
bsu32080	-	yuiB
bsu37320	-	narK
bsu24970	-	pstA
bsu11270	-	yjzD
bsu37530	-	ywhC
bsu03110	-	ycgH
bsu07910	-	yfkF
bsu38150	-	qoxC
bsu01580	-	ybaR
bsu38130	-	ywcE
bsu29990	-	pbuO
bsu18170	-	yngA
bsu03700	-	gerKA
bsu38330	-	lrgB
bsu39060	-	citH
bsu04140	-	pbpC
bsu19610	-	yodI

bsu24800	-	yqgW
bsu03060	-	lctP
bsu40660	-	yybF
bsu22510	-	ypjC
bsu13520	-	ykrP
bsu24010	-	bmr

bsu36510	-	amtB
bsu32120	-	yuzG
bsu33050	-	gerAA
bsu31450	-	kinB
bsu24750	-	yqhB
bsu25040	-	yqgB
bsu22860	-	yphA
bsu33000	-	htrB
bsu19520	-	yojA
bsu04470	-	dctP
bsu38750	-	cydB
bsu05340	-	ydfA
bsu39950	-	yxaJ
bsu14350	-	yknX
bsu30990	-	thiT
bsu12900	-	htrA
bsu09965	-	yhaJ
bsu21840	-	ypjP
bsu33250	-	yvrL
bsu08000	-	yfjQ
bsu05690	-	ydhB
bsu12260	-	yjlA

bsu06380	-	yebC
bsu16370	-	fliR

bsu03250	-	ycgR
bsu30290	-	amyC
bsu37510	-	pbpG
bsu19130	-	yocA
bsu37230	-	ywjA
bsu33310	-	fhuB
bsu29530	-	sppA
bsu30170	-	ytcP
bsu07700	-	nagP
bsu21980	-	ypdP
bsu09120	-	dgcK
bsu24110	-	yqzF
bsu35950	-	rbsC
bsu31150	-	yubB
bsu09940	-	yhaL
bsu31480	-	yuxJ
bsu38140	-	qoxD
bsu15650	-	yloB
bsu38410	-	sacX
bsu31510	-	yufK
bsu32270	-	yutH
bsu03380	-	yckB
bsu39610	-	yxeB

bsu24680	-	comGF
bsu36350	-	ywpD
bsu37410	-	albE
bsu10290	-	yhfN
bsu03010	-	amhX
bsu38400	-	epr
bsu07690	-	yflG
bsu10770	-	wprA
bsu38090	-	vpr
bsu29870	-	ytzB
bsu11770	-	cotW
bsu15330	-	sigG
bsu10730	-	yisI
bsu28660	-	sspI
bsu37620	-	rsfA
bsu22200	-	cotD
bsu10040	-	ecsA
bsu08550	-	sspK
bsu12460	-	xlyB
bsu10790	-	asnO
bsu17970	-	cotM
bsu10740	-	yisJ
bsu13990	-	kinA
bsu15760	-	prpC
bsu02600	-	cwlJ

bsu13640	-	spo0E
bsu29690	-	acuA

bsu25600	-	comER
bsu18480	-	proH
bsu12910	-	proG
bsu03210	-	ycgN
bsu02370	-	ybgA
bsu40130	-	yydK
bsu30460	-	ytrA
bsu09480	-	yhdI
bsu18630	-	exlX
bsu35860	-	pgdS
bsu02700	-	estA
bsu18650	-	pelB

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39

1:	1.5	transmembrane
2:	1.5	transmembrane	region
3:	1.36	membrane
4:	1.37	cell	membrane
5:	1.15	GO:0016021~integral	to	membrane
6:	1.1	GO:0031224~intrinsic	to	membrane
7:	1.06	GO:0005886~plasma	membrane
8:	2.76	GO:0006508~proteolysis
9:	2.58	GO:0008233~peptidase	activity
10:	2.56	GO:0070011~peptidase	activity,acting	on	L-amino	acid	peptides
11:	2.14	Protease
12:	1.81	GO:0030435~sporulation	resulting	in	formation	of	a	cellular	spore
13:	1.81	GO:0043934~sporulation
14:	1.67	sporulation
15:	24.89	PIRSF000193:Pyrrol-5-carb_rd
16:	24.89	PIRSF000193:pyrroline-5-carboxylate	reductase
17:	21.84	GO:0004735~pyrroline-5-carboxylate	reductase	activity
18:	19.57	IPR004455:NADP	oxidoreductase,coenzyme	F420-dependent
19:	19.57	IPR000304:Delta	1-pyrroline-5-carboxylate	reductase
20:	8.74	GO:0016646~oxidoreductase	activity,acting	on	the	CH-NH	group	of	donors,NAD	or	NADP	as	acceptor
21:	8.29	GO:0006561~proline	biosynthetic	process
22:	7.94	GO:0016645~oxidoreductase	activity,acting	on	the	CH-NH	group	of	donors
23:	7.53	GO:0006560~proline	metabolic	process
24:	3.19	GO:0009084~glutamine	family	amino	acid	biosynthetic	process
25:	2.3	GO:0009064~glutamine	family	amino	acid	metabolic	process
26:	2.6	bsu00330:Arginine	and	proline	metabolism
27:	0.89	GO:0018130~heterocycle	biosynthetic	process
28:	6.07	GO:0004252~serine-type	endopeptidase	activity
29:	4.29	Serine	protease
30:	3.52	GO:0017171~serine	hydrolase	activity
31:	3.52	GO:0008236~serine-type	peptidase	activity
32:	4.54	SM00345:HTH_GNTR
33:	4.6	IPR000524:Bacterial	regulatory	protein	GntR,HTH
34:	4.38	domain:HTH	gntR-type
35:	2.34	Secreted
36:	1.77	GO:0005576~extracellular	region
37:	8.39	IPR015500:Peptidase	S8,subtilisin-related
38:	8.39	IPR000209:Peptidase	S8	and	S53,subtilisin,kexin,sedolisin
39:	3.7	zymogen

group	1:	2.29
group	2:	2.08
group	3:	1.85
group	4:	1.64
group	5:	1.59
group	6:	1.28
group	7:	1.23
group	8:	1.13


