
b4485	-	ytfR
b0820	-	ybiT
b2149	-	mglA
b3749	-	rbsA
b0794	-	ybhF
b0464	-	acrR
b3226	-	nanR
b0059	-	rapA
b2573	-	rpoE
b2399	-	yfeD
b0080	-	cra
b1284	-	yciT
b4348	-	hsdS
b2741	-	rpoS
b3237	-	argR
b2531	-	iscR
b0145	-	dksA
b4201	-	priB
b1305	-	pspB
b0571	-	cusR
b1739	-	osmE
b2217	-	rcsB
b2105	-	rcnR
b4052	-	dnaB
b0694	-	kdpE
b3905	-	rhaS
b0566	-	envY
b1323	-	tyrR
b4324	-	uxuR

b0889	-	lrp
b1237	-	hns

b2733	-	mutS
b2735	-	ygbI

b3857	-	mobA
b1860	-	ruvB
b3148	-	yraN
b2798	-	ygdG
b2516	-	rodZ
b1958	-	yedI
b2021	-	hisC
b1260	-	trpA
b2599	-	pheA
b1704	-	aroH
b1264	-	trpE
b4171	-	miaA
b0586	-	entF
b2233	-	yfaL
b3765	-	yifB

b3693	-	dgoK
b0882	-	clpA
b1098	-	tmk
b0026	-	ileS
b2514	-	hisS
b3625	-	waaY
b4112	-	basS
b2708	-	srlQ
b2780	-	pyrG
b0495	-	ybbA
b3780	-	rhlB
b0397	-	sbcC
b2060	-	wzc

b0887	-	cydD
b0642	-	leuS
b1854	-	pykA
b1637	-	tyrS

b0639	-	nadD
b0473	-	htpG
b3856	-	mobB
b0426	-	yajQ
b2614	-	grpE
b0221	-	fadE
b2711	-	norW
b3962	-	sthA
b3774	-	ilvC
b1948	-	fliP

b3065	-	rpsU
b2606	-	rplS
b3315	-	rplV
b3316	-	rpsS
b3299	-	rpmJ
b3186	-	rplU
b1073	-	flgB
b1282	-	yciH
b2249	-	yfaY
b3360	-	pabA
b3843	-	ubiD
b0724	-	sdhB
b0826	-	moeB
b4139	-	aspA
b0131	-	panD
b0452	-	tesB
b3946	-	fsaB
b0156	-	erpA
b3708	-	tnaA
b2937	-	speB
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1:	5.3	domain:ABC	transporter	1
2:	5.3	domain:ABC	transporter	2
3:	1.5	dna-binding
4:	1.38	GO:0003677~DNA	binding
5:	4.07	ecc00400:Phenylalanine,tyrosine	and	tryptophan	biosynthesis
6:	3.61	aromatic	amino	acid	biosynthesis
7:	2.43	GO:0009073~aromatic	amino	acid	family	biosynthetic	process
8:	2.34	GO:0046417~chorismate	metabolic	process
9:	1.51	atp-binding
10:	1.47	nucleotide-binding
11:	1.32	GO:0030554~adenyl	nucleotide	binding
12:	1.32	GO:0001883~purine	nucleoside	binding
13:	1.3	GO:0017076~purine	nucleotide	binding
14:	1.3	GO:0001882~nucleoside	binding
15:	1.29	GO:0005524~ATP	binding
16:	1.29	GO:0032559~adenyl	ribonucleotide	binding
17:	1.27	GO:0032555~purine	ribonucleotide	binding
18:	1.27	GO:0032553~ribonucleotide	binding
19:	1.21	GO:0000166~nucleotide	binding
20:	1.86	GO:0043228~non-membrane-bounded	organelle
21:	1.86	GO:0043232~intracellular	non-membrane-bounded	organelle
22:	2.04	protein	biosynthesis
23:	1.68	GO:0006412~translation
24:	1.78	GO:0006732~coenzyme	metabolic	process
25:	1.5	GO:0051186~cofactor	metabolic	process
26:	5.96	GO:0006568~tryptophan	metabolic	process
27:	5.96	GO:0006586~indolalkylamine	metabolic	process
28:	5.96	GO:0042434~indole	derivative	metabolic	process
29:	5.96	GO:0042430~indole	and	derivative	metabolic	process
30:	2.93	GO:0009072~aromatic	amino	acid	family	metabolic	process
31:	4.92	GO:0000162~tryptophan	biosynthetic	process
32:	4.92	GO:0042435~indole	derivative	biosynthetic	process
33:	4.92	GO:0046219~indolalkylamine	biosynthetic	process
34:	2.05	GO:0042401~biogenic	amine	biosynthetic	process
35:	1.67	GO:0006576~biogenic	amine	metabolic	process
36:	4.1	GO:0019720~Mo-molybdopterin	cofactor	metabolic	process
37:	4.1	GO:0051189~prosthetic	group	metabolic	process
38:	4.1	GO:0006777~Mo-molybdopterin	cofactor	biosynthetic	process
39:	4.1	GO:0032324~molybdopterin	cofactor	biosynthetic	process
40:	4.1	GO:0043545~molybdopterin	cofactor	metabolic	process
41:	2.83	GO:0042558~pteridine	and	derivative	metabolic	process
42:	2.83	GO:0042559~pteridine	and	derivative	biosynthetic	process
43:	5.41	Molybdenum	cofactor	biosynthesis

group	1:	1.92
group	2:	1.49
group	3:	1.33
group	4:	1.26
group	5:	1.22
group	6:	1.22
group	7:	1.16
group	8:	1.12
group	9:	1.11


