2.80e−11
81 / 1379

GO:0034097
response to cytokine...

1.84e−12
38 / 367

GO:0042221
response to chemical...

2.53e−11
119 / 2415

GO:0050789
regulation of biolog...

0.00243
238 / 7628

GO:0050896
response to stimulus

1.89e−11
243 / 6452

GO:0051704
multi−organism proce...

1.39e−10
62 / 949

GO:0051707
response to other or...

2.18e−16
51 / 493

GO:0065007
biological regulatio...

0.00163
251 / 8064

P value tree: A1



GO:0001664
G−protein−coupled re...

0.001328
13 / 183

GO:0003674
molecular_function

1.000000
407 / 15190

GO:0003824
catalytic activity

0.945637
128 / 5324

GO:0004721
phosphoprotein phosp...

0.018284
10 / 173

GO:0004725
protein tyrosine pho...

0.000594
10 / 107

GO:0005102
receptor binding

5.32e−08
59 / 1056

GO:0005125
cytokine activity

9.80e−12
27 / 207

GO:0005126
cytokine receptor bi...

4.79e−07
20 / 201

GO:0005488
binding

0.056304
328 / 11734

GO:0005515
protein binding

0.002222
201 / 6434

GO:0008009
chemokine activity

3.60e−06
9 / 47

GO:0008083
growth factor activi...

3.30e−05
15 / 163

GO:0008289
lipid binding

0.000738
25 / 463

GO:0016787
hydrolase activity

0.649697
60 / 2327

GO:0016788
hydrolase activity, ...

0.323976
22 / 734

GO:0016791
phosphatase activity

0.161530
10 / 260

GO:0019864
IgG binding
9.38e−05

4 / 10

GO:0019865
immunoglobulin bindi...

0.001153
4 / 18

GO:0032403
protein complex bind...

0.040371
12 / 253

GO:0042379
chemokine receptor b...

1.39e−05
9 / 55

GO:0042578
phosphoric ester hyd...

0.277941
12 / 366

GO:0070851
growth factor recept...

0.000528
9 / 87

P value tree: A2



GO:0005575
cellular_component

1.00000
452 / 16726

GO:0005576
extracellular region

6.66e−19
126 / 2098

GO:0005615
extracellular space

5.10e−20
72 / 790

GO:0005622
intracellular

0.99971
288 / 11874

GO:0005623
cell

0.99923
399 / 15442

GO:0005856
cytoskeleton

0.31502
47 / 1614

GO:0005882
intermediate filamen...

4.37e−05
16 / 185

GO:0005886
plasma membrane

9.69e−06
150 / 4064

GO:0005887
integral to plasma m...

0.00103
51 / 1210

GO:0016020
membrane

0.07914
220 / 7577

GO:0016021
integral to membrane

0.41433
146 / 5308

GO:0031012
extracellular matrix

0.00185
22 / 410

GO:0031224
intrinsic to membran...

0.23861
154 / 5423

GO:0031226
intrinsic to plasma ...

0.00105
52 / 1241

GO:0032991
macromolecular compl...

0.99602
75 / 3580

GO:0043226
organelle
0.99999

224 / 9899

GO:0043228
non−membrane−bounded...

0.98202
60 / 2795

GO:0043229
intracellular organe...

0.99999
224 / 9882

GO:0043232
intracellular non−me...

0.98202
60 / 2795

GO:0043234
protein complex

0.96685
67 / 2998

GO:0044421
extracellular region...

4.18e−20
85 / 1056

GO:0044422
organelle part

0.99999
114 / 5710

GO:0044424
intracellular part

0.99931
282 / 11581

GO:0044425
membrane part

0.38379
170 / 6163

GO:0044430
cytoskeletal part

0.30946
34 / 1146

GO:0044446
intracellular organe...

0.99997
114 / 5629

GO:0044459
plasma membrane part

0.00942
69 / 1933

GO:0044464
cell part
0.99922

399 / 15441

GO:0045111
intermediate filamen...

2.15e−05
18 / 214

GO:0071944
cell periphery

6.06e−06
153 / 4131

P value tree: A3



GO:0006139

nucleobase−containin...

0.084910

160 / 4828

GO:0006351

transcription, DNA−d...

0.003291

109 / 2832

GO:0006355

regulation of transc...

0.001971

106 / 2699

GO:0006807

nitrogen compound me...

0.066648

177 / 5337

GO:0006996

organelle organizati...

0.040628

66 / 1768

GO:0007010

cytoskeleton organiz...

8.48e−05

37 / 628

GO:0008150

biological_process

1.000000

440 / 14540

GO:0008152

metabolic process

0.405419

271 / 8858

GO:0009058

biosynthetic process

0.112335

153 / 4652

GO:0009059

macromolecule biosyn...

0.070353

127 / 3738

GO:0009889

regulation of biosyn...

0.046538

111 / 3173

GO:0009987

cellular process

0.000444

398 / 12366

GO:0010467

gene expression

0.070128

131 / 3865

GO:0010468

regulation of gene e...

0.008051

114 / 3067

GO:0010556

regulation of macrom...

0.026875

107 / 2980

GO:0016043

cellular component o...

0.048597

123 / 3557

GO:0016070

RNA metabolic proces...

0.057036

122 / 3548

GO:0019219

regulation of nucleo...

0.001978

122 / 3182

GO:0019222

regulation of metabo...

0.014722

155 / 4415

GO:0022411

cellular component d...

0.241463

10 / 254

GO:0030029

actin fi lament−based...

0.000471

24 / 375

GO:0030036

actin cytoskeleton o...

0.000593

22 / 336

GO:0031323

regulation of cellul...

0.013368

143 / 4024

GO:0031326

regulation of cellul...

0.037768

111 / 3146

GO:0032774

RNA biosynthetic pro...

0.008062

109 / 2914

GO:0032984

macromolecular compl...

0.279828

7 / 175

GO:0034641

cellular nitrogen co...

0.096108

172 / 5239

GO:0034645

cellular macromolecu...

0.052544

126 / 3663

GO:0043170

macromolecule metabo...

0.434432

203 / 6636

GO:0043241

protein complex disa...

0.186221

7 / 154

GO:0043242

negative regulation ...

0.001546

6 / 42

GO:0043244

regulation of protei...

0.007956

6 / 58

GO:0043933

macromolecular compl...

0.269278

33 / 972

GO:0044237

cellular metabolic p...

0.266862

248 / 7967

GO:0044238

primary metabolic pr...

0.524647

246 / 8133

GO:0044249

cellular biosyntheti...

0.076899

152 / 4553

GO:0044260

cellular macromolecu...

0.267497

189 / 6021

GO:0044281

small molecule metab...

0.050714

193 / 5812

GO:0048518

positive regulation ...

0.114400

97 / 2861

GO:0048519

negative regulation ...

0.108160

88 / 2568

GO:0048522

positive regulation ...

0.126566

88 / 2592

GO:0050789

regulation of biolog...

0.000370

266 / 7628

GO:0050794

regulation of cellul...

0.000429

253 / 7208

GO:0051128

regulation of cellul...

0.027485

39 / 939

GO:0051129

negative regulation ...

0.074633

12 / 248

GO:0051171

regulation of nitrog...

0.003338

123 / 3259

GO:0051252

regulation of RNA me...

0.002455

108 / 2777

GO:0051301

cell division

0.042130

19 / 408

GO:0051302

regulation of cell d...

0.004379

7 / 68

GO:0051781

positive regulation ...

0.001026

7 / 53

GO:0060255

regulation of macrom...

0.021752

134 / 3799

GO:0065007

biological regulatio...

2.28e−05

286 / 8064

GO:0071822

protein complex subu...

0.143686

27 / 718

GO:0071840

cellular component o...

0.065711

125 / 3664

GO:0071841

cellular component o...

0.061266

101 / 2896

GO:0071842

cellular component o...

0.029047

101 / 2803

GO:0080090

regulation of primar...

0.017209

141 / 3991

GO:0090304

nucleic acid metabol...

0.101723

135 / 4054

GO:2000112

regulation of cellul...

0.015228

107 / 2917

P value tree: C1



GO:0001948
glycoprotein binding

0.214307
3 / 53

GO:0003674
molecular_function

1.000000
458 / 15190

GO:0003824
catalytic activity

0.243252
168 / 5324

GO:0004012
phospholipid−translo...

0.000642
4 / 14

GO:0005215
transporter activity

0.050119
46 / 1193

GO:0005319
lipid transporter ac...

0.041095
5 / 63

GO:0005488
binding

0.020885
372 / 11734

GO:0005515
protein binding

0.001774
225 / 6434

GO:0005548
phospholipid transpo...

0.009410
4 / 28

GO:0008081
phosphoric diester h...

0.004168
9 / 104

GO:0008134
transcription factor...

0.065366
16 / 350

GO:0008144
drug binding

0.003255
8 / 82

GO:0008270
zinc ion binding

0.002755
81 / 1991

GO:0016462
pyrophosphatase acti...

0.200988
28 / 784

GO:0016787
hydrolase activity

0.088385
81 / 2327

GO:0016788
hydrolase activity, ...

0.166037
27 / 734

GO:0016817
hydrolase activity, ...

0.159919
29 / 791

GO:0016818
hydrolase activity, ...

0.206631
28 / 787

GO:0016820
hydrolase activity, ...

0.004441
9 / 105

GO:0016887
ATPase activity

0.189200
14 / 356

GO:0017111
nucleoside−triphosph...

0.273055
26 / 757

GO:0022804
active transmembrane...

0.003631
20 / 341

GO:0022857
transmembrane transp...

0.023053
39 / 930

GO:0022892
substrate−specific t...

0.089668
37 / 977

GO:0033613
activating transcrip...

0.004581
4 / 23

GO:0042578
phosphoric ester hyd...

0.425019
12 / 366

GO:0042623
ATPase activity, cou...

0.089509
13 / 284

GO:0043167
ion binding
0.004715

144 / 3950

GO:0043169
cation binding

0.005728
143 / 3939

GO:0043394
proteoglycan binding

0.007736
3 / 14

GO:0043395
heparan sulfate prot...

0.002790
3 / 10

GO:0043492
ATPase activity, cou...

0.013310
8 / 104

GO:0046872
metal ion binding

0.012016
139 / 3895

GO:0046914
transition metal ion...

0.013781
86 / 2273

P value tree: C2



GO:0005575

cellular_component

1.000000

482 / 16726

GO:0005622

intracellular

0.010596

365 / 11874

GO:0005623

cell

0.000509

463 / 15442

GO:0005737

cytoplasm

0.093343

258 / 8440

GO:0005813

centrosome

0.000850

20 / 315

GO:0005815

microtubule organizi...

0.000159

26 / 411

GO:0005856

cytoskeleton

0.001430

67 / 1614

GO:0005886

plasma membrane

0.155903

127 / 4064

GO:0005938

cell cortex

0.015674

10 / 157

GO:0009986

cell surface

0.004299

21 / 387

GO:0015629

actin cytoskeleton

0.020758

16 / 315

GO:0015630

microtubule cytoskel...

0.024888

31 / 742

GO:0016020

membrane

0.349568

223 / 7577

GO:0030863

cortical cytoskeleto...

4.47e−05

8 / 46

GO:0030864

cortical actin cytos...

0.001105

5 / 28

GO:0043226

organelle

0.089937

300 / 9899

GO:0043228

non−membrane−bounded...

0.034063

96 / 2795

GO:0043229

intracellular organe...

0.082717

300 / 9882

GO:0043232

intracellular non−me...

0.034063

96 / 2795

GO:0044422

organelle part

0.165917

175 / 5710

GO:0044424

intracellular part

0.013729

356 / 11581

GO:0044425

membrane part

0.253625

185 / 6163

GO:0044430

cytoskeletal part

0.014125

46 / 1146

GO:0044444

cytoplasmic part

0.086136

192 / 6150

GO:0044446

intracellular organe...

0.181608

172 / 5629

GO:0044448

cell cortex part

0.000327

9 / 76

GO:0044459

plasma membrane part

0.001948

77 / 1933

GO:0044464

cell part

0.000501

463 / 15441

GO:0071944

cell periphery

0.110526

131 / 4131

P value tree: C3


