
GO:0000975
regulatory region DNA binding

0.364570
4 / 25

GO:0000976
transcription regulatory region sequence−specific DNA bindin...

0.035941
4 / 11

GO:0001067
regulatory region nucleic acid binding

0.364570
4 / 25

GO:0003674
molecular_function

1.000000
1125 / 9219

GO:0003676
nucleic acid binding

0.506478
174 / 1424

GO:0003677
DNA binding

0.312163
126 / 990

GO:0003824
catalytic activity

0.536740
428 / 3515

GO:0003954
NADH dehydrogenase activity

0.000623
7 / 14

GO:0004672
protein kinase activity

0.568608
58 / 482

GO:0004712
protein serine/threonine/tyrosine kinase activity

0.021014
7 / 24

GO:0005488
binding

0.761775
502 / 4201

GO:0008233
peptidase activity

0.872133
18 / 184

GO:0008237
metallopeptidase activity

0.036986
5 / 16

GO:0016301
kinase activity

0.700387
66 / 570

GO:0016491
oxidoreductase activity

0.249474
93 / 712

GO:0016651
oxidoreductase activity, acting on NAD(P)H

0.042910
20 / 110

GO:0016740
transferase activity

0.905675
148 / 1327

GO:0016772
transferase activity, transferring phosphorus−containing gro...

0.868530
72 / 660

GO:0016773
phosphotransferase activity, alcohol group as acceptor

0.634543
64 / 542

GO:0016787
hydrolase activity

0.272169
160 / 1254

GO:0043565
sequence−specific DNA binding

0.105959
30 / 195

GO:0044212
transcription regulatory region DNA binding

0.335349
4 / 24

GO:0045735
nutrient reservoir activity

0.031143
10 / 43

GO:0070011
peptidase activity, acting on L−amino acid peptides

0.933373
16 / 179

GO:0097159
organic cyclic compound binding

0.504514
346 / 2833

GO:1901363
heterocyclic compound binding

0.518597
345 / 2829


