
GO:0002252
immune effector proc...

0.0917
3 / 3

GO:0002376
immune system proces...

0.9222
6 / 16

GO:0006810
transport
0.8615
6 / 15

GO:0006897
endocytosis

0.0917
3 / 3

GO:0006928
movement of cell or ...

0.8921
4 / 11

GO:0008150
biological_process

1.0000
15 / 32

GO:0009987
cellular process

1.0000
14 / 31

GO:0016192
vesicle−mediated tra...

0.2531
3 / 4

GO:0016477
cell migration

0.7126
4 / 9

GO:0030334
regulation of cell m...

0.2531
3 / 4

GO:0030335
positive regulation ...

0.0917
3 / 3

GO:0032502
developmental proces...

0.9604
8 / 21

GO:0032879
regulation of locali...

0.8750
5 / 13

GO:0040007
growth
0.0619

5 / 6

GO:0040011
locomotion

0.7126
4 / 9

GO:0040012
regulation of locomo...

0.2531
3 / 4

GO:0040017
positive regulation ...

0.0917
3 / 3

GO:0044699
single−organism proc...

1.0000
13 / 30

GO:0044763
single−organism cell...

1.0000
11 / 28

GO:0044767
single−organism deve...

0.9604
8 / 21

GO:0048518
positive regulation ...

0.9728
10 / 25

GO:0048522
positive regulation ...

0.9890
9 / 24

GO:0048589
developmental growth

0.0380
4 / 4

GO:0048870
cell motility

0.7126
4 / 9

GO:0050789
regulation of biolog...

0.7883
14 / 30

GO:0050794
regulation of cellul...

0.7883
14 / 30

GO:0051179
localization

0.9830
7 / 20

GO:0051234
establishment of loc...

0.9608
6 / 17

GO:0051270
regulation of cellul...

0.2531
3 / 4

GO:0051272
positive regulation ...

0.0917
3 / 3

GO:0051674
localization of cell

0.7126
4 / 9

GO:0065007
biological regulatio...

0.7883
14 / 30

GO:2000145
regulation of cell m...

0.2531
3 / 4

GO:2000147
positive regulation ...

0.0917
3 / 3

GO BP DAG analysis



GO:0000975
regulatory region DN...

0.4095
3 / 5

GO:0000976
transcription regula...

0.0834
3 / 3

GO:0000977
RNA polymerase II re...

0.0834
3 / 3

GO:0000978
RNA polymerase II co...

0.1989
2 / 2

GO:0000987
core promoter proxim...

0.1989
2 / 2

GO:0001012
RNA polymerase II re...

0.0834
3 / 3

GO:0001067
regulatory region nu...

0.4095
3 / 5

GO:0001159
core promoter proxim...

0.1989
2 / 2

GO:0003674
molecular_function

1.0000
15 / 33

GO:0003676
nucleic acid binding

0.6761
4 / 9

GO:0003677
DNA binding

0.6761
4 / 9

GO:0003690
double−stranded DNA ...

0.2335
3 / 4

GO:0005488
binding
1.0000
13 / 31

GO:0043565
sequence−specific DN...

0.2335
3 / 4

GO:0044212
transcription regula...

0.4095
3 / 5

GO:0097159
organic cyclic compo...

0.9747
5 / 16

GO:1901363
heterocyclic compoun...

0.9747
5 / 16

GO:1990837
sequence−specific do...

0.0834
3 / 3

GO MF DAG analysis



GO:0005575
cellular_component

1.000
15 / 33

GO:0005622
intracellular

0.570
14 / 30

GO:0005623
cell

1.000
14 / 32

GO:0005634
nucleus
0.776
9 / 21

GO:0005635
nuclear envelope

0.199
2 / 2

GO:0012505
endomembrane system

0.541
4 / 8

GO:0016020
membrane

0.969
8 / 22

GO:0030027
lamellipodium

0.116
4 / 5

GO:0031090
organelle membrane

0.867
2 / 6

GO:0031252
cell leading edge

0.116
4 / 5

GO:0031965
nuclear membrane

0.199
2 / 2

GO:0031967
organelle envelope

0.430
2 / 3

GO:0031975
envelope

0.430
2 / 3

GO:0032991
macromolecular compl...

0.971
6 / 18

GO:0042995
cell projection

0.755
5 / 12

GO:0043226
organelle

0.917
13 / 30

GO:0043227
membrane−bounded org...

0.967
12 / 29

GO:0043229
intracellular organe...

0.947
11 / 27

GO:0043231
intracellular membra...

0.977
10 / 26

GO:0043234
protein complex

0.971
6 / 18

GO:0044422
organelle part

0.932
8 / 21

GO:0044424
intracellular part

0.766
13 / 29

GO:0044428
nuclear part

0.822
6 / 15

GO:0044446
intracellular organe...

0.872
8 / 20

GO:0044464
cell part
1.000
14 / 32

GO:0071141
SMAD protein complex

0.199
2 / 2

GO CC DAG analysis


