
GO:0002064
epithelial cell deve...

0.03195
17 / 18

GO:0007154
cell communication

0.61169
148 / 200

GO:0007165
signal transduction

0.75954
138 / 189

GO:0007259
JAK−STAT cascade

0.02696
12 / 12

GO:0008150
biological_process

0.25635
293 / 393

GO:0009888
tissue development

0.56793
75 / 101

GO:0009987
cellular process

0.46104
278 / 373

GO:0023052
signaling
0.61405
145 / 196

GO:0030154
cell differentiation

0.18460
136 / 177

GO:0030855
epithelial cell diff...

0.00857
32 / 35

GO:0032502
developmental proces...

0.25603
181 / 239

GO:0035556
intracellular signal...

0.65896
80 / 109

GO:0044699
single−organism proc...

0.04454
269 / 355

GO:0044700
single organism sign...

0.61405
145 / 196

GO:0044763
single−organism cell...

0.05340
249 / 327

GO:0044767
single−organism deve...

0.27604
180 / 238

GO:0045595
regulation of cell d...

0.26593
78 / 101

GO:0045596
negative regulation ...

0.01035
40 / 45

GO:0048468
cell development

0.09127
92 / 116

GO:0048519
negative regulation ...

0.12642
146 / 189

GO:0048523
negative regulation ...

0.11697
138 / 178

GO:0048856
anatomical structure...

0.09384
172 / 223

GO:0048869
cellular development...

0.21519
140 / 183

GO:0050789
regulation of biolog...

0.55136
235 / 316

GO:0050793
regulation of develo...

0.17384
98 / 126

GO:0050794
regulation of cellul...

0.61082
227 / 306

GO:0050896
response to stimulus

0.35657
182 / 242

GO:0051093
negative regulation ...

0.08570
47 / 57

GO:0051716
cellular response to...

0.53008
166 / 223

GO:0060429
epithelium developme...

0.57264
52 / 70

GO:0065007
biological regulatio...

0.51913
239 / 321

GO:0097696
STAT cascade

0.02696
12 / 12

GO BP DAG analysis



GO:0000988
transcription factor...

0.52895
34 / 45

GO:0000989
transcription factor...

0.52895
34 / 45

GO:0001076
transcription factor...

0.07055
9 / 9

GO:0003674
molecular_function

0.25255
293 / 391

GO:0005488
binding
0.80322

273 / 367

GO:0005515
protein binding

0.45600
240 / 320

GO:0005543
phospholipid binding

0.07055
9 / 9

GO:0008289
lipid binding

0.15214
15 / 17

GO:0019899
enzyme binding

0.53754
63 / 84

GO:0019902
phosphatase binding

0.07314
14 / 15

GO:0030234
enzyme regulator act...

0.00611
29 / 31

GO:0043167
ion binding

0.74364
130 / 177

GO:0043168
anion binding

0.20250
67 / 85

GO:0098772
molecular function r...

0.06667
35 / 41

GO MF DAG analysis



GO:0005575
cellular_component

0.2506
299 / 398

GO:0005622
intracellular

0.7998
265 / 356

GO:0005623
cell

0.5398
285 / 380

GO:0005737
cytoplasm

0.3555
214 / 283

GO:0005794
Golgi apparatus

0.0681
39 / 46

GO:0005938
cell cortex

0.0296
12 / 12

GO:0009986
cell surface

0.0879
22 / 25

GO:0012505
endomembrane system

0.2316
82 / 105

GO:0030054
cell junction

0.0833
34 / 40

GO:0043226
organelle
0.9036

249 / 337

GO:0043227
membrane−bounded org...

0.8119
238 / 321

GO:0043229
intracellular organe...

0.6147
240 / 321

GO:0043231
intracellular membra...

0.6080
225 / 301

GO:0044424
intracellular part

0.7907
262 / 352

GO:0044444
cytoplasmic part

0.6454
160 / 215

GO:0044464
cell part
0.5398

285 / 380

GO:0071944
cell periphery

0.1723
101 / 129

GO:0099568
cytoplasmic region

0.0220
13 / 13

GO CC DAG analysis


