
GO:0002009
morphogenesis of an ...

0.00678
4 / 5

GO:0006810
transport
0.39459

5 / 18

GO:0007275
multicellular organi...

0.28751
7 / 25

GO:0008150
biological_process

1.00000
9 / 39

GO:0009653
anatomical structure...

0.32738
5 / 17

GO:0009888
tissue development

0.32738
5 / 17

GO:0016482
cytoplasmic transpor...

0.00893
5 / 8

GO:0032501
multicellular organi...

0.24980
8 / 29

GO:0032502
developmental proces...

0.42440
7 / 27

GO:0035239
tube morphogenesis

0.00678
4 / 5

GO:0035295
tube development

0.00678
4 / 5

GO:0044699
single−organism proc...

0.44425
9 / 36

GO:0044707
single−multicellular...

0.19393
8 / 28

GO:0044767
single−organism deve...

0.42440
7 / 27

GO:0046907
intracellular transp...

0.05239
5 / 11

GO:0048729
tissue morphogenesis

0.06505
4 / 8

GO:0048856
anatomical structure...

0.22972
7 / 24

GO:0051179
localization

0.05823
8 / 24

GO:0051234
establishment of loc...

0.53545
5 / 20

GO:0051641
cellular localizatio...

0.19870
6 / 19

GO:0051649
establishment of loc...

0.15732
5 / 14

GO:0060429
epithelium developme...

0.20543
4 / 11

GO:0060562
epithelial tube morp...

0.00678
4 / 5

GO BP DAG analysis



GO:0001882
nucleoside binding

0.103
4 / 9

GO:0001883
purine nucleoside bi...

0.103
4 / 9

GO:0003674
molecular_function

1.000
9 / 39

GO:0005488
binding
0.769
9 / 38

GO:0032549
ribonucleoside bindi...

0.103
4 / 9

GO:0032550
purine ribonucleosid...

0.103
4 / 9

GO:0035639
purine ribonucleosid...

0.103
4 / 9

GO:0036094
small molecule bindi...

0.205
4 / 11

GO:0043167
ion binding

0.265
5 / 16

GO:0043168
anion binding

0.205
4 / 11

GO:0097159
organic cyclic compo...

0.535
5 / 20

GO:0097367
carbohydrate derivat...

0.150
4 / 10

GO:1901265
nucleoside phosphate...

0.150
4 / 10

GO:1901363
heterocyclic compoun...

0.535
5 / 20

GO MF DAG analysis



GO:0000323
lytic vacuole

0.00996
3 / 3

GO:0005575
cellular_component

1.00000
9 / 38

GO:0005622
intracellular

0.57752
9 / 36

GO:0005623
cell

1.00000
9 / 38

GO:0005737
cytoplasm
0.12367

9 / 31

GO:0005764
lysosome
0.00996

3 / 3

GO:0005773
vacuole
0.00996

3 / 3

GO:0016020
membrane

0.13417
8 / 26

GO:0032991
macromolecular compl...

0.48981
6 / 23

GO:0043226
organelle
0.57752

9 / 36

GO:0043227
membrane−bounded org...

0.23659
9 / 33

GO:0043229
intracellular organe...

0.23659
9 / 33

GO:0043231
intracellular membra...

0.08777
9 / 30

GO:0043234
protein complex

0.48981
6 / 23

GO:0044424
intracellular part

0.43314
9 / 35

GO:0044425
membrane part

0.57276
5 / 20

GO:0044444
cytoplasmic part

0.01917
9 / 26

GO:0044464
cell part
1.00000

9 / 38

GO:0098796
membrane protein com...

0.07547
3 / 5

GO CC DAG analysis


