
b0657	-	lnt
b3541	-	dppD
b1607	-	ydgC
b3543	-	dppB
b2056	-	wcaD
b1291	-	sapD
b2142	-	yohK
b3210	-	arcB
b3241	-	aaeA
b1515	-	lsrD
b0065	-	yabI
b1213	-	ychQ
b2749	-	ygbE
b1250	-	kch
b0857	-	potI
b2174	-	lpxT
b0723	-	sdhA
b1467	-	narY
b3824	-	rhtB
b3367	-	nirC
b1825	-	yebO
b1614	-	ydgA
b1795	-	yeaQ
b0957	-	ompA
b2175	-	mepS
b2277	-	nuoM
b0848	-	ybjM
b0128	-	yadH
b3196	-	yrbG
b2372	-	yfdV
b0197	-	metQ
b1209	-	lolB

b2595	-	bamD
b3009	-	yghB
b0287	-	yagU
b2502	-	ppx

b0814	-	ompX
b2077	-	iceT
b2828	-	lgt

b0241	-	phoE
b2536	-	hcaT
b1418	-	cybB
b0111	-	ampE
b3532	-	bcsB
b2722	-	hycD
b2701	-	mltB
b3233	-	yhcB
b2164	-	psuT
b1918	-	yecS
b3456	-	livM
b4074	-	nrfE
b0619	-	citA
b2742	-	nlpD
b2556	-	glrK
b3494	-	uspB
b2287	-	nuoB
b1830	-	prc
b1886	-	tar

b1533	-	eamA
b2158	-	yeiH
b0839	-	dacC
b2106	-	rcnA
b1024	-	pgaA
b1890	-	motA
b2148	-	mglC
b2308	-	hisQ
b2972	-	pppA
b4547	-	ypfN
b1272	-	sohB
b0698	-	kdpA
b1628	-	rsxB
b1992	-	cobS
b1688	-	ydiK
b1278	-	pgpB
b1063	-	yceB
b2378	-	lpxP
b3184	-	yhbE
b0633	-	rlpA
b3350	-	kefB
b3139	-	agaC
b2145	-	yeiS
b3531	-	bcsZ
b2957	-	ansB
b0716	-	ybgO
b2239	-	glpQ
b4075	-	nrfF
b4536	-	yobH
b3024	-	ygiW
b3453	-	ugpB
b2016	-	yeeZ
b1878	-	flhE

b1498	-	ydeN
b0740	-	tolB
b0533	-	sfmH
b1042	-	csgA
b3234	-	degQ
b0141	-	yadN
b2217	-	rcsB
b1107	-	nagZ
b3197	-	kdsD
b2044	-	wcaL
b3052	-	hldE
b2049	-	cpsB
b3789	-	rffH
b1594	-	mlc
b3428	-	glgP
b0759	-	galE
b4025	-	pgi
b2341	-	fadJ
b4377	-	yjjU
b2342	-	fadI
b3671	-	ilvB
b0903	-	pflB
b0077	-	ilvI
b3455	-	livG
b0509	-	glxR

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22

1:	1.47	cell	membrane
2:	1.43	membrane
3:	1.09	GO:0005886~plasma	membrane
4:	1.03	GO:0031224~intrinsic	to	membrane
5:	1.5	signal
6:	1.5	signal	peptide
7:	1.38	topological	domain:Cytoplasmic
8:	1.38	topological	domain:Periplasmic
9:	1.37	transmembrane	region
10:	1.37	transmembrane
11:	1.03	GO:0031224~intrinsic	to	membrane
12:	1	GO:0016021~integral	to	membrane
13:	1.78	GO:0000271~polysaccharide	biosynthetic	process
14:	1.59	GO:0005976~polysaccharide	metabolic	process
15:	1.58	GO:0016051~carbohydrate	biosynthetic	process
16:	6.9	GO:0016042~lipid	catabolic	process
17:	9	lipid	degradation
18:	3.38	lipid	metabolism
19:	3.47	ecg00650:Butanoate	metabolism
20:	1.69	nucleotide	phosphate-binding	region:FAD
21:	3.45	GO:0009081~branched	chain	family	amino	acid	metabolic	process
22:	2.87	GO:0009082~branched	chain	family	amino	acid	biosynthetic	process

group	1:	2.36
group	2:	1.94
group	3:	1.62
group	4:	1.33
group	5:	1.32
group	6:	1.28
group	7:	1.05
group	8:	1.04


