
GO:0001932
regulation of protei...

0.7631
7 / 17

GO:0001934
positive regulation ...

0.6297
5 / 11

GO:0006464
cellular protein mod...

0.6620
12 / 27

GO:0006468
protein phosphorylat...

0.7631
7 / 17

GO:0006793
phosphorus metabolic...

0.5093
10 / 21

GO:0006796
phosphate−containing...

0.5093
10 / 21

GO:0006810
transport
0.7192
9 / 21

GO:0006897
endocytosis

0.0611
5 / 6

GO:0006935
chemotaxis

0.0371
4 / 4

GO:0008150
biological_process

1.0000
25 / 55

GO:0008152
metabolic process

0.4270
23 / 49

GO:0009056
catabolic process

0.6517
8 / 18

GO:0009057
macromolecule catabo...

0.3804
5 / 9

GO:0009605
response to external...

0.2233
10 / 18

GO:0009893
positive regulation ...

0.0517
18 / 32

GO:0009894
regulation of catabo...

0.3521
7 / 13

GO:0009896
positive regulation ...

0.1424
5 / 7

GO:0009987
cellular process

1.0000
24 / 54

GO:0010562
positive regulation ...

0.7324
5 / 12

GO:0010604
positive regulation ...

0.0592
17 / 30

GO:0016043
cellular component o...

0.9486
16 / 40

GO:0016192
vesicle−mediated tra...

0.2532
5 / 8

GO:0016310
phosphorylation

0.8340
7 / 18

GO:0019220
regulation of phosph...

0.6292
9 / 20

GO:0019222
regulation of metabo...

0.0605
22 / 42

GO:0019538
protein metabolic pr...

0.4702
17 / 36

GO:0030100
regulation of endocy...

0.0153
5 / 5

GO:0030163
protein catabolic pr...

0.3955
4 / 7

GO:0031323
regulation of cellul...

0.0781
21 / 40

GO:0031325
positive regulation ...

0.1685
15 / 28

GO:0031399
regulation of protei...

0.4082
10 / 20

GO:0031401
positive regulation ...

0.4645
7 / 14

GO:0032147
activation of protei...

0.0371
4 / 4

GO:0032268
regulation of cellul...

0.1809
14 / 26

GO:0032270
positive regulation ...

0.3384
8 / 15

GO:0032879
regulation of locali...

0.6292
9 / 20

GO:0033674
positive regulation ...

0.3955
4 / 7

GO:0036211
protein modification...

0.6620
12 / 27

GO:0040011
locomotion

0.5748
7 / 15

GO:0042176
regulation of protei...

0.1244
4 / 5

GO:0042221
response to chemical

0.1416
17 / 32

GO:0042325
regulation of phosph...

0.8340
7 / 18

GO:0042327
positive regulation ...

0.7324
5 / 12

GO:0042330
taxis

0.0371
4 / 4

GO:0043085
positive regulation ...

0.4645
7 / 14

GO:0043170
macromolecule metabo...

0.4621
22 / 47

GO:0043412
macromolecule modifi...

0.6620
12 / 27

GO:0043549
regulation of kinase...

0.5748
7 / 15

GO:0044093
positive regulation ...

0.3384
8 / 15

GO:0044237
cellular metabolic p...

0.4270
23 / 49

GO:0044238
primary metabolic pr...

0.2939
23 / 48

GO:0044260
cellular macromolecu...

0.6196
21 / 46

GO:0044267
cellular protein met...

0.3919
16 / 33

GO:0045732
positive regulation ...

0.0371
4 / 4

GO:0045859
regulation of protei...

0.5748
7 / 15

GO:0045860
positive regulation ...

0.3955
4 / 7

GO:0045937
positive regulation ...

0.7324
5 / 12

GO:0048518
positive regulation ...

0.1660
19 / 37

GO:0048522
positive regulation ...

0.3708
17 / 35

GO:0050789
regulation of biolog...

0.4270
23 / 49

GO:0050790
regulation of cataly...

0.5093
10 / 21

GO:0050794
regulation of cellul...

0.4270
23 / 49

GO:0050896
response to stimulus

0.3703
21 / 44

GO:0051049
regulation of transp...

0.5748
7 / 15

GO:0051128
regulation of cellul...

0.7404
8 / 19

GO:0051174
regulation of phosph...

0.6292
9 / 20

GO:0051179
localization

0.8191
12 / 29

GO:0051234
establishment of loc...

0.7192
9 / 21

GO:0051246
regulation of protei...

0.2533
14 / 27

GO:0051247
positive regulation ...

0.3247
9 / 17

GO:0051338
regulation of transf...

0.6759
7 / 16

GO:0051347
positive regulation ...

0.2532
5 / 8

GO:0060255
regulation of macrom...

0.1228
21 / 41

GO:0060627
regulation of vesicl...

0.1424
5 / 7

GO:0065007
biological regulatio...

0.3780
24 / 51

GO:0065009
regulation of molecu...

0.3733
12 / 24

GO:0071704
organic substance me...

0.4270
23 / 49

GO:0071840
cellular component o...

0.9078
17 / 41

GO:0080090
regulation of primar...

0.1228
21 / 41

GO:1901575
organic substance ca...

0.6005
6 / 13

GO BP DAG analysis



GO:0003674
molecular_function

1.0000
24 / 53

GO:0003824
catalytic activity

0.3630
12 / 24

GO:0004672
protein kinase activ...

0.5338
4 / 8

GO:0004713
protein tyrosine kin...

0.2475
4 / 6

GO:0004714
transmembrane recept...

0.1222
4 / 5

GO:0004871
signal transducer ac...

0.1395
5 / 7

GO:0004872
receptor activity

0.0596
5 / 6

GO:0004888
transmembrane signal...

0.1222
4 / 5

GO:0005488
binding
1.0000
24 / 53

GO:0008289
lipid binding

0.0363
4 / 4

GO:0016301
kinase activity

0.3756
5 / 9

GO:0016740
transferase activity

0.8124
5 / 13

GO:0016772
transferase activity...

0.3756
5 / 9

GO:0016773
phosphotransferase a...

0.5338
4 / 8

GO:0019199
transmembrane recept...

0.1222
4 / 5

GO:0038023
signaling receptor a...

0.0596
5 / 6

GO:0060089
molecular transducer...

0.0596
5 / 6

GO:0099600
transmembrane recept...

0.1222
4 / 5

GO MF DAG analysis



GO:0005575
cellular_component

1.0000
25 / 56

GO:0005576
extracellular region

0.0216
10 / 14

GO:0005623
cell

1.0000
25 / 56

GO:0005886
plasma membrane

0.1778
12 / 22

GO:0005887
integral component o...

0.0113
7 / 8

GO:0016020
membrane

0.3832
14 / 29

GO:0016021
integral component o...

0.0194
9 / 12

GO:0031224
intrinsic component ...

0.0194
9 / 12

GO:0031226
intrinsic component ...

0.0113
7 / 8

GO:0044425
membrane part

0.1890
11 / 20

GO:0044459
plasma membrane part

0.0781
11 / 18

GO:0044464
cell part
1.0000
25 / 56

GO:0071944
cell periphery

0.1778
12 / 22

GO CC DAG analysis


