
GO:0006508
proteolysis
0.009397
33 / 3473

GO:0006511
ubiquitin−dependent ...

0.020919
16 / 1470

GO:0006518
peptide metabolic pr...

5.91e−05
39 / 3237

GO:0006807
nitrogen compound me...

0.019575
200 / 28974

GO:0008150
biological_process

1.000000
471 / 76775

GO:0008152
metabolic process

6.42e−05
289 / 40317

GO:0009056
catabolic process

0.006980
46 / 5140

GO:0009057
macromolecule catabo...

0.023654
26 / 2782

GO:0009893
positive regulation ...

0.031637
16 / 1549

GO:0009894
regulation of catabo...

0.255275
3 / 285

GO:0009896
positive regulation ...

0.066524
3 / 151

GO:0009987
cellular process

0.000375
301 / 43130

GO:0010498
proteasomal protein ...

0.003369
13 / 876

GO:0010604
positive regulation ...

0.013219
16 / 1391

GO:0015979
photosynthesis

2.10e−05
17 / 834

GO:0016043
cellular component o...

0.000691
74 / 8297

GO:0019222
regulation of metabo...

0.977652
57 / 11694

GO:0019538
protein metabolic pr...

0.000336
110 / 13156

GO:0019941
modification−depende...

0.024084
16 / 1496

GO:0030162
regulation of proteo...

0.100915
3 / 181

GO:0030163
protein catabolic pr...

0.007904
20 / 1784

GO:0031323
regulation of cellul...

0.971887
54 / 11029

GO:0031325
positive regulation ...

0.021502
16 / 1475

GO:0031329
regulation of cellul...

0.186700
3 / 242

GO:0031331
positive regulation ...

0.060419
3 / 145

GO:0032268
regulation of cellul...

0.043031
14 / 1358

GO:0032270
positive regulation ...

0.002797
8 / 384

GO:0032434
regulation of protea...

0.030568
3 / 110

GO:0032436
positive regulation ...

0.027814
3 / 106

GO:0034641
cellular nitrogen co...

0.374442
116 / 18358

GO:0036369
transcription factor...

4.53e−06
3 / 6

GO:0042176
regulation of protei...

0.061418
3 / 146

GO:0043161
proteasome−mediated ...

0.003181
13 / 870

GO:0043170
macromolecule metabo...

0.444249
165 / 26587

GO:0043603
cellular amide metab...

5.96e−05
41 / 3473

GO:0043632
modification−depende...

0.025931
16 / 1510

GO:0043933
macromolecular compl...

5.05e−05
26 / 1773

GO:0044237
cellular metabolic p...

0.000374
241 / 33284

GO:0044238
primary metabolic pr...

0.051740
222 / 33255

GO:0044248
cellular catabolic p...

0.004894
37 / 3837

GO:0044257
cellular protein cat...

0.004444
20 / 1689

GO:0044260
cellular macromolecu...

0.464041
150 / 24231

GO:0044265
cellular macromolecu...

0.007583
22 / 2020

GO:0044267
cellular protein met...

0.000467
98 / 11546

GO:0045732
positive regulation ...

0.031998
3 / 112

GO:0045862
positive regulation ...

0.027814
3 / 106

GO:0048518
positive regulation ...

0.204351
21 / 2804

GO:0048522
positive regulation ...

0.037409
20 / 2103

GO:0050789
regulation of biolog...

0.979120
96 / 18597

GO:0050794
regulation of cellul...

0.960936
88 / 16798

GO:0051171
regulation of nitrog...

0.985633
50 / 10658

GO:0051173
positive regulation ...

0.011677
16 / 1371

GO:0051186
cofactor metabolic p...

2.19e−05
23 / 1388

GO:0051246
regulation of protei...

0.049847
14 / 1388

GO:0051247
positive regulation ...

0.003072
8 / 390

GO:0051603
proteolysis involved...

0.029458
17 / 1661

GO:0060255
regulation of macrom...

0.981659
53 / 11079

GO:0061136
regulation of protea...

0.036491
3 / 118

GO:0065007
biological regulatio...

0.975202
108 / 20551

GO:0071704
organic substance me...

0.025267
241 / 35759

GO:0071822
protein complex subu...

2.61e−05
20 / 1118

GO:0071840
cellular component o...

0.007617
76 / 9407

GO:0080090
regulation of primar...

0.983834
51 / 10781

GO:1901483
regulation of transc...

4.53e−06
3 / 6

GO:1901485
positive regulation ...

4.53e−06
3 / 6

GO:1901564
organonitrogen compo...

4.67e−07
152 / 17180

GO:1901565
organonitrogen compo...

0.002653
27 / 2439

GO:1901575
organic substance ca...

0.006582
42 / 4580

GO:1901800
positive regulation ...

0.027814
3 / 106

GO:1903050
regulation of proteo...

0.036491
3 / 118

GO:1903052
positive regulation ...

0.027814
3 / 106

GO:1903362
regulation of cellul...

0.036491
3 / 118

GO:1903364
positive regulation ...

0.027814
3 / 106



GO:0003674
molecular_function

1.000000
491 / 77535

GO:0003676
nucleic acid binding

0.990302
62 / 12641

GO:0003723
RNA binding

0.033472
30 / 3314

GO:0003746
translation elongati...

6.57e−05
8 / 210

GO:0003824
catalytic activity

4.40e−05
248 / 32294

GO:0003989
acetyl−CoA carboxyla...

2.48e−05
4 / 27

GO:0004553
hydrolase activity, ...

0.614014
8 / 1339

GO:0005488
binding

0.002515
271 / 37826

GO:0008135
translation factor a...

0.000236
13 / 631

GO:0008168
methyltransferase ac...

0.397094
8 / 1101

GO:0008171
O−methyltransferase ...

0.096638
3 / 172

GO:0016421
CoA carboxylase acti...

5.62e−05
4 / 33

GO:0016740
transferase activity

0.161386
98 / 14068

GO:0016741
transferase activity...

0.448482
8 / 1155

GO:0016787
hydrolase activity

0.044378
84 / 11075

GO:0016798
hydrolase activity, ...

0.446161
10 / 1461

GO:0016874
ligase activity

0.001280
17 / 1151

GO:0016885
ligase activity, for...

5.62e−05
4 / 33

GO:0033925
mannosyl−glycoprotei...

0.000395
2 / 5

GO:0043167
ion binding
1.16e−05

157 / 18241

GO:0043169
cation binding

0.000536
96 / 10940

GO:0050342
tocopherol O−methylt...

0.000238
2 / 4

GO:0097159
organic cyclic compo...

0.488428
138 / 21679

GO:1901363
heterocyclic compoun...

0.467788
138 / 21598



GO:0005575
cellular_component

1.000000
514 / 82732

GO:0005622
intracellular
3.79e−12

469 / 66331

GO:0005623
cell

1.75e−07
491 / 73768

GO:0005737
cytoplasm
< 1e−20

376 / 42821

GO:0009507
chloroplast
3.43e−13

151 / 13722

GO:0009536
plastid

6.35e−13
152 / 13957

GO:0043226
organelle
4.33e−06

410 / 58813

GO:0043227
membrane−bounded org...

0.000463
393 / 57760

GO:0043229
intracellular organe...

4.10e−06
410 / 58793

GO:0043231
intracellular membra...

0.000623
391 / 57558

GO:0044422
organelle part

1.06e−15
186 / 17309

GO:0044424
intracellular part

2.77e−12
469 / 66260

GO:0044434
chloroplast part

8.60e−18
86 / 4966

GO:0044435
plastid part
2.03e−17
86 / 5038

GO:0044444
cytoplasmic part

2.99e−18
312 / 34514

GO:0044446
intracellular organe...

8.86e−16
186 / 17278

GO:0044464
cell part

1.46e−07
491 / 73725


