
GO:0006139
nucleobase−containin...

0.2059
2 / 8

GO:0006351
transcription, DNA−t...

0.1103
2 / 6

GO:0006355
regulation of transc...

0.1103
2 / 6

GO:0006357
regulation of transc...

0.0735
2 / 5

GO:0006366
transcription from R...

0.0735
2 / 5

GO:0006725
cellular aromatic co...

0.2059
2 / 8

GO:0006807
nitrogen compound me...

0.2059
2 / 8

GO:0008150
biological_process

1.0000
2 / 17

GO:0008152
metabolic process

0.6691
2 / 14

GO:0009058
biosynthetic process

0.2647
2 / 9

GO:0009059
macromolecule biosyn...

0.1544
2 / 7

GO:0009889
regulation of biosyn...

0.2059
2 / 8

GO:0009891
positive regulation ...

0.1103
2 / 6

GO:0009893
positive regulation ...

0.3309
2 / 10

GO:0009987
cellular process

1.0000
2 / 17

GO:0010467
gene expression

0.2647
2 / 9

GO:0010468
regulation of gene e...

0.2647
2 / 9

GO:0010556
regulation of macrom...

0.1544
2 / 7

GO:0010557
positive regulation ...

0.1103
2 / 6

GO:0010604
positive regulation ...

0.2647
2 / 9

GO:0010628
positive regulation ...

0.1544
2 / 7

GO:0016070
RNA metabolic proces...

0.1103
2 / 6

GO:0018130
heterocycle biosynth...

0.1103
2 / 6

GO:0019219
regulation of nucleo...

0.1544
2 / 7

GO:0019222
regulation of metabo...

0.4853
2 / 12

GO:0019438
aromatic compound bi...

0.1103
2 / 6

GO:0031323
regulation of cellul...

0.4853
2 / 12

GO:0031325
positive regulation ...

0.2647
2 / 9

GO:0031326
regulation of cellul...

0.2059
2 / 8

GO:0031328
positive regulation ...

0.1103
2 / 6

GO:0032774
RNA biosynthetic pro...

0.1103
2 / 6

GO:0034641
cellular nitrogen co...

0.2059
2 / 8

GO:0034645
cellular macromolecu...

0.1103
2 / 6

GO:0034654
nucleobase−containin...

0.1103
2 / 6

GO:0043170
macromolecule metabo...

0.4853
2 / 12

GO:0044237
cellular metabolic p...

0.6691
2 / 14

GO:0044238
primary metabolic pr...

0.6691
2 / 14

GO:0044249
cellular biosyntheti...

0.2647
2 / 9

GO:0044260
cellular macromolecu...

0.4853
2 / 12

GO:0044271
cellular nitrogen co...

0.1103
2 / 6

GO:0045893
positive regulation ...

0.1103
2 / 6

GO:0045935
positive regulation ...

0.1103
2 / 6

GO:0045944
positive regulation ...

0.0735
2 / 5

GO:0046483
heterocycle metaboli...

0.2059
2 / 8

GO:0048518
positive regulation ...

0.3309
2 / 10

GO:0048522
positive regulation ...

0.2647
2 / 9

GO:0050789
regulation of biolog...

0.8824
2 / 16

GO:0050794
regulation of cellul...

0.8824
2 / 16

GO:0051171
regulation of nitrog...

0.1544
2 / 7

GO:0051173
positive regulation ...

0.1103
2 / 6

GO:0051252
regulation of RNA me...

0.1103
2 / 6

GO:0051254
positive regulation ...

0.1103
2 / 6

GO:0060255
regulation of macrom...

0.4044
2 / 11

GO:0065007
biological regulatio...

0.8824
2 / 16

GO:0071704
organic substance me...

0.6691
2 / 14

GO:0080090
regulation of primar...

0.4853
2 / 12

GO:0090304
nucleic acid metabol...

0.1544
2 / 7

GO:0097659
nucleic acid−templat...

0.1103
2 / 6

GO:1901360
organic cyclic compo...

0.2059
2 / 8

GO:1901362
organic cyclic compo...

0.1103
2 / 6

GO:1901576
organic substance bi...

0.2647
2 / 9

GO:1902680
positive regulation ...

0.1103
2 / 6

GO:1903506
regulation of nuclei...

0.1103
2 / 6

GO:1903508
positive regulation ...

0.1103
2 / 6

GO:2000112
regulation of cellul...

0.1103
2 / 6

GO:2001141
regulation of RNA bi...

0.1103
2 / 6

GO BP DAG analysis



GO:0000975
regulatory region DN...

0.125
1 / 1

GO:0000988
transcription factor...

0.125
1 / 1

GO:0000989
transcription factor...

0.125
1 / 1

GO:0001067
regulatory region nu...

0.125
1 / 1

GO:0003674
molecular_function

1.000
2 / 16

GO:0003676
nucleic acid binding

0.242
1 / 2

GO:0003677
DNA binding

0.242
1 / 2

GO:0003712
transcription cofact...

0.125
1 / 1

GO:0005488
binding
1.000
2 / 16

GO:0097159
organic cyclic compo...

0.550
2 / 12

GO:1901363
heterocyclic compoun...

0.550
2 / 12

GO MF DAG analysis



GO:0000118

histone deacetylase ...

0.1176

1 / 1

GO:0005575

cellular_component

1.0000

2 / 17

GO:0005622

intracellular

0.8824

2 / 16

GO:0005623

cell
1.0000

2 / 17

GO:0005634

nucleus

0.6691

1 / 7

GO:0005654

nucleoplasm

0.3309

1 / 3

GO:0005819

spindle

0.1176

1 / 1

GO:0005856

cytoskeleton

0.1176

1 / 1

GO:0015630

microtubule cytoskel...

0.1176

1 / 1

GO:0031974

membrane−enclosed lu...

0.5147

1 / 5

GO:0031981

nuclear lumen

0.3309

1 / 3

GO:0032991

macromolecular compl...
0.0735

2 / 5

GO:0043226

organelle

0.9265

1 / 12

GO:0043227

membrane−bounded org...

0.9265

1 / 12

GO:0043228

non−membrane−bounded...

0.3309

1 / 3

GO:0043229

intracellular organe...

0.9265

1 / 12

GO:0043231

intracellular membra...

0.9265

1 / 12

GO:0043232

intracellular non−me...

0.3309

1 / 3

GO:0043233

organelle lumen

0.5147

1 / 5

GO:0043234

protein complex

0.0735

2 / 5

GO:0044422

organelle part

0.7941

1 / 9

GO:0044424

intracellular part

0.8824

2 / 16

GO:0044428

nuclear part

0.4265

1 / 4

GO:0044430

cytoskeletal part

0.1176

1 / 1

GO:0044446

intracellular organe...

0.7941

1 / 9

GO:0044451

nucleoplasm part

0.2279

1 / 2

GO:0044464

cell part

1.0000

2 / 17

GO:0070013

intracellular organe...

0.5147

1 / 5

GO:1902494

catalytic complex

0.2279

1 / 2

GO CC DAG analysis


