b0128 - yadH |
b0696 - kdpC |
2149 - mglA |
b1859 - znuB |

b0797 - rhiE |
b0962 - helD |
b3750 - rbsC |
b3732 - atpD |
b0068 - thiB |
63003 - yghA |

b3749 - rbsA

b1260 - trpA
b0870 - ItaE |
b1033 - ghrA |
b4024 - lysC |
b0004 - thrC |
b0311 - betA |
b1261 - trpB |
b2526 - hscA |
3201 - IptB |
b0394 - mak |
b0882 - clpA |
b3168 - infB |
b0723 - sdhA |
03454 - livF |
b2584 - pka |
b0091 - murC |
b2153 - folE |
b2912 - fau |
b4485 - ytfR |
00526 - cysS |
b3560 - glyQ |
b0495 - ybbA |
b0606 - ahpF |
b2049 - cpsB '
3030 - parE |
b1849 - purT |
b0933 - ssuB |
b0662 - ubiF |
b1763 - topB |
b1593 - ynfK |
b0794 - ybhF |
b1129 - phoQ |
b1638 - pdxH |
b0425 - panE :
2286 - nuoC |
2284 - nuoF |
b0131 - panD :
0314 - betT |
3447 - ggt |
b1234 - rssA :
b0071 - leuD |
b2600 - tyrA |
0386 - proC |
b4139 - aspA |
2023 - hisH |
0889 - Irp |
3457 - livH |
3824 - rhtB |
b3607 - cysE |
03412 - bioH |
b0424 - yajL |
b2346 - miaA |
b2178 - yejB |
b2197 - ccmE ;
b1244 - oppB |
b4065 - yicE |
b0590 - fepD |
b0598 - CstA |
b1476 - fanl |
b4086 - alsC |
b1769 - ydjE |
b3327 - gspF |
b0738 - tolR |
0336 - codB |
b1887 - chew |
b0367 - tauC |
b3661 - nipA |
03452 - ugpA |
b3578 - yiaN |
2198 - ccmD |
b2077 - iceT |
b1879 - flhA |
b2720 - hycF |
b3249 - mreD |
b0427 - yajR |
b2194 - ccmH :
3258 - panF |
2497 - uraA |
b1475 - fdnH |
b1110 - ycf) |
b1834 - yebT |
b4336 - yjiN |
b0867 - amiD |
b2453 - eutG |
60096 - IpxC |
b3860 - dsbA |
b1948 - fliP |
b1520 - yneE :
b3182 - dacB |
b4529 - ydb) |
b0156 - erpA :
b1683 - sufB |
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nucleotide-binding

2 GO:0042398~cellular amino acid derivative biosynthetic process
5 GO:0006575~cellular amino acid derivative metabolic process

7 GO:0009309~amine biosynthetic process

4 G0:0046394~carboxylic acid biosynthetic process

4 G0O:0016053~organic acid biosynthetic process

6 GO:0008652~cellular amino acid biosynthetic process

8 domain:ABC transporter 1

8 domain:ABC transporter 2

7 GO:0031090~o0rganelle membrane

9 GO:0030312~external encapsulating structure
G0:0009274~peptidoglycan-based cell wall

9 GO:0005618~cell wall

2 GO:0016226~iron-sulfur cluster assembly

2 GO:0031163~metallo-sulfur cluster assembly

7 GO:0031090~o0rganelle membrane

4 G0O:0031967~organelle envelope

4 G0O:0019866~0rganelle inner membrane

4
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3
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2
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5
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1
2
1
8
8
2
2
2
14 GO:0031975~envelope

37 G0O:0042623~ATPase activity,coupled
58 G0O:0043492~ATPase activity,coupled to movement of substances group 1:
58 G0:0042626~ATPase activity,coupled to transmembrane movement of substances roup 2:
47 GO:0016820~hydrolase activity,acting on acid anhydrides,catalyzing transmembrane movement of substances group <:
37 G0O:0015405~P-P-bond-hydrolysis-driven transmembrane transporter activity group 3:
37 G0O:0015399~primary active transmembrane transporter activity roup 4:
6 ecg00260:Glycine,serine and threonine metabolism group 4
41 GO:0017076~purine nucleotide binding group 5:
34 G0O:0000166~nucleotide binding roup 6:
8 GO:0030554~adenyl nucleotide binding group ©:
.38 GO:0001883~purine nucleoside binding group 7:
8 GO:0032555~purine ribonucleotide binding roup 8:
8 G0:0032553~ribonucleotide binding group c:
7 GO:0001882~nucleoside binding group 9:
5 GO:0005524~ATP binding
5 G0O:0032559~adenyl ribonucleotide binding
2 atp-binding
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