
stm1700	-	fabI
stm2948	-	cysJ
stm0002	-	thrA
stm3904	-	ilvD
stm3909	-	ilvC

stm3161	-	metC
stm0680	-	asnB
stm3903	-	ilvE
stm4578	-	serB
stm2071	-	hisG
stm1124	-	putA
stm4105	-	metF
stm0794	-	bioB
stm1725	-	trpC
stm1723	-	trpE
stm0213	-	dapD
stm1196	-	acpP
stm0112	-	leuB
stm0113	-	leuA
stm2667	-	pheA
stm4007	-	glnA
stm0403	-	yajB
stm2670	-	aroF
stm2384	-	aroC
stm0150	-	aroP
stm2355	-	argT
stm0399	-	brnQ
stm3567	-	livJ
stm3930	-	yifK
stm2809	-	proV
stm1584	-	ansP
stm3563	-	livH
stm2351	-	hisP
stm2353	-	hisQ
stm3564	-	livK
stm3126	-	N/A
stm4398	-	cycA
stm0887	-	artJ
stm0830	-	glnH
stm1954	-	fliY
stm0665	-	gltI
stm0959	-	lrp
pslt006	-	repA
stm1876	-	holE
stm0264	-	dnaQ
stm3912	-	rep
stm4557	-	holD
stm0994	-	mukB
stm2692	-	N/A
stm0408	-	secF
stm1874	-	N/A
stm0380	-	ddlA
stm0376	-	sbmA
stm3112	-	mltC
stm0546	-	fimD
stm2266	-	apbE
stm2555	-	glyA
stm1318	-	katE
stm2512	-	xseA
stm2067	-	sbcB
stm3734	-	rph
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1:	2.66	GO:0016053~organic	acid	biosynthetic	process
2:	2.66	GO:0046394~carboxylic	acid	biosynthetic	process
3:	2.82	GO:0008652~cellular	amino	acid	biosynthetic	process
4:	2.72	GO:0009309~amine	biosynthetic	process
5:	6.9	amino-acid	transport
6:	3.82	GO:0006865~amino	acid	transport
7:	3.54	GO:0015837~amine	transport
8:	2.86	GO:0046942~carboxylic	acid	transport
9:	2.86	GO:0015849~organic	acid	transport
10:	11.59	PIRSF002740:lysine-arginine-ornithine-binding	protein
11:	9.33	SM00062:PBPb
12:	9.07	IPR001638:Extracellular	solute-binding	protein,family	3
13:	12.1	IPR015683:Glutamate	receptor-related
14:	10.37	IPR018313:Extracellular	solute-binding	protein,family	3,conserved	site
15:	10.89	IPR005768:Lysine-arginine-ornithine-binding	periplasmic	protein
16:	4.02	GO:0015171~amino	acid	transmembrane	transporter	activity
17:	3.56	GO:0005275~amine	transmembrane	transporter	activity
18:	9.07	IPR004840:Amino	acid	permease,conserved	site
19:	5.04	IPR002293:Amino	acid/polyamine	transporter	I
20:	5.04	IPR004841:Amino	acid	permease-associated	region
21:	4.51	PIRSF006060:AA_transporter
22:	3.82	PIRSF006060:amino	acid	transporter
23:	6.72	branched-chain	amino	acid	biosynthesis
24:	5.35	GO:0009082~branched	chain	family	amino	acid	biosynthetic	process
25:	4.4	GO:0009081~branched	chain	family	amino	acid	metabolic	process
26:	3.91	sec00290:Valine,leucine	and	isoleucine	biosynthesis
27:	4.33	GO:0003887~DNA-directed	DNA	polymerase	activity
28:	4.33	GO:0034061~DNA	polymerase	activity
29:	1.8	GO:0006260~DNA	replication
30:	1.65	GO:0030312~external	encapsulating	structure
31:	1.62	GO:0030313~cell	envelope
32:	1.6	GO:0031975~envelope
33:	3.94	GO:0009073~aromatic	amino	acid	family	biosynthetic	process
34:	3.94	GO:0046417~chorismate	metabolic	process
35:	3.74	GO:0009072~aromatic	amino	acid	family	metabolic	process
36:	3.71	sec00400:Phenylalanine,tyrosine	and	tryptophan	biosynthesis
37:	5.02	aromatic	amino	acid	biosynthesis
38:	8.07	carbon-carbon	lyase
39:	2.81	GO:0043648~dicarboxylic	acid	metabolic	process
40:	1.87	GO:0019438~aromatic	compound	biosynthetic	process
41:	3.25	GO:0009067~aspartate	family	amino	acid	biosynthetic	process
42:	2.77	GO:0009066~aspartate	family	amino	acid	metabolic	process
43:	14.08	sek00680:Methane	metabolism
44:	3.35	stt03430:Mismatch	repair
45:	2.89	GO:0004527~exonuclease	activity
46:	2.97	exonuclease
47:	2.51	GO:0030288~outer	membrane-bounded	periplasmic	space
48:	1.57	GO:0044462~external	encapsulating	structure	part

group	1:	4.60
group	2:	3.89
group	3:	2.61
group	4:	2.42
group	5:	1.71
group	6:	1.32
group	7:	1.29
group	8:	1.20
group	9:	1.18
group	10:	1.11
group	11:	1.09
group	12:	1.02
group	13:	1.01


