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b4036 - lamB
b0241 - phoE
b3720 - bglH
b2062 - wza |
b0741 - pal |
b0196 - rcsF |
b0814 - ompX |
b0150 - fhuA |
b1079 - figH |
b0584 - fepA |
b4220 - tamA |
b1202 - ycgV |
b4105 - phnD |
b1080 - flgl |
b2151 - galS |
b0064 - araC |
b2573 - rpoE |
b1512 - IsrR |
b1735 - chbR |
b0440 - hupB |
b3652 - recG |
b3822 - recQ |
b4348 - hsdS |
b3237 - argR |
b0145 - dksA |
b1625 - cnu |
b1799 - dmIR [
b0694 - kdpE |
b3743 - asnC |
b0399 - phoB |
b4393 - trpR |
b1306 - pspC |
b0889 - Irp |
b3183 - obgE |
b4278 - insG |
b1130 - phoP |
b3181 - greA |
b2550 - yphH |
b1594 - mic |
b3405 - ompR |
b0435 - bolA |
b3025 - gseB |
b1508 - hipB |
b2714 - ascG |
b3521 - yhjC |
b3857 - mobA |
b1860 - ruvB |
b2961 - mutY |
b1135 - rluE |
b2594 - rluD | ‘
b2745 - truD |
b3166 - truB |
b2565 - recO |
b3164 - pnp [
b2518 - ndk |
b2234 - nrdA |
b4213 - cpdB |
b0033 - carB |
b4244 - pyrl |
b3831 - udp |
b2048 - cpsG |
b2047 - wca) |
b2055 - wcaE |
b3176 - gimM |
b2388 - glk |
b0677 - nagA |
b0678 - nagB |
b0441 - ppiD |
b3347 - fkpA |
b0436 - tig |
b2126 - yehU |

1: 9.08 Porin

2: 8.43 GO:0046930~pore complex group 1:

3: 3.27 cell outer membrane roup 2:

4: 2.58 GO:0009279~cell outer membrane group 2:

5:2.46 GO:0019867 ~outer membrane group 3:

6: 2.06 GO:0044462~external encapsulating structure part roup 4:

7: 1.7 dna-binding group 4

8: 1.43 GO:0003677~DNA binding group 5:

9: 6.16 GO:0009982~pseudouridine synthase activity roup 6:

10: 6.14 GO:0001522~pseudouridine synthesis group 6:

11: 3.11 dna recombination group 7: 1.15 .
12: 2.25 GO:0006310~DNA recombination .

13: 2.48 ecv00240:Pyrimidine metabolism group 8: 1.06 .
14: 3.13 GO:0046377~colanic acid metabolic process group 9: 1.05 .
15: 3.13 GO:0009242~colanic acid biosynthetic process .

16: 7.71 ecs00520:Amino sugar and nucleotide sugar metabolism group 10: 1.02 .
17: 6.05 Rotamase

18: 5.65 G0O:0016859~cis-trans isomerase activity

19: 5.65 GO:0003755~peptidyl-prolyl cis-trans isomerase activity

20: 7.41 PIRSF003173:response regulator,OmpR type

21: 5.39 IPR001867:Signal transduction response regulator,C-terminal

22: 2.68 domain:Response regulatory

23: 2.54 IPR001789:Signal transduction response regulator,receiver region

24:2.15 SM00448:REC

25: 1.8 GO:0000156~two-component response regulator activity

26: 1.44 two-component regulatory system

27: 1.25 G0O:0000160~two-component signal transduction system (phosphorelay)



