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b0720 - gltA
b4122 - fumB
b0728 - sucC
b1136 - icd
b0721 - sdhC
b0333 - prpC
b0118 - acnB
b4015 - aceA
b0116 - Ipd
b4120 - melB
b2715 - ascF |
b4195 - ulaC |
b3669 - uhpA |
b3224 - nanT |
b3599 - mtlA |
b1901 - araF |
b1310 - ycjN |
b2801 - fucP |
b3566 - xylF |
b1738 - chbB |
b2740 - ygbN |
b2150 - mglIB |
b1621 - malX |
b3139 - agaC |
b2938 - speA |
b0827 - moeA |
b3993 - thiE |
b3816 - corA |
b2498 - upp |
b3789 - rffH |
b3588 - aldB |
b3927 - glpF |
b4371 - rsmC |
b0420 - dxs |
b4242 - mgtA |
b2467 - nudK |
b0092 - ddIB |
b1702 - ppsA |
b2890 - lysS |
b1713 - pheT |
b3940 - metL |
b2797 - sdaB |
b0312 - betB |
b2905 - gevT |
b2319 - usg |
b3617 - kbl [
b0131 - panD |
b2935 - tktA |
b0425 - panE |
b3634 - coaD |
b0781 - moaA |
b0475 - hemH |
b0774 - bioA |
b2280 - nuo) |
b0973 - hyaB |
b2278 - nuolL |
b3426 - glpD |
b2725 - hycA |
b2202 - napC |
b1057 - yce] |
b0823 - ybiw |
b4136 - dsbD |
b2582 - trxC |
b1004 - wrbA |
b0313 - betl |
b0036 - caiD |
b1302 - puuE |
b4393 - trpR |
b0574 - cusB |
b4178 - nsrR |
b1905 - ftnA |
b3081 - fadH |
b3389 - aroB |
b2659 - csiD |
b2765 - queD |
b3771 -ilvD |
b1822 - rimA |
b1651 - gloA |
b0837 - ylil |
b3679 - yidK |
b0062 - araA |
b1034 - ycdX |
b1498 - ydeN |
b2962 - yggX |
b2159 - nfo |
b0472 - recR |
b3650 - spoT |
b3935 - priA |
b2344 - fadL |
b1677 - Ipp |
b0353 - mhpT |
b0954 - fabA |
b3651 - trmH |
b1652 - rnt |
b2607 - trmD |
b3465 - rsmD |
b3343 - tusB |
b2324 - mnmC |
b1637 - tyrS |

1:6.17

2:6.17 GO:0046356~acetyl-CoA catabolic process group 1:

3:5.94 GO:0009109~coenzyme catabolic process roup 2:

4:5.94 GO:0051187~cofactor catabolic process group 2:

5: 5.15 GO:0006084 ~acetyl-CoA metabolic process group 3: 2.12 -
6: 5.95 tricarboxylic acid cycle .

7: 4.2 ecq00020:Citrate cycle (TCA cycle) group 4: 1.94 -
8: 2.22 G0O:0008643~carbohydrate transport group 5: 1.51 .
9: 2.36 sugar transport )

10: 2.12 magnesium group 6: 1.45 .
11: 1.85 GO:0000287~magnesium ion binding group 7: 1.41 .
12: 3.91 ecv00260:Glycine,serine and threonine metabolism )

13: 1.95 GO:0006732~coenzyme metabolic process group 8: 1.40 .
14:1.62 GO:0051186~cofactor metabolic process group 9: 1.28 .
15: 3.19 GO:0009060~aerobic respiration )

16: 1.49 GO:0015980~energy derivation by oxidation of organic compoundsgrOUp 10:1.21 .
17: 1.49 GO:0045333~cellular respiration group 11: 1.15 .
18: 1.23 GO:0006091~generation of precursor metabolites and energy roup 12: 1.14 .
19: 3.89 ece00260:Glycine,serine and threonine metabolism group L1z L.

20: 2.34 GO:0006575~cellular amino acid derivative metabolic process group 13: 1.14 .
21: 2.61 G0O:0042398~cellular amino acid derivative biosynthetic process

22:1.26 GO:0046872~metal ion binding

23:1.24 GO:0043169~cation binding

24:1.24 G0O:0043167~ion binding

25: 2.45 manganese

26: 2.03 G0O:0030145~manganese ion binding

27: 3.43 G0O:0030258~lipid modification

28: 3.06 G0O:0019395~fatty acid oxidation

29: 3.06 G0O:0034440~lipid oxidation

30: 2.02 GO:0006631~fatty acid metabolic process

31: 7.01 metal ion-binding site:Calcium

32: 4.16 calcium

33: 3.71 GO:0005509~calcium ion binding

34:2.11 GO:0034470~ncRNA processing

35: 1.85 G0:0034660~ncRNA metabolic process

36: 1.88 GO:0006396~RNA processing



