
b0889	-	lrp
b0078	-	ilvH
b3455	-	livG
b0074	-	leuA
b3670	-	ilvN
b3458	-	livK
b3771	-	ilvD
b2155	-	cirA
b3391	-	hofQ
b0566	-	envY
b2075	-	mdtB
b1920	-	fliY

b4553	-	ysaB
b2062	-	wza
b3860	-	dsbA
b0192	-	nlpE
b0929	-	ompF
b4291	-	fecA
b0241	-	phoE
b0531	-	sfmC
b2110	-	yehC
b0199	-	metN
b0090	-	murG
b3809	-	dapF
b3213	-	gltD
b0032	-	carA
b3360	-	pabA
b2678	-	proW
b4139	-	aspA
b1658	-	purR
b0652	-	gltL

b3940	-	metL
b3958	-	argC
b4208	-	cycA
b1593	-	ynfK
b3990	-	thiH
b2614	-	grpE
b2038	-	rfbC
b0636	-	rlmH
b1473	-	yddG
b0065	-	yabI
b0451	-	amtB
b1242	-	ychE
b3915	-	fieF

b0896	-	dmsC
b0128	-	yadH
b0738	-	tolR

b0879	-	macB
b1243	-	oppA
b3464	-	ftsY
b3156	-	yhbS
b0435	-	bolA
b0491	-	fetB
b3057	-	bacA
b2452	-	eutH
b0687	-	seqA
b0091	-	murC
b0518	-	fdrA
b2280	-	nuoJ
b3747	-	kup
b3738	-	atpB
b1912	-	pgsA
b3705	-	yidC
b1101	-	ptsG
b3739	-	atpI
b3101	-	yqjF
b1949	-	fliQ

b0734	-	cydB
b3184	-	yhbE
b4231	-	yjfF
b0633	-	rlpA
b1602	-	pntB
b0904	-	focA
b1886	-	tar

b3857	-	mobA
b3183	-	obgE
b3339	-	tufA
b2727	-	hypB
b2049	-	cpsB
b1739	-	osmE
b2916	-	argP
b1071	-	flgM
b2048	-	cpsG
b2057	-	wcaC
b1951	-	rcsA
b3532	-	bcsB
b2821	-	ptrA
b1553	-	rzpQ
b2239	-	glpQ
b3527	-	yhjJ

b1826	-	mgrB
b2206	-	napA
b0830	-	gsiB
b4034	-	malE
b0740	-	tolB
b3192	-	mlaC
b0952	-	pqiC
b2108	-	yehA
b4479	-	dgoR
b2782	-	mazF
b1827	-	kdgR
b2088	-	insE1
b0034	-	caiF
b4004	-	zraR
b1659	-	ydhB
b0551	-	quuD
b3822	-	recQ
b3131	-	agaR
b3243	-	aaeR
b4348	-	hsdS
b3912	-	cpxR
b2805	-	fucR
b3292	-	zntR
b0316	-	yahB
b2714	-	ascG
b3283	-	yrdD
b1860	-	ruvB
b0601	-	ybdM
b1842	-	holE
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1:	4.82	GO:0009082~branched	chain	family	amino	acid	biosynthetic	process
2:	4.15	GO:0009081~branched	chain	family	amino	acid	metabolic	process
3:	2	GO:0044462~external	encapsulating	structure	part
4:	1.68	GO:0030313~cell	envelope
5:	1.74	GO:0008652~cellular	amino	acid	biosynthetic	process
6:	1.61	GO:0016053~organic	acid	biosynthetic	process
7:	1.61	GO:0046394~carboxylic	acid	biosynthetic	process
8:	1.57	GO:0009309~amine	biosynthetic	process
9:	16.95	GO:0042803~protein	homodimerization	activity
10:	6.36	GO:0042802~identical	protein	binding
11:	3.57	GO:0046983~protein	dimerization	activity
12:	1.28	GO:0030312~external	encapsulating	structure
13:	1.23	GO:0031975~envelope
14:	1.18	GO:0009274~peptidoglycan-based	cell	wall
15:	1.18	GO:0005618~cell	wall
16:	3.05	gtp-binding
17:	2.75	GO:0032561~guanyl	ribonucleotide	binding
18:	2.75	GO:0019001~guanyl	nucleotide	binding
19:	2.75	GO:0005525~GTP	binding
20:	1.99	GO:0019867~outer	membrane
21:	1.87	GO:0009279~cell	outer	membrane
22:	4.3	GO:0006551~leucine	metabolic	process
23:	4.3	GO:0009098~leucine	biosynthetic	process
24:	4.3	GO:0045934~negative	regulation	of	nucleobase,nucleoside,nucleotide	and	nucleic	acid	metabolic	process
25:	4.3	GO:0010605~negative	regulation	of	macromolecule	metabolic	process
26:	4.3	GO:0010558~negative	regulation	of	macromolecule	biosynthetic	process
27:	4.3	GO:0051172~negative	regulation	of	nitrogen	compound	metabolic	process
28:	4.05	GO:0009890~negative	regulation	of	biosynthetic	process
29:	4.05	GO:0031327~negative	regulation	of	cellular	biosynthetic	process
30:	3.19	GO:0046377~colanic	acid	metabolic	process
31:	3.19	GO:0009242~colanic	acid	biosynthetic	process
32:	1.33	signal
33:	1.33	signal	peptide
34:	1.41	dna-binding
35:	1.3	GO:0003677~DNA	binding

group	1:	2.45
group	2:	1.68
group	3:	1.51
group	4:	1.38
group	5:	1.31
group	6:	1.25
group	7:	1.25
group	8:	1.22
group	9:	1.19

group	10:	1.18
group	11:	1.13
group	12:	1.12


