
GO:0006139

nucleobase−containin...

1.00000

160 / 677

GO:0006259

DNA metabolic proces...

0.92708

49 / 178

GO:0006281

DNA repair

0.67567

28 / 92

GO:0006298

mismatch repair

0.00283

9 / 12

GO:0006351

transcription, DNA−t...

1.00000

129 / 529

GO:0006355

regulation of transc...

1.00000

124 / 514

GO:0006357

regulation of transc...

1.00000

79 / 357

GO:0006366

transcription from R...

0.99999

89 / 383

GO:0006725

cellular aromatic co...

1.00000

162 / 696

GO:0006807

nitrogen compound me...

1.00000

168 / 748

GO:0006950

response to stress

0.99994

135 / 532

GO:0006974

cellular response to...

0.79631

41 / 140

GO:0008150

biological_process

1.00000

278 / 1353

GO:0008152

metabolic process

1.00000

232 / 1091

GO:0009058

biosynthetic process

1.00000

158 / 707

GO:0009059

macromolecule biosyn...

1.00000

145 / 635

GO:0009889

regulation of biosyn...

1.00000

137 / 584

GO:0009891

positive regulation ...

0.99993

93 / 386

GO:0009893

positive regulation ...

1.00000

143 / 600

GO:0009987

cellular process

1.00000

268 / 1298

GO:0010467

gene expression

1.00000

153 / 643

GO:0010468

regulation of gene e...

1.00000

144 / 594

GO:0010556

regulation of macrom...

1.00000

133 / 564

GO:0010557

positive regulation ...

0.99982

90 / 369

GO:0010604

positive regulation ...

1.00000

127 / 530

GO:0010628

positive regulation ...

0.99986

97 / 395

GO:0016070

RNA metabolic proces...

1.00000

140 / 579

GO:0018130

heterocycle biosynth...

1.00000

135 / 569

GO:0019219

regulation of nucleo...

1.00000

139 / 565

GO:0019222

regulation of metabo...

1.00000

183 / 814

GO:0019438

aromatic compound bi...

1.00000

137 / 573

GO:0031323

regulation of cellul...

1.00000

165 / 734

GO:0031325

positive regulation ...

1.00000

121 / 517

GO:0031326

regulation of cellul...

1.00000

137 / 577

GO:0031328

positive regulation ...

0.99988

93 / 382

GO:0032774

RNA biosynthetic pro...

1.00000

131 / 541

GO:0033554

cellular response to...

0.98772

80 / 300

GO:0034641

cellular nitrogen co...

1.00000

165 / 725

GO:0034645

cellular macromolecu...

1.00000

142 / 615

GO:0034654

nucleobase−containin...

1.00000

135 / 566

GO:0043085

positive regulation ...

0.86298

67 / 230

GO:0043087

regulation of GTPase...

0.49226

23 / 70

GO:0043170

macromolecule metabo...

1.00000

205 / 936

GO:0043547

positive regulation ...

0.53901

20 / 62

GO:0044093

positive regulation ...

0.94566

79 / 281

GO:0044237

cellular metabolic p...

1.00000

212 / 994

GO:0044238

primary metabolic pr...

1.00000

213 / 994

GO:0044249

cellular biosyntheti...

1.00000

157 / 691

GO:0044260

cellular macromolecu...

1.00000

197 / 892

GO:0044271

cellular nitrogen co...

1.00000

138 / 605

GO:0044699

single−organism proc...

1.00000

259 / 1242

GO:0044710

single−organism meta...

1.00000

123 / 559

GO:0044763

single−organism cell...

1.00000

244 / 1168

GO:0045893

positive regulation ...

0.99971

83 / 341

GO:0045935

positive regulation ...

0.99956

94 / 376

GO:0045944

positive regulation ...

0.99894

62 / 258

GO:0046483

heterocycle metaboli...

1.00000

160 / 689

GO:0048518

positive regulation ...

1.00000

181 / 768

GO:0048522

positive regulation ...

1.00000

167 / 689

GO:0050789

regulation of biolog...

1.00000

239 / 1089

GO:0050790

regulation of cataly...

0.99610

84 / 324

GO:0050794

regulation of cellul...

1.00000

235 / 1058

GO:0050896

response to stimulus

1.00000

206 / 930

GO:0051171

regulation of nitrog...

1.00000

145 / 595

GO:0051173

positive regulation ...

0.99988

95 / 389

GO:0051252

regulation of RNA me...

1.00000

126 / 526

GO:0051254

positive regulation ...

0.99973

84 / 345

GO:0051336

regulation of hydrol...

0.97262

46 / 177

GO:0051345

positive regulation ...

0.83452

36 / 126

GO:0051716

cellular response to...

1.00000

185 / 837

GO:0060255

regulation of macrom...

1.00000

168 / 737

GO:0061614

pri−miRNA transcript...

0.00551

6 / 7

GO:0065007

biological regulatio...

1.00000

241 / 1119

GO:0065009

regulation of molecu...

0.99954

104 / 410

GO:0071704

organic substance me...

1.00000

215 / 1017

GO:0080090

regulation of primar...

1.00000

163 / 727

GO:0090304

nucleic acid metabol...

1.00000

156 / 646

GO:0090630

activation of GTPase...

0.00339

5 / 5

GO:0097659

nucleic acid−templat...

1.00000

130 / 533

GO:1901360

organic cyclic compo...

1.00000

163 / 710

GO:1901362

organic cyclic compo...

1.00000

137 / 579

GO:1901576

organic substance bi...

1.00000

157 / 700

GO:1902680

positive regulation ...

0.99978

83 / 343

GO:1902893

regulation of pri−mi...

0.00551

6 / 7

GO:1902895

positive regulation ...

0.00339

5 / 5

GO:1903506

regulation of nuclei...

1.00000

125 / 520

GO:1903508

positive regulation ...

0.99971

83 / 341

GO:2000112

regulation of cellul...

1.00000

132 / 551

GO:2001141

regulation of RNA bi...

1.00000

125 / 520

GO BP DAG analysis



GO:0003674
molecular_function

1.00000
275 / 1343

GO:0003824
catalytic activity

0.99996
128 / 510

GO:0004672
protein kinase activ...

0.11495
44 / 117

GO:0004713
protein tyrosine kin...

0.17112
20 / 51

GO:0004714
transmembrane recept...

0.08715
14 / 31

GO:0004871
signal transducer ac...

0.99585
43 / 181

GO:0004872
receptor activity

0.99093
35 / 147

GO:0004888
transmembrane signal...

0.98512
24 / 104

GO:0005003
ephrin receptor acti...

0.01488
5 / 6

GO:0005102
receptor binding

0.99641
43 / 182

GO:0005159
insulin−like growth ...

0.01057
4 / 4

GO:0005488
binding
1.00000

263 / 1251

GO:0005515
protein binding

1.00000
239 / 1073

GO:0016301
kinase activity

0.27245
47 / 135

GO:0016740
transferase activity

0.97863
70 / 261

GO:0016772
transferase activity...

0.33524
49 / 144

GO:0016773
phosphotransferase a...

0.23226
46 / 130

GO:0019199
transmembrane recept...

0.14531
15 / 36

GO:0032403
protein complex bind...

0.67749
47 / 153

GO:0032404
mismatch repair comp...

0.00108
6 / 6

GO:0032407
MutSalpha complex bi...

0.01057
4 / 4

GO:0038023
signaling receptor a...

0.98490
29 / 122

GO:0043560
insulin receptor sub...

0.01488
5 / 6

GO:0044877
macromolecular compl...

0.85206
79 / 268

GO:0060089
molecular transducer...

0.99093
35 / 147

GO:0099600
transmembrane recept...

0.99085
24 / 107

GO MF DAG analysis



GO:0005575
cellular_component

1.0000
281 / 1386

GO:0005622
intracellular

1.0000
254 / 1211

GO:0005623
cell

1.0000
268 / 1318

GO:0005634
nucleus
1.0000

164 / 750

GO:0005654
nucleoplasm

0.9999
95 / 401

GO:0005737
cytoplasm

1.0000
208 / 943

GO:0005768
endosome

0.7148
28 / 95

GO:0005942
phosphatidylinositol...

0.0361
5 / 7

GO:0012505
endomembrane system

0.9996
87 / 358

GO:0015030
Cajal body

0.0316
3 / 3

GO:0016020
membrane

1.0000
164 / 731

GO:0016023
cytoplasmic, membran...

0.8802
35 / 128

GO:0016604
nuclear body

0.6241
18 / 59

GO:0019898
extrinsic component ...

0.7410
13 / 46

GO:0030139
endocytic vesicle

0.5211
12 / 37

GO:0031410
cytoplasmic vesicle

0.8347
39 / 138

GO:0031904
endosome lumen

0.0316
3 / 3

GO:0031974
membrane−enclosed lu...

1.0000
119 / 507

GO:0031981
nuclear lumen

1.0000
105 / 460

GO:0031982
vesicle
1.0000

75 / 342

GO:0031988
membrane−bounded ves...

1.0000
71 / 329

GO:0032300
mismatch repair comp...

0.0361
5 / 7

GO:0032991
macromolecular compl...

1.0000
131 / 535

GO:0043226
organelle
1.0000

241 / 1147

GO:0043227
membrane−bounded org...

1.0000
228 / 1084

GO:0043229
intracellular organe...

1.0000
230 / 1068

GO:0043231
intracellular membra...

1.0000
216 / 995

GO:0043233
organelle lumen

1.0000
119 / 505

GO:0043234
protein complex

0.9998
121 / 483

GO:0044422
organelle part

1.0000
181 / 795

GO:0044424
intracellular part

1.0000
251 / 1188

GO:0044425
membrane part

1.0000
105 / 491

GO:0044428
nuclear part

1.0000
115 / 495

GO:0044440
endosomal part

0.5396
15 / 47

GO:0044444
cytoplasmic part

1.0000
170 / 730

GO:0044446
intracellular organe...

1.0000
176 / 776

GO:0044451
nucleoplasm part

0.9275
27 / 105

GO:0044464
cell part
1.0000

268 / 1318

GO:0045335
phagocytic vesicle

0.0373
4 / 5

GO:0061695
transferase complex,...

0.3728
17 / 49

GO:0070013
intracellular organe...

1.0000
116 / 499

GO:0098796
membrane protein com...

0.9571
25 / 102

GO:1902494
catalytic complex

0.5001
40 / 125

GO:1990234
transferase complex

0.3171
31 / 90

GO:1990391
DNA repair complex

0.0804
7 / 13

GO CC DAG analysis


