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KB TIX MRSA D B-F 7 X ARB LGS Y aRT7F FRADERZHBFOEAZ B
PLTRIF RV AV OETEBRRSTH S EORBR & BABSH L 0 FEEICOVT
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WFFERR

(1) GlmS U R A LD

BAET FUREOMBETER S THIXTF R U I VITHIBRNICERY AEREEZ HBME L
LTExDBRERTARSIND (K1), ZOF T GlmS FEENICERY AATEE . DEZBERL
RPF RV I BRRICHET S key module TH2 (K2), iz, BET FUREOSES NagB
DEWERIEEIZE D (Komatsuzawa et al. Mol. Microbiol. 2004, 53: 1221-1231) . ¥ED 43 EIX =
D GImS DHTITPNTVWB L EX D, £, LETOHEIC LY gmS REHKIZBW T N-TEF L
ITNay IR EDT I )EEFEELTRET TERNI L, AF VI RNV av S, Y DREME
BRIBICHERTE ZE2HEL TS, £ZT, AFETIE GlmS OEFHFFIZ >V TH.LIIHREZ
1To7z,

1) UR—F— AT AT X DEEHT
PIBTORRIZ LY GlmS ORBFIIN-TEF A ad I itk VD TR EEZRHLTWEED
(Komatsuzawa et al. Mol. Microbiol. 2004, 53: 1221-1231)., glmS orf EitigD ¥ DE 45 E THEE
FEHICEE L TWANXYIE Z L R—F—Z 37 L LTAHT a—ASIEEIC OV TR E1T> 7.

FE

pCL15 X7 Z—% AW nE—F —EEERFE L, FHEIIRELOFEICELTIT-o
(Komatsuzawa et al. Antimicrob. Agents Chemother. 1999, 43:2121—2125), 7' 1 £— & —{EiK%

KB LT xylE O LRICELXDDNA 757 AV FEBALLETS T AI NEERLE, Bbhi7T X

2 F% 8. aureus RN4220 IZEA U7 #R 2 1B U 7= MEOB A B & CH 2 55% %, B % lysostaphin

WEOVRRELELBD LIEESZHBERE S LTERALE, A7 a—VofEEEREEE LTI

T —IEEERRE LT,

FER
FEZK 3T, Ex O truncated DNA fragment # AW fEE, 7 a1 € — & —4@EEIX glmS orf ®
400 bp YU b ERIBICHEET A Z ERHLDICR o T, Eio, N-T2FAT vay I (50mM) Fi0
12 & 0 EBBEIEEREADT B 121% orf £ 180 bp 25 300 bp DEEAMNETH D Z LW RENT, N-
TeFLT N I IR TH, 180 2>5 300 bp EFEHDOKRBIZ LY v —& —EFHEIX
FRELEZ 25, intact RRETE Yo —F —EEEZIMES A THWEZ 2 8E2 b,

e, E—F—2HET FNURHOMBRESKRRICESFT BT THD fmt BlrFOTnE—
Z—ZAN, N-TEFALIZVayI VRN I3RERASICESETIBEBETEEREHAAERTY
N—TFTEFATNay IRl Fae—F—EERERED Lz,

2) gIlmS Y BFA LDOHEEREE

Bucillus sutilis T glmS ® N-7E2F NIV ad I il L EEEEOIMAIIL DNAKAE Y V7 &
DFFURZBLEFICED LD TIERL glmS-mRNA V)V TCORRIRZ2INTND Z ERHRES
iz (Winkleret al. Nature. 2004, 428: 281-286), +ZC, ®R&7 NUKED glmS BnF EHEIIC
DWW THEEES| TOFREAET 21T o 2R, B. subtilis L FIFICERABT FUREL VRS 527



FEEHAEALTVWAZ ERHLNCRT (K4), Fh, A ahIve ) VBICEATFRIND IR
YA AEEEHABCRY, VAL raTHpcr/vayrIvre ) vBEREET 2L T
glmS-mRNA O 53RIHER4y 25 self cleavage #HBZ 42 & CEHREFEERMHEHI SN 5,

3) EEMPCR AW U ARV A AEMHEORKRH

ik

4ITRT Y RV A AEEEEBICERY FUKRENRTNE I DI OVWTHRINT 2D, K5I
T LT FA v—%REF L. Real-Time PCR #1To 72, FHEEN 5 cleavage site ZHier L 5722
BT2o07T54<v—ky b (glmS-50 + glmS-29, glmS-28 + glmS-29) Z{E& L. #¥ T glmS orf
RIc—oDT7 5 <w—k& v b (SA1959-F + SA1959-R) Z#EE L, ThENDOTFA~v—ky I &
BAWT, glmS BEFE2EH75 X3 FDNA @1 0 ERIIFREZ2HBILCEENE PCR 21TV, E=
HOMHREIToTz, TEMOERPEONTZOAREREITo 72, Overnight culture 22 EFH L\
N-7E®F N Z N =H I 3N (50 mM) B L OFERINO Trypticase Soy Broth (ZHEFE U i UBEA 2
Bk CHEE%, 2RNA ZHH L7z, cDNAZAR L., TN EEE L L TEEM PCR 21T 7,

Fh, b —ODERE U CHEEEHFTHE CERELAERE N-TEF ATV I RRML
BREFMICEZER L. RNA ZH#H LAROERZT o7,

R

S aureus COL B LU BB270 HRICOWTHRN LI-EREZK 517" T, WTHRORRIZBWTS N-
FrFNT N ad I RIS CREE LEEA.glmS-50 & glmS-29 077 4 <w—k v MZ L% PCR
EWIIRIBIZED Li-, 77, glmS28 & glmS29 D7 T4 v—%k v M XBEH LA Lz,

BREHEOBELZR6IZTT, N-TEFAI VoV I RN S5ENLEEICY RV A LGS
HRBD BN, £, TFA v —F& v b D glmS28 +glmS-29 IZ X 3 EH b 2 eI ER EZR Lz
T HIETEMAMC L gimS- mRNA Z0HL DL E LWSEEZIT TS Z ENEBEZ N E.
U REZEMTIZE Y GlmS Z X7 DEHRAEL N-TEFAIT VY I RN 3 0 0% bERIRE
DER LU,

4) EEKRE AT

THETOMERRIZLY, N-TEF LIV ad I U EINC L BEOSED GlmS OEFEIZLY
FEEINTNAZEBNHALNC oD, glmS VAP A LOBEEKEZER L gInSEERGOER
12 & B EBR S~ DEEIZ OV THRE Lz,

Fik

IPTGIC LB & Ry REFREAEER 7T A 2 FpCL15 Z AV, Ex DER glmS BT ZHALL
PRI REER L ®T7), ZDB. 7T A3 Fi S aureus RN4220 ICEA Lk % &7, £72.
NRFVFT77 =P80 aAVWEREEAILLY, ZhThD 77 23 F& BB270 HRIZBA LT,
BONFHEERANT, Vo RZ VEFIZE S GlmS ORBEIC OV TREZITY, e THx3v Y
VOBR/NBEEHRILRE (MIC) ZHEIE L7,

;\n% .

VRS Aa7 BB RV glmSE N-TEFATAFIVBRMLESETHZ 237 ORBM
B3RO b TIEEMRREELZ R L (K8), YINEM 2B Lz glnS Tb N-TEFAL Ty
UM X ARBAMEIDELITITRD bRhroT,



FXH U VRERZHIZOWTIL, I U R A Ao THEEE KK SR TIIKER MIC EOET
RED LN (F1), LU, UIETEA 2 B L8 Tik MIC OB ENIER IZITBO b izho T,

(2) PTS RO

ME ISR EET I IE L2 OEEZRV AR, TRAF—REOCHMBERTF K7 ) B ERREI
FALTHWDS, FEORVIAKIZIZEELZY VBRI LARANICER Y ATe 27 A (phosphotransferase
system: PTS) & PTS Y RFAZFA LR (non-PTS) L 2 05H3REERLDO PTS ThHoH,
PTS I EMENEHLx OFEICL VR 5 PTS BEET D, BEAT FURE DS ) LETORERIZEK
DHEESINS PTS 2K 27T, Fva—R, N7 h—RRELED PTS OFEEREZLND,
ZFZTCAMETIIEERICE D PTS REOHELZFENICERV ALHZRE L, £fEx O PTS KBk
FEMUEOBARBER L3 HEFIOBZEDOEIT OV THLNITT B,

1) PTS REBHROIERE L OFEAIRZ AR

Fik

PTS R#EHOEEITIEERSMH TS X I F pCL52.1 AV, Hx D PTS #a— 43 orf DT T
TRA "Ry Z—ITBAANTE ST AI FEER L, 20%h, HAT FURE MW2 I’ A3
REBAL, 4 2CTEETEIZILTENDOEGFIITIAI FEBEASES 1 mlABIIEICLY
EEKREER Lz, BEFOWEX PCR B CHEREITo 7,

R
51 7D PTS BX O PTS @V VEKIZE S 3 B2 EER pts]l OB EE=, iEAID MIC
DFRERFPEIICTT, B-TF7FLHBLIOTA a7 =0 OREEMHIIKRE REBIIEBD o7,

2) FEx OFEE% A= PTS REEROHEREREIC OV T

ik

1) THLNEZREKEZRANT, SREHOBEREEZD Z LICX VHEFEEIZ OV THEFNZ2ITo 7,
AR HOERIZLLETA W H 0 (Komatsuzawa et al. Mol. Microbiol. 2004, 53: 1221-1231) % {#
BL, ZAaa—2R (10% wtivol) Db VIZT7INVY v—R, 7 h—R, AZa—R </ h—2A,
FT4)—A, NTEFNINVapIy, IrayI v eERBORE CRIMIZEMLEZ, 96 U=V
FL—h2AWT, ERLEEL OEZ2E0EE2EIEESH OB TR 2EFRET 2%, BIK
ZHOE (105/well) HML, 2 4RI L4 8 BEEIHE D E DIEFE 4 AR THER L7,

FER

BRERAITT, ptsI ORBHRIZBWTCIERT 7 b—RA, 74/ —A, A/ —A, N-TEFNVT
P I, FaY I VEROBMTIIEOEERRED bIRP o, gatC, treP BEERIZIBWT
EN-7E2F TN ay I RIS TOEBENRD b2 RESHEAIERKR L OMOERERITET
EFIHNZENRENE, LML, ZTOMOEERFRICEBNTIIEL REEEBICELERET I &I
B LN,

(3) CcpA EEKRDFEHT

FEx DEREOF TN a—AZMEBEOETERLBER CHD, MEIXZ OIS NV a—REFET, FEFETIC



BOWTEFORBBRICBOWTERIEFREEL TS, LERoT, FAra—Rickb 7 a—\L
RAEERFNEET S Z LB L 0NMZ2 > TE D Catabolite control protein (CepA) A3FE 4 DHEE
WCY ) MEFIC L VRESN TS, BET FYREICH CopA OFEIRS/ A ETHBINTH
%, 72T, CepA KRIBHEEIER UEAIRZMEIZ DUV TR ZITV, SERHIR & S8 R M 0 BB I
DWTREZIT> 7,

1) CcpA REHROERE L OMERAENT

FiE

ccpA RABREDIERLT (2) D 1) ITE L TITo 7, BT PCR BT T cepA BEFDOIREL R
Lize ZOERBEANTI A2 —ROBUAHBIZOWTHREZ21ToT-. BREEL2ETI I NV a—
REREHPICEN L —EREEEREREEI L, ZOBHNEEIC OV TR Lz, £, BEE 4%
SDS THELE URE RS 2 BRESR, MREE S ORFEEICOWTHRET L,

i, BN ERER LUOBKRICOWTHE 4 OEXIRZHRR 21T o 77,

FER

cepA RIE¥EE A F LV VEZHEHRRNA220 BB L A F 2V UittERE (BB270 #k) TH7,
TN —ZADBGARBEIZ DWW TRET LEAER, FRICHER T v a— X0RUAALEIZEL AR
mMERLE (®9), £-, REBEOFET N-TEFALIT LIy I VI ONTORY ALERE T
R, JNVa—RLERICBUAREDEDPRD b, MIE~ORBITT2EE81E7va—X, N-
TEFANITNaF IV EBITERKEERERENETIR DN o7,

BANRZMNZ OV TIE CopA BEKIZBWTEAL R B—TF 7 ¥ 2FID MIC DA BRBD bz, £
Toy Nrawf U ORZELENMERERLE (E5).

2) CepA ZERRIZB B~A 7 a7 LA T

Fik

CepA B EK L BRICOW TR EUETEEI % E & T ER% . £RNA ZH#iH L cDNA % &/ Alexa Flour
555 and 647 (Invitrogen) TT7 XU 7 %4TV>, S. aureus N315, MW2, Mu50 #:D4£ ORF #/E#& L
T2AGA R RA (WMKRZEFERARM & OERMFEICL VIER) AV 2HRICHO VT OREL LR
ﬁgﬁ%ﬁo f:o

MR

CepA BEBFRIZBWTHEA DR TFORILOEH PR DO b7z (R 6), I carbohydrate metabolism
DN DDETFD CepA BERICBWTHRBHAEREZ R Lz, £72, 7 BRBROKZBRH
ZOEFIZONWTH—HEHNRBO SNz, LrL, RV U UEEZ 7 280 MIRESRRD
RFIZ oW TIRERB TR ERTINIZ D LI h o7z, CepA DFERBEN TH B cre BFINERT F
VERE TIX9 OERBD N EAERICESHZ R L2 bDIE2 0FERETH o,

(4) FEx OFER%E V- BRNELR T RIANT

BAT RURBEOAF V) OBEABZHENERTFOEROEEICLVE(LEZELZD0, $fEL
DEFEL TCOBBEFRANNT — BB E LSO ERF LI, |

1) FRIRE AR



ik

BEHIZIX (2) -2) THAWEAREHZER L, Thbb, s OFERDN 50mM 2725 X 5128
HFIZ R USERARRIEICL Y MIC 2HE Lz, N-TEFArrad I VidEKRE 10mM 2
A LDICHOBERE & bICERM L, EERIZ MRSA % Tdh 5 COL, MW2, BB270 % 7z,

R

BEERTICTRT, 77 h—ADHZDOEMEHTiX COL, BB270 #RITZEAIFEARIMEFIZB VT HHE5E
BED LR Do Tr, BEMMED COLRIZBWWTIETZ VY b —X S OFEROFEINEZ#E AW HE.
TNa—ARNEgEHOL O L MICE S IZIERCEEZR L, LrL, MW2, BB270 #RiZBWTIHL F
Lot — AT N o2 — R RN RO O 4 &V MICEEZR L7z, £z, MW2 KRIZo0N
TIEZ 7 b—A, NTEFAIT NV I UFEFRMEHRTE MICED EEBRH bivic,

3) wA a7 VAT L D%E

T

Bx OEZRMUI-EREREZ ANTRS L, A LZEKRIE MW2 T, fEx ORHL CTREOETER
BEIE CHEE%. 2 RNA ZHIH L (3) —2) LRBOFETENTN21To7, Vv a—AEIMEDF
HeEZTNFROFERMEORIE & OLEBET 21T > 72,

mR
Bx ODERBINCEVBGEFRBERZ VAT ERBELNICR-T2 (R8), T, HEER
B72 PTS BREA LN oTn, F7n, NI —RADOBEBFERE L LT LD ENR Y RE—URE
RABLORAED BN, UL, MBEEORBICESTARFITO VTR E Y REREEIRIR
note,



KA

EBET FIREDORAF LIV VBIONYya<v Al U REMHEEEORER & OBERICOWTHLNZ
TA7D, LTDEIZDW TR 21T 72,

1) PTS VAT AKBHROEREL JOEFGRZME : BE&7 FURES ) A RCFET DI/ va—3R,

2)

3)

4)

INadIED PTS VAT AL TEREBEROEREIT o7z, Er OEANI§ 5 REEZMEICS
WTRET LR, BLAICREZENELR LERIIRD ohdo T,

CcpA EEMDOVERE L ORBRMENT : I3 —ARBO 7 o — VFEHEREF D CepA DEEKE
B, BEIRSHRBREIT T, BR. AF VY OMEEORIRRD LN, o, <A
a7 LA EITIZ LY CepA OFEAELF] (Cre B2F) 2F T HEEBETFOF TERRIZ CopA ITXV FE
BB b3 RIETHERIFRFEETE 7, 7. CopA DRBIZL VEELZZ T 2B EBETFHORENT
&7,

GlmS U R A LD : mRNA LUV T EOH RO R LENEZREFTT 2720, orf
e BIT 3B OEEOT e —4 —FEHEERL, XylE VR—F— X7 57 7 =T
AR EREBER LRSI LR, Yot —2— L orf Bt ADORB L% 300bp DEENEE
ThHAEREBA L, Eo. N-TEFAZL Y I U FEIMNC XS glnS-mRNA O U AP A AT
X BB TIETEMEIC OV T EEM PCRIETRE LIZE R, N7 2F A7 v ad I RN
XV GIETTE IR L7228, gImS-mRNA F Db DD GFEREBHBR L TWD Z EBH LN -T2,

BxOBERMCEB~A 70T VA Ja—R, TNy bh—RA, 77 b—REDELx D

CEBRMLUEBORBREE <A 7 a7 VAL VR L, T ZhOEICEET 5 PIS 2R L

WLz, £, Bx OFEFET CORRNICELT IRFIZOVTH R I —=v I BRTAT,



HRERTFRT VAV ER

)

f MM MM N SR S IS SN M M MO RN D N N ) £ UG JOUUUN VRN 0UURN SO SOOI JUVISL MU O SN A SN U SO NN JUUN SN NN SN AU N TR N S N N S )
0 SR AL JOONE SO DUDONE DA U WY SN AR AN SN N0 N NN 0NN WO NN MR AN NN DN NN W S SN N N S U DN SURY SUE M DU SO JON MO SN S O AT TN SO M W
| AN TSR MR DA SRS RARDNE RO D0 N U SO SN VRS N U SV ST AN JUY AU NS VOO NN N N N N S SN WOUN A TN SON TN M A0S SO SN S N U U VU D M O I
[ DM DM SN AR MM ARNY JUNG N S0 S NN NN NN S U MR SO N N T NN DU SN SRE R AR SN 00000 Y0V A0 NN SN SN DN MO N NN S S BN MO MM SO M M A N )
f I JE S Y N S N S SO W S N SR SN WA AN T DS A0 ST T SN JOMN AN DR RN YN0 SN S0 AR N SN Y NN U SN S TR N TN O SO M N I S )
G DN S SOV UOUR O VUL SN JUINE VIR JARIDE R AU INPNU VU 0V DU SNt JMM TN NN VMO DA SN SN SN DU NN NN DU N AN TN 200K DA T N N S S RN S DA SR SN S M )
20 T S D ) L DOV VO VRN DU AU SOV SOV MK AN SN SN N | B UM SN NN NN N UUUU OO VU JUUUUOL NUUUUR JUUISE OV MK WA AN TN I JMMNNE SN N N DN SO N W 2 N 1
!
- s e
GIcNAc—MurNAc-pentapeptlde-(gIy)5 e e M e S o
F IS TN N M MO SN MUY MR RN MO M M O N ) (=1
E VRN M IR SO O SN S SO N S DS SN S S FiLl
EJNNE M IOVt 20 NN T Nt ) I i1 i (I} ! £ SN N N NN SV N N - I I 30 3 t 1.0 L.t ) O SN W DU N RN VOO MR A S )
NSNS SN U L U S Y U N LSOO SOV VUM N M M N N S W |
‘l‘!’lll‘l'llltlll ) H
1
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GIcNAc-MurNAc-pentapeptlde-(gly)s
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e I A e O i e 20 T b e e i s s Tt bt S S e By S S S S S B S s s a4

moenomycin

y

C55-PP-GICNAC-MurNA

bacitracin...» R

‘murF <~ cycloserine

murA

> > >
3
S

P pbp1,2,3,4
Cs55-PP-GIcNAc-MurNA

B-lactam

il 2l

femC fmhB femA femB
UDP- MurNAc-pentapeptlde :

vancomycin
teicoplanin

*murz <4+ fosfomycin il § B

UDP-GIcNAc
$ glmuU

*glmll/l
Glucosamine-6P

r? N-acetylglucosamine-6P < -*-

. > Fructose-6P € -+--+====
g/mS, NagB




( membranej

B2 MOMAHRER (ETIVR)

- GIcN-1-P
GlcNAc GIlcNAc-6-P + gimU
+ nagA

GIcN GIcN-6-P glmM GlcNAc-1-P
Fr-6.P UDP-GIcNAc

b AN

Glucose-6-P Glycolysis
, : \ 4

mannitol mannitol-1-P peptidoglycan

EXINDIEIIPTSH 5 WL\ [Inon-PTSICK VEHERNICRRVIAEN, B2 DORIGERTRIER.

HMESRRECSREINS,



ribozyme core region

orf 1—SD

g/mS-promaoter

SD

100 bp

glmS orf

XyIE activity

4+ GIcNAc

HK9918
HK9994
HK9995
HK9996
HK10029
HK10028
HK10001
HK10015
HK10016
HK10017
HK10023
HK10010
HK9998
HK9997
HK9991
HK9992
HK9993
HK10000
HK9999

NRRRRREE £+ =Lt Sy

ZZZZZZZZ
vlvlwlwiwielwiw)

orf1-promoter <

<€

HK10005
HK10009
HK10006
HK10014

P+

Ly

fmtA-promaoter

=

> >

>-

>

HK9984
HK10002
HK10007
HK10022
HK10024
HK9607

ettt

=111l

] 3 Reporter systemlZdk Sg/mS promoter & 4EH=ET
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G A A A
glmS RNA of S. aureus G-¢ u v 5 ImS )—3’
A -U Pda ﬁ U >
. U-A G translation
A .
Rlbozvm§ core u-a A G Fructose-6P + glutamine :
lf GAU AC 'GGA ﬁ : e
AA’,C AA C x D 4-----""
u G U AA A .
AN G G _,G A () Glucosamine-6P
A-U G A A
P1 U-A UL U A-U G
S = T
A-U P2 A-U -
A-U U-A a-uPd 4
‘C-G AU U-A A
G-U G-C U-A A
U-A G-C C -G G
CAGUUAAAGCGCCUG  GACGAGGA C-GUUAG  AUCGCCA
G-U
cleavage p3 A%
© S mRNA cleavage
G C

B4 mRNA-gimSDIEEE XD ribozymeET IV
WHEEZNDS. aureusDmMRNA-gimSD 5° RIDH#EE () BLUribozymeFHEDFEETIINZETRT (B) .



cleavage

- core reglon glmS orf glmS-mRNA
. o R e veeeeeeens eeeeenanenn A RS LR
gimS-28 9 SA1959-F -
< glmS-29 < SA1959-R
* +GlIcNAc (degradation)
BB270 COL
without GIcNAc

Relative ratio against PCR products
(g9ImS-50+29) grown without GIcNAc

X5 TEE

gImS28+29

gimS50+29 SA1 959 F+R g|m850+29 SA1959-F+R

gImS28+29

£PCR;%IC L AmMRNA-gImSDIEE B DIRE

Il vith GicNAC



X 6

0

0O 5 10 20 30 60 120

f—— add GIcNAc

5 10 20 30 60 120 min

Western blotting

|
|
\ none
\| —_— —l— gimS-50+29
o) \ |
= 4 —&— gimS-28+29
x o ﬂt;i _
\‘ GlIcNAc
ST~ ol gIMS-50429
SO TR —— e
T~ e ™ cer@eer gIMS-284+29
001 - . —e o
0 20 40 60 80 100 120 Real-Time PCR
Time(hr)

EEMHPCRIEIC K BGIcNACRIMBEEDMRNA-gImSD 9 S 4 D& 5t



cleavage

b———— — — —1 pTF799

— = —1 pTF836

site SD
L l I [ | . X ] ,
p
pCL15 -
Ll
\.

— — —1 pTF854

Lacl binding site

Pspac promoter| Polycloning site

Amp
ori pBR)

Strains constructed

pCL15

pTF850

pTF779 pTF836 pTF854 pTF850

RN4220
(MSSA)

------------------------------------------------------------

BB270
(MRSA)

TF5421 TF5390 TF5407 TF5427 TF5426

TF3391 TF5394 TF5417 TF5442 -

7 gImS-HELEEHRDIER



RN4220

5421 5390 5407 5427 5426
PTG - - + + - - + + - - + + - - + + + +
GleNAc — 4+ _ + — + - 4+ — + - + - + - + - +

BB270

5391 5394 5417 5442
PTG _ - + + - — + + - — + + — — + +
GleNAe - + - + - + - + - + - + - + - +

8 gImS—FHINLETEMkIZHITAGImSHKIZE (Western Blotting)



14C-Glucose incorportion 3 H-GIcNAc incorporation
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X1 gmSEEMODOAFH Y DMIC
(BA4L: pg/ml)

chemically defined medium

Glu Glu+GlcNAc TSB
IPTG . + i + N .
TF5391 128 128 64 64 64 64
TF5394 2 1 >05 >05 4 4
TF5417 32 32 32 32 16 16
TF5442 32 32 16 16 32 32

Glu: glucose (10%) GlcNAc: N-acetylglucosamine (2%)



x2 HEEIJFVHKEAOPTSHEIUERLI-EEK

gene ID name operon ORF length character mutant constructed
SA0183 glcA 2046 PTS enzyme Il (EC 2.7.1.69), glucose—specific, factor lIA homologue O
SA0186 SA0184-187 5 hypothetical protein, similar to sucrose phophotransferase enzyme Il O
SA0208 SA0207-0209 1269 maltose/maltodextrin transport permease homologue (@]
SA0209 SA0207-0209 840 maltose/maltodextrin transport permease homologue

SA0233 1530 PTS enzyme Il (EC 2.7.1.69), glucose—-specific, factor Il homologue O
SA0236 SA0235-0237 468 hypothetical protein, similar toPTS fructose—specific, factor IIBC homologue

SA0237 SA0235-0237 279 hypothetical protein, similar toPTS galacitol-specific, factor IB homologue

SA0238 gatA 1260 hypothetical protein, similar toPTS galacitol-specific, factor lIC homologue (e]
SA0255 792 hypothetical protein, similar toPTS bata-glucoside—specific enzyme II, ABC component O
SA0320 444 hypothetical protein, similar toPTS fructose-specific enzyme lIBC component

SA0432 treP 1428 PTS enzyme I, phosphoenolpyruvate—dependent, trehalose specific (@]
SA0655 fruA 1959 PTS system, fructose specific permease, enzyme lIA O
SA0935 pts 1719 phosphoenolpyruvate—protein phosphatase O
SA1255 501 PTS system, glucose specific enzyme IIA component

SA1547 ptaA 1467 PTS system, N-acetylglucosamine —specific enzyme IIABC component O
SA1960 mtlF  1SA1960~1963 1539 PTS system, manitol-specific enzyme IIBC component @]
SA1962 mt/A  |SA1960-1963 435 PTS system, manitol-specific enzyme IIA component

SA1992 lacE  {SA1997-1991 1713 PTS system, lactose~specific enzyme IIBC component ]
SA1993 lacF |SA1997-1991 312 PTS system, lactose—specific enzyme lIA component

SA2053 864 glucose uptake protein homologue o]
SA2114 givC 1605 PTS system, arbutin-like enzyme IIBC component O
SA2167 scrA 1443 PTS system, sucrose—-specific enzyme [IBC component O
SA2326 ptsG 2067 PTS system, glucose—-specific enzyme [IABC component O
SA2434 SA2433-2435 1953 fructose PTS enzyme fruA homologue O




&3 PTSZEEMRDAFIIY , FA4aTS5=2OMIC

mutated gene name character IFI | FAaT5=Y
none Wild type (MW2) 16 05
SA0183 glcA PTS enzyme Il (EC 2.7.1.69), glucose—specific, factor IIA homologue 16 0.5
SA0186 hypothetical protein, similar to sucrose phophotransferase enzyme Il 16 0.5
SA0208 maltose/maltodextrin transport permease homologue 8 05
SA0233 PTS enzyme Il (EC 2.7.1.69), glucose~specific, factor Il homologue 8 0.5
SA0238 gatA hypothetical protein, similar toPTS galacitol-specific, factor IIC homologue 16 1
SA0255 hypothetical protein, similar toPTS bata—glucoside—specific enzyme Il, ABC component 16 0.5
SA0432 treP PTS enzyme II, phosphoenolpyruvate—dependent, trehalose specific 16 0.5
SAD0655 fruA PTS system, fructose specific permease, enzyme [IA 32 0.5
SA0935 ptsl phosphoenolpyruvate—protein phosphatase 32 1
SA1547 ptaA PTS system, N—-acetylglucosamine —specific enzyme IIABC component 32 1
SA1960 mtlF PTS system, manitol-specific enzyme [IBC component 8 1
SA1992 lacE PTS system, lactose—specific enzyme IBC component 16 1
SA2053 glucose uptake protein homologue 16 1
SA2114 givC PTS system, arbutin—like enzyme IIBC component 8 1
SA2167 scrA PTS system, sucrose—specific enzyme [IBC component 32 0.5
SA2326 - ptsG PTS system, glucose—specific enzyme IIABC component 16 0.5
SA2434 fructose PTS enzyme fruA homologue 16 0.5

(B ug./ml)




=4 PTSZEEMDELDEERIZLHIETEEE

mutated gene name character glucose fructose galactose maltose lactose raffinose
none Wild type (MW2) 0.04 0.08 0.04 0.04 0.04 0.04
SAQ183 glcA PTS enzyme It (EC 2.7.1.69), glucose-specific, factor IA homologue 0.04 0.08 0.04 0.04 0.04 0.04
SA0186 hypothetical protein, similar to sucrose phophotransferase enzyme Il 0.08 0.08 0.04 0.08 0.04 0.04
SA0208 maltose/maitodextrin transport permease h logue 008 0.08 0.04 0.08 0.04 0.04
SA0233 PTS enzyme Il (EC 2.7.1.69), glucose—specific, factor Il homologue 0.08 0.16 0.04 0.08 " 008 0.08
SA0238 gatA hypothetical protein, similar toPTS galacitol-specific, factor IC homologue 0.08 0.04 0.04 0.04 0.04 0.16
SA0255 hypothetical protein, similar toPTS bata-glucoside-specific enzyme Hl, ABC component 0.08 0.08 0.04 0.08 0.04 0.04
SA0432 treP PTS enzyme li, phosphoenolpyruvate-dependent, trehalose specific 0.16 0.16 0.32 0.08 0.08 0.16
SA0655 fruA PTS system, fructose specific permeass, enzyme IJA 0.08 0.16 0.08 0.16 0.08 0.08

SAQ0935 ptsl | phosphoenolpyruvate—-protein phosphatase 0.16 1.25-0.63 no growth 0.63 no growth no growth
SA1547 ptaA PTS system, N-acetylgli ine —specific enzyme JABC component 0.08 0.18 0.08 0.08 0.08 0.08
SA1960 mtiF PTS system, manitol-specific enzyme lIBC component 0.08 0.08 0.08 0.08 0.08 0.08
SA1992 lacE PTS system, lactose-specific enzyme IBC component 0.08 0.08 0.04 0.08 0.04 0.04
SA2053 glucose uptake protein homologue ) 0.08 0.08 0.04 0.08 0.04 0.04
SA2114 givC PTS system, arbutin-like enzyme IBC component 0.08 0.08 0.04 0.04 0.04 0.04
SA2167 scrA PTS system, sucrose-specific enzyme lIBC component 0.08 0.08 0.04 0.08 0.04 0.04
SA2326 ptsG PTS system, glucose-specific enzyme IIABC component 0.08 0.08 0.04 0.08 0.08 0.08
SA2434 fructose PTS enzyme fruA homologue 0.08 0.08 0.32 0.08 0.08 0.16

none COL (wild type) 0.04 0.32 1.25 0.02 0.04 0.16-0.04
none BB270 (wild type) 0.08 1.25-0.08 0.32 0.08 0.08 063

HIELNEHOBSICIX10% I SDEER S EE =T (B L 9% [wtivol])



RS CcopAZEMDFRIRZE

oxacillin methicillin teicoplanin  vancomycin fosfomycin bacitracin moenomycin
strain GIcNAc(mM) 541, 48h  24h 48h 24h 48h 24h 48h  24h 48h 24h 48h  24h 48h
BB270 0 256 512 512 512 0425 025 025 05 32 64 64 256 006 0.125
10 8 512 32 512 <006 025 025 05 32 64 32 128 0015 0.6
HK9949 (ccpA) 0 ND. 25  ND. 25 ND. 006 ND. 05 ND. 32 ND. 64 ND. 0015

10 N.D. <1 N.D. <4 N.D. <0.03 N.D. <0.03 N.D. 16 N.D. <1 N.D. <0.001




6 7L R34 (RN4220 vs. RN4220 ccpA)

TSB cDM GENEID | creficd] | gene name characteristic function category.
ratio(mutant/parent) | ratio(mutantiparent) | N315H (DOGAN)
0.89 1.00 SAQ001 dnaA chromosomal replication initiator protein [nformation pathway
085 1.04 SA0002 dnaN DNApolymerase i, beta'chain Information pathway
085 092 SAQ003 cre conserved hypothetical protein
075 092 SA0004 recF DNA repair and genetic protein Information pathway
056 077 $AD00S avriB DONA gyrase subunit B Information pathway
051 072 SAC006 ayrA DNAgyrase subunit A Information pathway
1.36. 118 SAQ007 conserved hypothetical protein
117 076 SA0008 cre hutH histidine ammonia-lyase
083 SA0009 cre serS seryHRNA
1.20 SAQ010 protein, similar to amino acid
1.33 SA0011 hypothetical protein, similar to homoserine-o-acetyltransferase
087 $A0012 conserved hypothetical protein
073 SA0013 conserved hypothetical protein
094 SA0014 wpll 508 ribosomal protein 1.9 Information pathway
078 SA0015 dnaC replicative DNA helicase Information pathway
0.90 SAQ016 purA adenylosuccinate synthase W
1.0 SAQO17 vicR response regulator
092 SAQ018 vicK two-component sensor histidine kinase
0386 SAD019 conserved hypothetical protein
084 SA0020 conserved hypothetical protein
0.80 SA0021 conserved hypothetical protein
081 5A0022 hypothetical protein, similar to 5'-nucleotidase
156 5A0023 orfX conserved hypothetical protein orfX
1.27 SA0080 conserved hypothetical protein
1.06 $A0081 conserved hypothetical protein
1.2 SA0082 conserved hypothetical protein
089 SAQ083 conserved hypothetical protein
1.00 SA0084 hypothetical protein, simitar to homo sapiens CGl-44 protein, PRO1975 protein miscellaneous other function
091 SA0085 conserved hypothetical protein
0.97 5A0086 hypothetical protein
085 SA0087 hypothetical protein
1.26 $A0088 hypothetical protein
1.36 $A0090 hypothetical protein
1.50 SA0091 ple 1-phosphatidylinositol phosphodiesterase precurosr other function
1.00 SA0092 hypothetical protein
093 SA0095 hypothetical protein
1.01 SA0096 hypothetical protein
0.88 SA0097 hypothetical protein, similar to transcription regulator AraC/XyiS famity
143 SA0098 hypothetical protein, similar to aminoacylase
1.02 SA0099 hypothetical protein, simitar to transmembrane efflux pump protein
057 SAD10Q con: protein
1.69 SA0100a conserved hypothetical protein
1.04 - SA0102 67 kDa Myosin-crossreactive streptococcal antigen homologue
1.02 SA0103 conserved hypothetical protein
071 SA0104 hypothetical protein, similar to transcription regulator GntR family
090 SAQ10S hypothetical protein
088 SA0106 cre IctP L-lactate permease homologue
076 SAQ107 spa Immunoglobulin G binding protein A precursor
1.28 SAQ108 sarH1{sarS) staphylococcal accessory regulator A homalogue
097 $A0109 sirC lipoprotein
067 SAQ110 sirB lipoprotein
0.82 SAQ111 SirA lipoprotein
094 SA0112 hypothetical protein, similar to cysteine synthase
095 SA0113 hypothetical protein, similar to omithine cyclodeaminase -
0% 5A0114 conserved hypothetical protein ]
1.23 SA011S hypothetical protein, similar to multi-drug resistance efflux pump .+ transport/binding..
057 SA0116 hypothetical protein, similar to rhizobactin siderophore biosynthesisprotein Rhsd miscellaneous other function
0.80 SA0117 hypothetical protein, similar to rhizobactin siderophore biosynthesisprotein Rhsﬂ ] i ther fu
1.12 SA0118 hypothetical protein, similar to various aldolase B
1.10 SA0119 hypothetical protein, similar to diaminopimelate decarboxylase
.00 5A0120 ___hypothetical protein
SA0121 hypothetical protein
SA0122 butA acetoinreductase
SA0123 protein, similar to UDP-glucose 4 {gale-1)
SA0124 protein, similar to TuaA F
SA0125 protein, similar to Eps(Exopolysaccharide) ¢
SA0126 protein, similar to capsular ide synthesis protein 14H i nding’ Wi
SA0127 protein, similar to capsular synthesis protein 14L : transport/blnding:” call e
SA0128 sodM superoxide dismutase detoxification r‘ﬁ*v“ other fun
SA0129 ical protein
SA0130 protein, similar to trehalose operon repressor
SAD131 pnp purine phosphorylase
SAD132 hypothetical protein, similar to tetracyclin protein
5A0133 dra aldolase
SAQ134 drm i
1.19 1.07. SA0135 hypothetical protein, simitar to phosphonates transport permease : ort g
1.14 0.92 SA0138 hypotheticat protein, similar to transport v rtfoinding’:
087 076 SA0137 hypathetical protein, simitar to transpart system protein : trangportdinding
1.12 091 SA0138 protein, similar to ABC tranporter 5 . tran inding:
115 086 SA0139 protein ]
0.91 0.70 SAD140 protein, similar to
1.83 0.98 5A0142 hypothetical protein, similar to DNA-binding protein Information pathway
377 1.03 SA0143 adhE alcohol. dehydrogenase Iyl lismz tam hol
113 0.85 SA0144 capA capsular synthesis enzyme CapSA fo atypical other function
092 0.79 SA0145 capB capsular aride synthesis enzyme CapS8 adaptation to atypical other function
0.87 075 SAD146 capC capsular polysaccharide synthesis enzyme Cap8C adaptation to atypical other function
078 053 SAD147 capD capsular polysaccharide synthesis enzyme CapSD adaptation to atypical other function
1.00 77 SAD148 capE capsular polysaccharide synthesis enzyme Cap8E adaptation to atypical other function
1.08 0.66 SA0149 capF capsular polysaccharide synthesis enzyme CapSF adaptation to atypical other function
1.02 0.70 SA0150 capG capsular polysaccharide synthesis enzyme Cap56G adaptation to atypical other function
0.94 0.77 SA0151 capH capsular palysaccharide synthesis enzyme O-acety| transferase CapSH adaptation to atypical other function
0.89 0.76 SA0152 capl capsular polysaccharide synthesis enzyme Cap5l adaptation to atypical other function
082 0.70 SA0153 capd capsular polysaccharide synthesis enzyme Cap5J adaptation to atypical other function
061 0.51 SA0154 capK capsular polysaccharide synthesis enzyme Cap5K adaptation to atypical other function
1.05 0.91 SA0165 capL capsular polysaccharide synthesis enzyme CapSL adaptation to atypical other function
1.00 0.96 SAD156 capM capsular polysaccharide synthesis enzyme Cap5M adaptation to atypical other function
095 1.00 SAD157 capN capsular palysaccharide synthesis enzyme Cap5N adaplation to atypical other function
116 0.94 SA0158 capO capsular polysaccharide synthesis enzyme Cap8O adaptation to atypical other function




capsular ide synthesis enzyme Cap5P adaptation to atypical other function

097 098 SAD159 capP
078 092 SA0160 conserved ical protein
135 134 SA0161 conserved ical protein
6.24 401 SA0162 cre aldA aldehyde Bezica S liats meiab]
1.26 1.1 SA0163 hypothetical protein, similar to calion-efflux system membrane protein CzcD  transport/binding
117 111 SA0164 hypothetical protein
SA0165 ___hypothetical protein, simitar to alpha-helical coiled-coit protein SrpF .
SA0166 ical protein, similar to nitrate ‘ 1 indis
SA0167 protein, similar to i in SpL
SA0168 icat protein, similar to probable permease of ABC
SA0169 protein, similar to acyl-CoA family protein
SA0170 conserved ica! protein
SA0IT1 fdh NAD. formate
SAQI72 protein, similar to integral protein LmiP. teanispe ;
SAO173 hypothetical protein, similar to surfactin synthetase antibiotic production other function
SA0174 conserved hypothetical protein
SA0175 ical protein
SAD176 protein, similar to N- 5
SAQI77 argJ arginine b is b { protein
SAD178 araC N a i el
SAD179 cre ornithine
SA0180 protein, similar to branched-chain amino acid transport system carrier protein
SAD181 ical protein, similar to i
SA0182 pratein, similar to indole-3-j 1t slC! Dl(5) ediary’mel
SADiS3 cre gicA PTS enzyme It (EC 27.1,69), glucese-specific, factor lIA ansha/blF S ok
$SA0184 cre conserved hypothetical protein
5A0185 | . conserved hypothetical protein
SA0186 hypothetical protein, similar to sucrose phosphotransferase enzyme Il
SA0187 hypothetical protein, similar to transcription regulator ay
SA0189 hsdR probable type i restriction enzyme restriction chain Information pathway
SA0189a hsdR probable type | restriction enzyme restriction chain (f Information pathway
SA0198 oppF oligopeptide transport ATP-binding protein v I o el
SA0199 oppB#truncatgruncated hypothetical protein, similar to oligopeptide ABC transporter permeas
$A0200 hypothetical protein, similar to dipeptide transporter protein dppC
$A0201 rlp RGD-containing lipoprotein
$A0202 cre hypothetical protein, similar to gamma-glutamyltranspeptidase precursor
$AQ203 hﬁothetical érotein
SA0204 NAD(P}H dehydrogenase homologue
SA020S hypothetical protein, similar to lysostaphin precursor
SA0206 cre msmX multiple sugar-binding transport ATP-binding protein
SA0207a hypothetical protein, similar to maltose/maltodextrin-binding protein
SA0207b hypothetical protein, similar to maltose/maltodextrin-binding protein t
5A0208 maltose/maltodextrin transport permease homalogue : irénsport/ inding’:. i
5A0209 maltose/maltodextrin transport permease homologu : Ort, } anve ’ ndips
SA0210 hypothetical protein, similar to NADH-dependent dehydrogenase < [!‘eg g\ﬁ;p%g, d%;’g,ces»s‘%
SAD211 hypothetical protein, similar to NADH-dependent dehydrogenase 5 el {eng@‘é % na?grgéﬁ%é;
SAQ212 conserved hypothetical protein
SA0213 conserved hypothetical protein l
SA0214 uhpT hexose phosphate transport protein
$A0215 hypothetical protein, similar to two-component response regulator
5A0216 hypothetical protein, similar to two-component sensor histidine kinase
SA0217 hypothetical protein, similar to periplasmic-iron-binding protein BitC
SA0218 cre pflB formate acetyltransferase
$SA0219 pfiA formate acetyltransferase activating enzyme
SA0220 hypothetical protein, similar to glycerophosphodiester phosphodi
540221 hypothetical protein
SAQ222 coa staphylocoagulase precursor
SAQ223 acetyl-CoA acetyltransferase homologue
SA0224 hypothetical protein, similar to 3-hydroxyacyl-CoA dehydrogenase
SA0225 cre hypothetical protein, similar to glutaryl-CoA dehydrogenase
5A0226 hypothetical protein, similar to acid-CoA ligase
SA0227 i conserved hypothetical protein_*
SA0228 hypothetical protein .
SA0229 hypothetical protein, similar to nickel ABC transporter nickel-binding protein _:
5A0230 conserved hypothetical protein
SA0231 hypothetical protein, similar to flavohemoprotein
SA0232 cre IctE L-lactate dehydrogenase
5A0233 PTS enzyme (EC 2.7.1.69), maltose- and glucose-specific, factor It homologue
SA0234 hypothetical protein, similar to inosine-uridine preferring nucleoside hydrolase
$A0235 hypothetical protein, similar to BglG antiterminator family
SA0236 hypothetical protein, similar to PTS fructose-specific enzyme [IBC component
SA0236a hypothetical protein, similar to PTS fructose-specific enzyme IIBC component
5A0237 hypothetical protein, similar to PTS, galactitol-specific IB component :
5A0238 gatC robable PTS galactitol-specific enzyme IIC component
SA0239 sorbitol dehydrogenase
SA0240 sorbitol dehydrogenase homologue
5A0241 hypothetical protein, similar to 4-diphosphocytidyl-2C-methyl-D-erythritol syntha
SA0242 hypothetical protein, similar to xylitol dehydrogenase mm
5A0243 hypothetical protein, similar to teichoic acid biosynthesis protein B H
SA0244 hypothetical protein, similar to teichoic acid biosynthesis protein F
SA024S conserved hypotheticl protein }
SA0246 hypotheticl protein, similar to D-xylulose reductase carhe ‘ieﬁ’e
SAD247 hypothetical protein, similar to teichoic acid biosynthesis protein B . cellwall:
SA0248 hypothetical protein, simitar to beta-glycosyltransferase
SA0248 scdA cell division and morphogenesis-related protein
SA0250 IytS two-component sensor histidine kinase
5A0251 IytR two-component response regulator
SA0252 IrgA holin-like protein LrgA
SAD253 lrgB holin-like protein LrgB : other function
SA0254 hypothetical protein, similar to transcription regulator GntR family e Information pathway
SA0255 cre hypothetical protein, similar to PTS beta-glucoside-specific enzyme Il, ABC compon: 2 e
SA0256 bglA 6-phospho-beta-glucosidase
SA0257 conserved hypothetical protein
SAQ258 rbskK probable ribokinase
$A0259 rbsD ribose permease :
SA0260 cre hypothetical protein, similar to ribose transporter RbsU
SA0261 __hypothetical protein, similar to rbs operon repressor RbsR
SA0263 hypothetical protein, similar to proton antiporter efflux pump nsp 9
SA0264 hypothetical protein, simitar to penicillin amidase (EC 3.5.1.11) V I detoxification other function
SA0265 cre IytM peptidoglycan hydrolase cell wall’ Bprardprotes:




SA0266 conserved hypothetical protein
SA0267 hypothetical protein
$A0268 hypothetical protein
$A0269 hypothetical protein

540270 ssaA hypothetical protein, similar to secretory antigen precursor SsaA other function
$A0271 conserved hEothetical Erotein . )
$A0272 hypothetical protein, similar to transmembrane protein Tmp7 | trarisport/binding . icellenvelon AN Brotesas
SA0273 hypothetical protein
SA0274 conserved hypothetical protein
SA0275 conserved hypothetical protein
SA0276 conserved hypothetical protein, simitar to diarrheal toxin other function
SA0277 hypothetical protein
088 082 $A0278 hypothetical protein
084 077 SAQ279 hypothetical protein
1.10 079 SA0280 hypothetical protein
087 5A0283 hypothetical protein
083 5A0284 hypothetical protein
080 SA0285 . hypothetical protein
022 SA0287 conserved hypothetical protein
091 SA0291 hypothetical protein
0.86 SAQ0292 hypothetical protein
1.24 $A0293 hypothetical protein, similar to formate transporter NirC : transpprt/bin'ding
$A0294 hypothetical protein, similar to branched-chain amino acid uptake carrier - transport/binding-
SA0295 hypothetical protein, similar to outer membrane protein precursor E transport/binding

SA0296 conserved hypothetical protein

SA0297 hypothetical protein, similar to ABC transporter ATP-binding protein (... transport/binding
1.02 | 1.00 [_sac298 hypothetical protein, similar to regulatory protein PfoR : ¥ i
404 200 |_saoz299 cre hypothetical protein, similar to carbohydrate kinase, PfkB family

SA0301 ) conserved hypothetical protein e .

5A0302 probable pyrimidine nucleoside transport protein tf;snsport/biriding

SA0303 hypothetical protein, similar to sodium-coupled permease : ransport/bindin

SA0304 nanA N-acetylneuraminate lyase subunit C d;bu £l

SA0305 cre hypothetical protein, similar to glucokinase E_Q‘[Eg Y

SA0306 conserved hypothetical protein
SA0307 conserved hypothetical protein
SA0308 conserved hypothetical protein
SA0309 geh . glycerol ester hydrolase
SA0310 hypothetical protein

]
SA0311 hypothetical protein, similar to trimethylamine dehydrogenase E?::’:a?ﬁ?ﬁ drate me
SA0312 hypothetical protein, similar to alkanal monuoxiéenase a]:ha chain detoxificatiol
SA0313 hypothetical protein, similar to glycine cleavage system H protein oA Hoism
SA0314 conserved hypothetical protein

5A0315 hypothetical protein |

0.29: SA0316 hypothetical protein, similar to lipoate-protein ligase

106 082 5A0317 hypothetical protein, similar to dihydroflavonol-4-reductase

032" . 0.28 5A0318 hypothetical protein, similar to transport protein SgaT

129 1.03 SA319 conserved hypothetical protein ]

089 1.01 SA0320 _hypothetical protein, simitar to PTS fructose-specific enzyme IIBC component

1.16 0.83 5A0321 hypothetical protein, similar to transcription antiterminator BglG family Information pathway

076 0.79 SA0322 cre hypothetical protein, simitar to transcription regulator information pathway

052 1.02 5A0323 SvrA conserved hypothetical protein Information pathway

12 1.18 5A0324 hypothetical protein

10.54 415 SA0325 glpT glycerol-3-phosphate transporter

1.24 1.00 SA0326 cre conserved hypothetical protein
SA0327 conserved hypothetical protein
SA0328 hypothetical protein, similar to NADH-dependent FMN reductase
SA0329 conserved hypothetical protein
SA0330 hypothetical protein, similar to ribosomal-protein-serine N-acetyltransferase Information pathway
SA0331 conserved hypothetical protein
SA0332 conserved hypothetical protein
SA0333 . conserved hypothetical protein
SA0334 conserved hypothetical protein
SA0335 conserved hypothetical protein
SA0336 hypothetical protein
SA0337 hypothetical protein, similar to transcriptional repressor

SA0339 hypothetical protein, similar to ABC transporter ATP-binding protein ;
SA0340 conserved hypothetical protein

SA0341 hypothetical protein, similar to low temperature requirement A protein -

SA0342 acetyl-CoA C-acetyltransferase homologue

$SA0343 conserved hypothetical protein |

SA0344 metE S5-methyitetrahydropteroyltriglutamate-homocystei ne methyltransferase

SA0345 conserved hypothetical protein

SAD346 hypothetical protein, similar to cystathionine beta-lyase

SA0347 cre hypothetical protein, similar to cystathionine gamma-synthase

SA0348 hypothetical protein, similar to transcription terminator RN o Information pathway
SA0349 conserved hypothetical protein

SA0350 conserved hypothetical protein

SAQ351 hypothetical protein, similar to GTP-binding protein

540352 sk 308 ribosomal protein $6 information pathway
5A0353 ssh single-strand DNA-binding protein of phage phi PVL other function
SA0354 sk 308 ribosomal protein S18 DI Information pathway
SA0355 hypothetical protein, similar to hypothetical protein virulence plasmid pX01-3B|

SA0357 hypothetical protein, similar to exotoxin 2 other function
$A0358 conserved hypothetical protein

SA0359 conserved hypothetical protein

SA0360 conserved hypothetical protein

SA0361 truncated hypothetical protein, similar to phosphoglycerate mutase; Gpm3p

SA0362 conserved hypothetical protein

SA0363 hypothetical protein

SA0364 hypothetical protein

$SA0365 ahpF alkyt hydroperoxide reductase subunit F

SA0366 ahpC alkyl hydroperoxide reductase subunit C

$A0367 hypothetical protein, similar to nitro/flavin reductase el !
5A0368 hypothetical protein, similar to proton/sodium-glutamate symport protein__: ansport, ; “eellenvel diprocesss:|
SA0370 conserved hypothetical protein

SA0371 hypothetical protein

SA0372 hypothetical protein




077 056 $A0373 xprT xanthine phosphoribosyltransferase
0.73 053 SA0374 pbuX xanthine permease v
070 058 SA0375 guaB inositol-monophosphate dehydrogenase i \
0.68 056 SA0376 guaA GMP synthase(quaA) fusicha
094 088 SA0377 hypothetical protein |
1.05 087 5A0378 hypothetical protein J
085 1.03 SA0379 cre probable transposase transposon and IS other function
1.10 0% SA0380 conserved hypothetical protein
1.03 1.03 SA0381 conserved hypothetical protein l
o7t 079 SA0382 set6 exotoxin 6 2 other function
095 093 $A0383 set7 exotoxin 7 other function
094 088 SA0384 set8 exotoxin 8 other function
$A0385 set9 exotoxin 9 other function
SA0386 set10 exotoxin 10 other function
SA0387 setll exotoxin 11 other function
SA0388 set12 exotoxin 12 other function
SA0383 set13 exotoxin 13 other function
SA0330 cre setl4 exotoxin 14 other function
SA03%1 hsdM probable type ! site-specific deoxyribonuclease Lidl chain hsdM Information pathway
$AQ392 hsdS probable restriction modification system specificity subunit [nformation pathway
$A0393 seti5 exotoxin 15 other function
SA0394 hypothetical protein
SA0395 hypothetical protein
SA0387 Ipl2 hypothetical protein
$A0403 Ipl7 hypothetical protein (Pathogenicity island SaPin2)
SAQ404 Ipig hypothetical protein
SA0406 hypothetical protein
SAQ407 conserved hypothetical protein :
SA0408 hypothetical protein
SA0408 hypothetical protein
SA0410 conserved hypothetical protein
SA0411 ndhF NADH dehydrogenase subunit 5 Il'enVelepiand process
SA0412 conserved hypothetical protein
$A0413 conserved hypothetical protein
SA0414 hypothetical protein
SAQ415 conserved hypothetical protein
SA0416 hypothetical protein, similar to carboxylesterase §
$A0417 ' hypothetical protein, similar to sodium-dependent transporter
SA0418 cysM cysteine synthase homologue
SA0419 metB cystathionine gamma-synthase
SAQ420 hypothetical protein, similar to ABC transporter ATP-binding protein h transport/blndlng
SAQ421 hypothetical protein, similar to ABC transporter permease protein h transport/bmdmg
SAQ422 hypothetical protein, similar to lactococcal lipoprotein ding
SAQ423 hypothetical protein, similar to autolysin {N-acetylmuramoy!-L-alanine amldase cell wall
SAQ424 hypothetical protein
SA0425 conserved hypothetical protein
SA0426 conserved hypothetical protein
SAD427 conserved hypothetical protein
SA0429 gltC transcription activatar of glutamate synthase operon Information pathwa:
SA0430 gltB glutamate synthase large subunit Y 7
SA0431 gltbD NADH-giutamate synthase small subunit Al
SA0432 treP PTS enzyme [l, phosphoenolpyruvate-dependent, trehalose-specific s
SA0433 treC alpha-glucosidase
074 073 5A0434 hypothetical protein, similar to trehalose operon transcriptional repressor Information pathway
1.03 0.99 5A0435 conserved hypothetical protein
0.74 0.73 SA0436 dnaX DNA polymerase Il gamma and tau subunits 7 information pathway
070 0.79 SA0437 conserved hypothetical protein
056 064 SAD438 recR recombination protein
095 0.69 SA0439 hypothetical protein, similar to lysine decarbo:
1.23 0.89 $AQ440 tmk putative thymidylate kinase ermediary, met %
1.12 0.84 SAQ441 conserved hypothetical protein
1.09 081 SAQ442 holB probable DNA polymerase Iil, delta prime subunit % Information pathway
1.00 0.80 $A0443 hypothetical protein, similar to signal peptidase il homologue protein secretion
0.88 0.89 SA0444 conserved hypothetical protein
094 ot SA0445 conserved hypothetical protein
0.83 0.85 SA0446 conserved hypothetical protein
0.69 0.68 SA0447 conserved hypothetical protein
088 . 0.82 SA0448 metS methionyl-tRNA synthetase Information pathway
079 0.90 5A0449 conserved hypothetical protein
0.81 0.97 SA0450 cre conserved hypothetical protein
095 0.93 $A0451 ksgA dimethyladenosine transferase(16S rRNA dimethylase) homologue information pathway
385 0.66 SA0452 veg VEG protein homologue
1.15 078 $A0453 hypothetical protein, similar to 4-diphosphocytidyl-2-C-methyl-D-erythritol kinas| m etab
1.01 0.81 SA0454 purR pur operon repressor homologue Information pathway
1.08 078 SA0455 translation initiation inhibitor homologue Information pathway
1.12 0.95 SA0456 spoVG stage V sporulation protein G homologue lehve brocess
1.0 095 SA0457 gcabD UDP-N-acetylglucosamine pyrophosphorylase homologue
0.82 0.83 SA0458 prs ribose-phosphate pyrophosphokinase
067 0.8% 5A0459 rplY. 508 ribosomal protein L25 Information pathway
0.82 0.86 SA0460 pth peptidyl-tRNA hydrolase information pathway
064 0.94 SAQ461 mfd transcription-repair coupling factor Information pathway
067 0.85 SA0462 hypothetical protein, similar to low temperature requirement B protein adaptation to atypical other function
082 0.53 SA0463 conserved hypothetical protein
082 1.02 SA0464 conserved hypothetical protein
0.74 0.88 SA0465 hypothetical protein, similar to cell-division initiation protein
060 0.74 $A0466 hypothetical protein, similar to polyribonucleotide nucleotidyltransferase
092 0.82 SA0467 conserved hypothetical protein
0.70 0.96 $A0468 hypoxanthine-guanine phosphoribosyltransferase homologue
0.75 0.81 5A0469 ftsH cell-division protein
053 0.99 SA0469a ftsH celi-division protein 2
053 0.92 SA0470 heat-shock protein HSP33 homologue
0.51 1.06 SA0471 cysK cysteine synthase (0-acetylserine sulfhydrylase) homologue 7
063 0.80 SAQ472 folP dihydropteroate synthase chain A synthetase
069 117 SA0473 folB 7,8-dihydroneopterin aldolase
073 0.99 SA0474 folK 2-amino-4-hydroxy-6-hydroxymethyldihydropteridin e pyrophosphokinase
0.61 0.71 SA0475 lysS Iysyl -tRNA synthetase Informatlon pathway
0.92 074 SA0476 Information pathwa:




conserved hypothetical protein |

1.06 080 SA0477.
112 092 SAQ0478 conserved hypothetical protein ]
139 . 115 SA0479 nupC pyrimidine nucleoside transport protein transpart/binding K
085 1.35 5A0480 ctsR transcription repressor of class lll stress genes homologue Information pathway
1144 159 SA0481 conserved hypothetical protein
.21 1.30 5A0482 hypothetical protein, simitar to creatine kinase miscellaneous other function
113 148 $A0483 clpC endopeptidase adaptation to atypical other function
073 1.07 SA0484 radA radA Information pathway
079 1.18 SA0485 conserved hypothetical protein
092 1.00 SA0486 gitX glutamyl-tRNA synthetase infarmation pathway
1.02 1.39 5A0487 cre cysE Serine acetyitransferase homologue boll
087 1.29 SA0488 cysS cysteinyl-tRNA synthetase Information pathway
0.96 1.29 SA0489 conserved hypothetical protein
075 1.21 SA0490 hypothetical protein, similar to tRNA/rRNA methyltransferase Information pathway
091 1.2 SAQ491 conserved hypothetical protein )
077 1.40 SA0432 sigH hypothetical protein nformation pathway
078 090 SAQ493 secE preprotein translocase subunit ell:enveloptandipr
069 1.03 SAD494 nusG transcription antitermination protein Information pathway
059 078 SAQ495 rplK 508 ribosomal protein L11 information pathway
059 0.95 SA0496 plA 508 ribosomal protein L1 Information pathway
068 0.0 SA0497 rpld 508 ribosomal protein L10 Information pathway
0.81 093 $A0498 rpiL 508 ribosomal protein L7/L12 Infarmation pathway
SA0499 conserved hypothetical protein
SAQ500 rpoB RNA polymerase beta chain Information pathway
SA0501 rpoC RNA polymerase beta-prime chain Information pathway
SA0503 sl 30S ribosomal protein $12 Information pathway
SAQ504 psG 308 ribosomal protein S7 Information pathway
SAQS0S fus translational elongation factor G Iinformation pathway
SAQS06 tufA translational elongation factor TU Information pathway
SAQ507 hypothetical protein, similar to N-acyl-L-amino acid amidohydrolase
SA0S08 hypothetical protein, similar to glycine C-acetyitransferase
SA0509 conserved hﬁothetical Erotein
SA0510 araB probable L-ribulokinase iz
SA0511 hypothetical protein, similar to UDP-glucose 4-epimerase related protein
SAQS12 ivE branched-chain amino acid aminotroansferase homologue
SA0513 cre conserved hﬁothetlcal Erotein
X SA0514 hypothetical protein, similar to deoxypurine kinase g
0.81 .77 SA0515 hypothetical protein, similar to deoxypurine kinase
099 0.82 SA0S16 hypothetical protein, similar to Cu binding protein (Mn oxidation other function
1.03 073 SA0517 conserved hypothetical protein
0.86 079 5A0518 conserved hypothetical protein
65.01 36.99 SA0519 sdrC Ser-Asp rich fibrinogen-binding, bone sialoprotein-binding protein other function
084 SA0520 sdrD Ser-Asp rich fibrinogen-binding, bone sialoprotein-binding protein other function
0.88 SA0522 hypothetical protein, simifar to poly (glycerol-phosphate) alpha-glucosyltransfera::
055 SAQ523 hypothetical protein, similar to poly (glycerol-phosphate) alpha-glucosyttransfera::
0.76 SAD524 conserved hypothetical protein
0.83 SA0525 conserved hypothetical protein
0.81 SA0526 conserved hypothetical protein
098 SA0S27 nagB probable glucosamine-6-phosphate isomerase
1.12 5A0528 hypothetical protein, similar to hexulose-6-phosphate synthase
1.09 SA0529 conserved hypothetical protein |
0.84 SA0530 hypothetical protein, similar to indigoidine systhesis protein miscellaneous J other function
0.81 SA0533 vraA hypothetical protein, similar to long chain fatty acid CoA ligase etabali
0.83 SA0534 vraB acetyl-CoA c-acetyltransferase
0.92 SA0535 vraC hypothetical protein l |
094 SA0536 hypothetical protein [
0.72 SA0S37 hypothetical protein, simifar to phosphomethylpyrimidine kinase, thiD homologu:
091 SA0S38 ung uracil-DNA glycosylase
0.90 SA0539 hypothetical protein |
0.88 SA0540 conserved hypothetical protein i
0.80 SAQ541 hypothetical protein, similar to cationic amino acid transporter
1.00 SA0542 conserved hypothetical protein
0.94 SA0543 conserved hypothetical protein
1.00 SA0544 conserved hypothetical protein
062 SA0545 pta phosphotransacetylase
075 SA0546 conserved hypothetical protein
0.88 SA0S47 mvaK1 mevalonate kinase
0.97 SA0548 mvaD mevalonate diphosphate decarboxylase
064 SA0549 myvak2 phosphomevalonate kinase
0.96 SAQ0550 conserved hypothetical protein
1.24 0.95 SA0S51 mercuric reductase homologue detoxification other function
1.01 1.01 SA0552 hypothetical protein
141 0.99 SA0553 conserved hypothetical protein

$A0554

conserved hypothetical protein

SAQ5S5S

conserved hypothetical protein

SA0557

hypothetical protein, similar to oxidoreductase, ion channel transport/binding. -

SAD5S8

conserved hypothetical protein

SAD559

conserved hypothetical protein

SA0560

conserved hypothetical protein

SADSE1

conserved hypothetical protein

SA0562

$A0563

5A0564

adhi alcohol dehydrogenase | Car
conserved hypothetical protein

argS arginyl-tRNA synthetase

SAQ565

hypothetical protein, similar to endonuclease Ill

SA0566

hypothetical protein, similar to iron-binding protein

SAQ567

hypothetical protein, similar to iron(lll) ABC transporter permease protein

$SA0568

hypothetical protein, similar to L-2-haloalkanoic acid dehalogenase

SA0569

hypothetical protein similar to 2-hydroxy-6-oxo-6-phenylhexa-2,4-dienoic acid hydr:

Information pathway
Information pathway’

other function

SA0570

hypothetical protein

SA0571

hypothetical protein

SA0572

hypothetical protein, similar to esterase/lipase

SAQS73

sarA staphylococcal accessory regulator A

SA0574

conserved hypothetical protein

ermediary metabols
Information pathway

SAQ0S75

hypothetical protein

SA0576

hypothetical protein

SAQ0577

hypothetical protein, similar to FimE recombinase

SA0578

hypothetical protein, similar to NADH dehydrogenase




075 0.86 SA0579 hypothetical protein, similar to Na+/H+ antiporter w&% (o
0.75 084 SA0580 hypothetical protein, similar to Na+/H+ antiporter 2 ‘envel fo >
1.51 1.07 SA0581._b MnhD homologue, similar to Na+/H+ antiporter subunit - i ‘anvel Q d&,
1.02 098 SA0581a MnhD homologue, similar to Na+/H+ antiporter subunit : ocessy
1.1 1.10 $A0582 hypothetical protein, similar to Na+/H+ antiporter /oroges:
116 1.06 SA0583 hypothetical protein, similar to Na+/H+ antiporter cellienveloprand process::
1.16 112 SA0584 conserved hypothetical protein
091 091 SA0585 cre conserved hypothetical protein
0.60 1.02 SA0587 lipoprotein, Streptococcal adhesin PsaA homologue other function
063 147 $A0588 conserved hypothetical protein
1.26 072 SA0590 hypothetical protein, similar to iron dependent repressor ey Information pathway
1.04 1.01 SA0S591 hypothetical protein .
1.02 085 SA0592 tagA teichoic acid biosynthesis protein : celf wall::;
096 SA0593 tagH teichoic acid translocation ATP-binding protein cell wall
052 SA0594 tagG teichoic acid translocation permease protein cell wall

0.85 1.25 SA0595 tagB teichoic acid biosynthesis protein B cell wall
091 099 SA0596 tagX teichoic acid biosynthesis protein X cellwall
084 082 SA0597 tagD teichoic acid biosynthesis protein D .. cellwalt
0.85 0.81 SA0598 pbp4 penicillin binding protein 4 . cell wall
112 084 SA0599 ATP-binding cassette transporter A transport/bin
1.04 Q.76 SAQB00 hypothetical protein, similar to pyrimidine nucleoside transporter : transport/bin ng'

SA0601 conserved hypothetical protein

5A0602 fhuA ferrichrome transport ATP-binding protein i transport/binding

SA0603 fhuB ferrichrome transport permease tmnsport/bindingk

SA0604 fhuG ferrichrome transport permease transpurt/bm ng:

SAQ605 hypothetical protein, similar to dihydroxyacetone kinase Ear rbohy; ggte’mei: b&l;_ﬁ\\tfg

SA0B06 conserved hypothetical protein

SAQB07. conserved hypothetical protein

SA0608 hypothetical protein

SA0609 conserved hypothetical protein

SA0610 hypothetical protein, similar to lipase LipA other function

SA0611 hypothetical protein

SA0612 conserved hypothetical protein

SA0613 hypothetical protein

SA0614 hypothetical protein, similar to two-component response regulator 3 Informat;on pathway

SACB15 hypothetical protein, similar to two-component sensor histidine kinas : iz

$A0616 vraF ABC transporter ATP-binding protein Co

SA0617 vraG ABC transporter permease {

SA0618 conserved hypothetical protein i

SAQE19 hypothetical protein, similar to low-affinity inorganic phosphate transporter K

SA0620 ssaA secretory antigen SsaA homologue other function

SAQ621 conserved hypothetical protein

SAQB22 hypothetical protein, similar to AraC/XyiS family transcriptional regulator Information pathway

SA0622a hypothetical protein, similar to AraC/XylS family transcriptional regulator Information pathway

SA0623 hypothetical protein

SA0624 conserved hypothetical protein

SA0B25 conserved hypothetical protein

SAQ626 conserved hypothetical protein

SA0627 hypothetical protein, similar to LysR family transcriptional regulator Information pathway

SA0628 hypothetical protein, similar to sugar efflux transpoter transport/binding:

SA0629 conserved hypothetical protein

SA0630 conserved hypothetical protein

SA0631 hypothetical protein

SA0632 conserved hypothetical protein

$A0633 hypothetical protein

SA0634 conserved hypothetical protein

SA063S conserved hypothetical protein

SA0636 conserved hypothetical protein

SAQ637 cre conserved hypothetical protein

SA0638 bacA bacitracin resistance protein (putative undecaprenol kinase) homologue : cell wall

SA0639 hypothetical protein, similar to ABC transporter required for expression of cytochron transport/binding

SA0640

hypothetical protein, similar to ABC transporter required for expression of cytochron:

transpott/bindin

SA0641 mgrA conserved hypothetical protein, similar to transcriptional regulator
SAQ0642 hypothetical protein, similar to cobalamin synthesis related protein
SA0643 . hypothetical protein, similar to aryl-alcohol dehydrogenase
SA0B44 hypothetical protein |
SA0B45 conserved hypothetical protein |
SA0646 hygothet:cal protein, similar to deoxyribodipyrimidine photolyase
SA0647 hypothetical protein
SA0648 conserved hypothetical protein
SA0B49 conserved hypothetical protein
SA0650 norA quinolone resistance protein detoxification other function
SAQ6S1 hypothetical protein
SADB52 hypothetical protein, similar to transcription regulation protein Information pathway
SA0653 hypothetical protein, similar to transcription repressor of fructose operon
SA0654 fruB fructose 1-phosphate kinase /62
SA0655 fruA fructose specific permease i
SA0656 nagA probable N-acetylglucosamine-6-phosphate deacetylase
.32 SA0B57 hypothetical protein, similar to hemolysin homologue
0.68 SA0658 hypothetical protein, similar to plant-metabolite dehydrogenases
1.04 SA065% hypothetical protein, similar to CsbB stress response protein
0.62 SA0E60 saeS histidine protein kinase
065 SA0E61 saeR respanse regulator
0.60 5A0662 hypothetical protein
0.79 1.1 SA0664 hypothetical protein | J
1.02 1.28 SA0665 coenzyme PQQ synthesis homologue
1.00 1.37 SA0EE6 6-pyruvoy! tetrahydrobiopterin synthase homologue
0.84 1.14 SAQ667 conserved hypothetical protein
0.89 0.50 5A0668 hypothetical protein, similar to anthranilate synthase component Il
0.91 0.88 5A0669 hypothetical protein, similar to para-aminobenzoate synthase component |
0.81 089 SA0670 hypothetical protein, similar to para-aminobenzoate synthase component |
1.13 0.91 SA0672 hypothetical protein, similar to urea amidolyase
0.95 0.91 SA0673 conserved hyp
0.76 1.08 SA0674 hypothetical protein, similar to anion-binding protein
1.25 0.74 SA0675 hypothetical protein, similar to ABC transporter ATP-binding protein
1.04 0.97 SA0676 recQ probable DNA helicase
0.64 0.87 SA0677 hypothetical protein, similar to choline transport ATP-binding protein




069 SA0678 hypothetical protein, similar to choline transporter
094 SA0679 hypothetical protein, similar to histidinol-phosphate aminotransferase
088 SA0680 conserved hypothetical protein
1.00 SAQ881 hypothetical protein, similar to multidrug resistance protein
074 $A0682 hypothetical protein, similar to di-tripepride ABC transporter :
1.20 SA0683 N conserved hypothetical protein
1.04 SAQ684 conserved hypothetical protein
051 SA0685 nrdl Nrd| protein involved in ribonucleotide reductase function
063 SA0686 cre nrdE hypothetical protein, similar to comF operon protein 3
073 $A0687 nrdf ribonucleoside-diphosphate reductase minor subunit
4 097 SA0688 hypothetical protein, similar to ferrichrome ABC transporter permease : transport/bmdlng
1.83 089 SA0689 hypothetical protein, similar to ferrichrome ABC transporter permease transport/ nding::
1.57 097 SA0B90 hypothetical protein, similar to ferrichrome ABC transporter ATP-binding proteir: transport/bmdmg
1.44 093 SA0691 ,_Y lipoprotein, similar to ferrichrome ABC transporter i tran_spor;/blndmg elopiandprot
092 0.98 SA0692 | conserved hypothetical protein .
081 0395 $A0693 hypothetical protein, similar to UDP-N-acetylenolpyruvoylghicosamine reductas cell wall el Wg@pahﬁ ﬁﬁess’g‘*
0.80 086 SA0694 conserved hypothetical protein
087 093 SA0695 hypothetical protein
081 1.19 SA0696 conserved hypothetical protein
074 140 $A0697 hypothetical protein, similar to glycerate kinase Carbohydate metabo) abolism’
1.03 110 SA0698 pepT aminotripeptidase o o) Information pathway
0.85 118 SA0699 conserved hypothetical protein
1.00 1.18 SA0700 conserved hypothetical protein
200 1.20 SA0701 conserved hypothetical protein
074 083 SA0702 lim lipophilic protein affecting bacterial lysis rate and methicillin resistance leve! - cellwall
0.73 096 SA0703 conserved hypothetical protein
1.01 087 SA0704 conserved hypothetical protein
091 SA0705 comFA hypothetical protein, similar to comF operon protein 1 t mpetence
053 SA0706 comFC hypothetical protein, similar to comF operon protein 3 . i
085 SA0707 conserved hypothetical protein
0.94 $A0708 secA preprotein translocase subunit protein secretlon
0.85 SAQ709 prfB peptide chain release factor 2 ot : Information pathway
1.01 SAO710 ore conserved hypothetical protein
095 SAQ711 conserved hypothetical protein
093 SAO712 hypothetical protein
1.4 SA0713 uvrB exinuclease ABC subunit B Information pathway
1.34 SA0714 uvrA exinuclease ABC subunit A Information pathway
0.82 SA0715 hprk HPr kinase/phosphatase Information pathway
053 SA0716 Igt prolipoprotein diacylglyceryl transferase Information pathway ..
X 1.06 SAQ717 hypothetical protein, similar to O-acetyltransferase al
081 0.86 SA0718 conserved hypothetical protein
078 0.90 SA0719 trxB thioredoxine reductase _dvelo}z*andgmcess pe
0.50 091 SAQ720 conserved hypothetical protein
085 085 SA0721 conserved hypothetical protein
1.08 0.85 840722 conserved hypothetical protein
074 0.92 SAQ723 clpP clpP adaptation to atypical other function
SAQ724 cre hypothetical protein, similar to cell-division inhibitor € fo
SA0725 conserved hypothetical protein
SA0726 gapR glycolytic operon regulator
SA0727 gap glyceraldehyde-3-phosphate dehydrogenase
$A0728 pgk phosphoglycerate kinase
SA0729 tpi triosephosphate isomerase
SA0730 pgm 2, 3-diphosphoglycerate-independentphosphoglycer ate mutase 0 QZE ral
y $A0731 eno enolase Bohydra
1.32 0.96 SAQ732 hypothetical protein
094 0.92 SA0733 secG probable protein-export membrane protein
$AQ734 carboxyesterase precursor homologue
SAQ736 ssrP. ssrA-binding protein Information pathway
SAQ738 hypothetical protein
SA0739 conserved hypothetical protein
5A0740 hypothetical protein
SAQ741 conserved hypothetical protein
$AQ742 clfA fibrinogen-binding protein A, clumping factor other function
SAQ743 hypothetical protein, similar to staphylocoagulase precursor other function
SA0744 $Sp. extracellular ECM and plasma binding protein other function
5A0745 hypothetical protein, similar to extracellular matrix and plasma binding other function
SA0746 staphylococcal nuclease pal other function
SAQ747, cspC cold-shack protein C adaptation to atypical other function
SAQ748 hypothetical protein .
SA0749 hypothetical protein
SA0750 cre conserved hypothetical protein
5 3 SA0751 hypothetical protein
1.63 0.85 SA0752 hypothetical protein
129 0.89 SAO753 conserved hypothetical protein
1.64 055 SAQ754 hypothetical protein, similar to Jactococcal prophage ps3 protein 05 other function
1.20 1.29 SA0754a i hypothetical protein, similar to lactococcal prophage ps3 protein 05 other function
0.82 SAQ755 hypothetical protein, similar to general stress protein 170 adaptation to atypical i
0.82 SA0756 hypothetical protein, similar to 3-dehydroguinate dehydratase
0.83 SAQ757 conserved hypothetical protein §
0.93 SA0758 hypothetical protein, similar to thioredoxin 5
1.32 SA0759 hypothetical protein, similar to arsenate reductase
1.30 1.47 SAQ0760 cre glycine cleavage system protein H homologue
1.00 0.94 SA0761 truncated-SA conserved hypothetical protein
0.90 114 SA0768 conserved hypothetical protein ) o
176 1.14 SA0769 ABC transporter ATP-binding protein homologue category transpart/binding
1.80 1.04 SA0770 conserved hypothetical protein
173 1.04 SAO771 conserved hypothetical protein
161 1.0 SAQ772 conserved hypothetical protein
082 0.84 SA0773 conserved hypothetical protein
112 1.2 SA0774 ABC transporter ATP-binding protein homologue transport/binding:
088 1.18 SAQ775 conserved hypothetical protein
093 1.06 SA0776 nifS aminotransferase NifS homologue coe
092 112 SA0777 hypothetical protein, similar to nitrogen fixation protein Nifu miscellaneous other function
065 0.90 SA0778 conserved hypothetical protein
1.02 1.20 SAQ0779 hypothetical protein
064 1.01 SA0780 hypothetical protein, similar to hemolysin fole] other function
075 0.81 SA0781 hypothetical protein, similar to 2-nitropropane dioxygenase | detoxification other function



SAQB60

conserved hypothetical protein

0388 SA0782 conserved hypothetical protein
147 SAQ783 conserved hypothetical protein
1.03 SA0784 conserved hypothetical protein
070 SA0785 lipA lipoic acid synthetase
089 SA0786 conserved hypothetical protein
1.05 $A0788 conserved hypothetical protein
085 SA0789 conserved hypothetical protein
0.63 SAQ790 hypothetical protein, similar to N-acetyl-glucosamine catabolism homologue
076 SA0791 hypothetical protein, similar to glycerate dehydrogenase
0.68 SA0793 ditA D-alanine-D-alanyl carrier protein ligase L)
0.64 SA0794 ditB DItB membrane protein f transport/binding
064 SAQ795 ditC D-alanyl carrier protein S eellwall
069 SA0796 ditb poly D-alanine transfer protein : transport/binding’. .
083 SA0797 nify _hypothetical protein, similar to nitragen fixation protein NifU | miscellaneous
1.4 SA0798 conserved hypothetical protein
0.8t SAQ799 hypothetical protein, similar to NADH dehydrogenase FOCESS:
033 SA0800 conserved hypothetical protein
054 SA0801 conserved hypothetical protein
- = R S s el
075 SA0802 hypothetical protein, similar to NADH dehydrogenase sedllienVelopand processe.
0.83 SA0803 ampA probable cytosol aminopeptidase 58 AFIOSHES p Information pathway
142 SA0804 conserved hypothetical protein
1.28 SAQ80S conserved hypothetical protein
078 SA0806 hypothetical protein
0.98 SA0807 mnhG Na+/H+ antiporter subunit §
0.88 SA0808 mnhF Na+/H+ antiporter subunit
on SA0809 mnhE Na+/H+ antiporter subunit
0.83 SA0810 mnhD Na+/H-+-antiporter subunit
0.83 SA0811 mnhC Na+/H+ antiporter subunit
0.79 SA0812 mnhB Na+/H+ antiporter subunit
0.86 SA0813 mnhA Na+/H+ antiporter subunit velopiand:
1.08 SA0814 conserved hypothetical protein Information pathway
077 SA081S peptidyl-prolyl cis-trans isomerase homologue Information pathway
1.06 SA0816 hypothetical protein, similar to polyribonucleotide nucleotidyltransferase | af
0.96 SA0817 hypothetical protein, similar to NADH-dependent flavin oxidoreductase
474 SA0818 rocD ornithine aminotransferase
419 4.80 SA0819 cre gudB NAD-specific glutamate dehydrogenase
19.14 562 SA0820 glpQ glycerophosphoryl diester phosphodiesterase <
077 I 1.50 $A0821 argH argininosuccinate lyase
0.50 ! 1.41 SA0822 argG argininosuccinate synthase
0.82 SA0823 cre pai glucose-6-phosphate isomerase A
093 SA0824 conserved hypothetical protein
0.98 SA0B25 SpsA type-! signal peptidase protein secretion
1.10 SA0826 sps8 type-1 signal peptidase 18 . protein secretion o
098 SAD827 hypothetical protein, similar to ATP-dependent nuclease subunit B B i Information pathway
078 $SA0828 hypothetical protein, similar to ATP-dependent nuclease subunit A Information pathway
0.9 540829 hypothetical protein, similar to S-oxo-1,2,5-tricarboxilic-3-penten acid decarbo:
0.86 SA0830 conserved hypothetical protein
0.69 SA0831 cdr coenzyme A disulfide reductase
064 SA0832 conserved hypothetical protein
0.89 SA0833 conserved hypothetical protein l B . -
091 5A0834 hypothetical protein, similar to lipopolysaccharide modification acyltransferase - =1 ' allii L@Qﬁﬂ%ﬁﬁﬁ“ﬁmceﬁé
1.81 SA083S cipB clpB adaptaticn to atypical other function
1.08 SA0B36 hypothetical protein, similar to transcription regulator LysR family Information pathway
1.05 SA0837 hypothetical protein, similar to 2-isopropyimalate synthase AN Nl )
0.87 $A0838 conserved hypothetical protein
0.76 SA0839 hypothetical protein
0.93 SA0840 conserved hypothetical protein
1.18 SA0841 hypothetical protein, similar to cell surface protein Map-w
067 SAQ842 FabH FabH
052 0.63 SA0843 fab 3-oxoacyl- synthase
1.02 1.00 $SA0B44 hypothetical protein f . . )
1.80 0.69 $5A0845 oppB oligopeptide transport system permease protein transport/bi
1.85 0.70 $SA0846 hypothetical protein, similar to oligopeptide transport system permease protein Of: n
1.61 0.87 SA0847 oppD cligopeptide transport system ATP-binding protein OppD homologue
1.40 0.99 SA0848 oppF oligopeptide transport system ATP-binding protein OppF homologue
1.48 0.87 SA0849 hypothetical protein, similar to peptide binding protein OppA RN S
1.19 0.91 SADB50 hypothetical protein, similar to oligopeptide ABC transporter oligopeptide-binding pr:. - - transport/bin
1.22 0.83 SA0851 oligopeptide ABC transporter ATP-binding protein homologue ¥ Jort/
1.07 0.80 SA0852 appfF oligopeptide transport system ATP-binding protein AppF homologue
$A0853 oppB probable oligopeptide transport system permease protein OppB
SA0854 Hypothetical protein, similar to oligopeptide transport system permease protein Of:
SA0BSS trpS . tryptophanyl-tRNA synthetase e
SA0856 conserved hypothetical protein
SA0B57 hypathetical protein, similar to negative regulator of genetic competence MecA
SA0858 hypothetical protein, similar to transcription factor
SA0859 thimet oligopeptidase homologue

SA0861 conserved hypothetical protein
SA0862 conserved hypothetical protein
SA0863 conserved hypothetical protein
SA0864 relA GTP pyrophosphokinase
SA0BES conserved hypothetical protein
SA0866 conserved hypothetical protein
5A0867 hypothetical protein, similar to Mg2+ transporter
SA0868 Na+/H+ antiporter homologue
SAD869 fabl trans-2-enoyl-ACP reductase
0.52 0.74 $SA0870 conserved hypothetical protein
142 1.01 SA0871 hypothetical protein, similar to Na+/H+-dependent alanine carrier protein
1.38 147 540872 conserved hypothetical protein
533 373 5A0873 conserved hypothetical protein
062 0.85 SA0874 hypothetical protein, similar to multidrug resi: protein-related protein_|
058 0.87 SAQB75 cre hypothetical protein, similar to cell wall synthesis protein i
061 082 SAQ876 murk UDP-N-acetylmuramoylalanyl-D-glutamate—2, é-diarninogimelate ligase
0.60 o7 SA0877 prfC peptide chain release factor 3
054 0.81 $A0878 toxic anion resistance protein homologue
0.86 0.81 SA0880 hypothetical protein, similar to Na+-transporting ATP synthase
1.07 0.97 SA0881 hypothetical protein, similar to nucleotidase




transformation/competence

Eigellenvelopand processy:

| _saossz hypothetical protein, similar to competence transcription factor
| sa0ss3 hypothetical protein
. X SA0884 lipoate-protein ligase homolog Information pathway
055 076 SA0885 hypothetical protein
023" SA08B86 hypothetical protein, similar to lactococcin 972 immunity factor tra _éptgrt_/binc._!_lng -
1.1 SA0887 conserved hypothetical protein
092 SA0B88 conserved hypothetical protein
1.42 SA0889 hypothetical protein
0.26 SA0890 conserved hypothetical protein .
. 092 5A0891 | " cre hypothetical protein, similar to ferrichrome ABC transporter transpoft/binding
0.84 108 | saos92 hypothetical protein | |
047 SA0B93 conserved hypothetical protein | |
055 SA0854 hypothetical protein, simitar to 1,4-dihydroxy-2-naphthodate octaprenyltransfera
068 SA0BYS hypothetical protein, similar to menaguinone-specific isochorismate synthase
0.65 SA0896 menD menagquinone biosynthesis protein
066 5A0897 hypothetical protein, similar to prolyl aminopeptidase
173 SA0B98 menB naphthoate synthase Inter
0.96 1.04 $A0899 sspC cysteine protease other functlon
1.21 1.53 SAQ900 sspB cysteine protease precursor other function
1.06 1.01 S5A0900a sspB cysteine protease precursor other function
091 1.02 SA0801 sspA serine protease; V8 protease; glutamyl endopeptidase
0.29: 020 SA0802 hisC HisC homolo
085 088 [ sa0s03 conserved hypothetical protein
175 1.05 | SA0904 atiR hypothetical protein, probable ATL autolysin transcription regulator
3 SA0905 atl autolysin
SA0906 conserved hypothetical protein
SA0807 conserved hypothetical protein
SA0908 conserved hypothetical protein
$A0909 fmtA FmtA, autolysis and methicillin resistant-related protein
SA0910 hypothetical protein, similar to quinol oxidase polypeptide IV QoxD
SA0911 qoxC Quinol oxidase polypeptide Ill QoxC
SA0912 qoxB Quinol oxidase polypeptide | QoxB
SA0913 hypothetical protein, similar to quinol oxidase polypeptide Il QoxA
SA0914 hypothetical protein, similar to chitinase B
SA0915 folD FolD bifunctional protein
SA0916 hypothetical protein, similar to phosphoribosylaminoimidazole carboxylase PurE|
SA0917 purK sphoribosylaminoimidazole carboxylase carbon dioxide-fixation chain Purk hom
SA0918 purC phosphoribosylaminoimidazolesuccinocarboxamide synthetase homolog
SA0919 conserved hypothetical protein
SA0920 purQ phosphoribosylformylglycinamidine synthase | PurQ
5A0921 purL. phosphoribosylformylglycinamidine synthetase Purl.
SA0922 purf phosphoribosylpyrophosphate amidotransferase Purf
5A0923 purM phosphoribosyiformylglycinamidine cyclo-ligase PurM .
SA0924 purN phospheribosylglycinamide formyitransferase
5A0925 purH bifunctional purine biosynthesis protein PurH
SA0926 purD phosphoribosylamine—glycine ligase PurD
SA0927 conserved hypothetical protein
5A0928 hypothetical protein, similar to cation ABC transporter
SA0929 conserved hypothetical protein
SAG931 hypothetical protein
SA0932 conserved hypothetical protein
SA0933 hypothetical protein
1.00 073 SA0934 ptsH phophocarrier protein HPR Hiodln Information pathway
091 0.75 $A0935 ptsl phosphoenolpyruvate-protein phosphatase i Information pathway
0.8 1.29 SAQ0936 conserved hypothetical protein
081 1.36 SA0937 cydA cytochrome D ubiquinol oxidase subunit 1 homolog
1.02 1.19 SA0939 conserved hypothetical protein
078 1.21 SA0940 conserved hypothetical protein
1.07 5A0941 conserved hypothetical protein
1.34 SA0942 pdf1 formylmethionine deformylase homolog
0.84 SA0943 conserved hypothetical protein |
1.76 5A0943-1 pdhA pyruvate dehydrogenase E1 component alpha subunit
1.70 SA0944 pdhB pyruvate dehydrogenase E1 component beta subunit £
1.89 SA0945 pdhC rolipoamide S-acetyltransferase component of pyruvate dehydrogenase compl
1.29 $A0946 pdhD dihydrolipoamide dehydrogenase component of pyruvate dehydrogenase E3 it
1.01 1.15 SA0947 conserved hypothetical protein
1.05 1.43 SA0949 conserved hypothetical protein | -
1.05 1.28 SA0950 potA spermidine/putrescine ABC transporter, ATP-binding protein homolog transport/binding:
090 1.29 $A0951 potB potB ‘transpoit/binding
0.85 1.20 SAQ952 potC spermidine/putrescine ABC transporter homolog transpoft[binding i
0.89 1.36 SA0953 potD spermidine/putrescine-binding protein precursor homolog tj’énqurt,/bindingj E
1.00 072 5A0954 conserved hypothetical protein |
0.81 0.88 SAQ9S55 hypothetical protein | } . .
0.83 0.82 SA0956 hypothetical protein, similar to Mn2+-transport protein b transport/binding;
073 0.76 SAQ957 conserved hypothetical protein
1.09 0.80 SA0958 myo-inositol-1 (or 4)-monophosphatase homolog rmed lism:
083 057 SA0959 GTP-binding elongation factor homolog Information pathway
112 0.9 SA0960 conserved hypothetical protein
1.23 1.00 SA0961 conserved hypothetical protein
084 0.79 SA0962 conserved hypothetical protein
1.18 0.80 SAD963 pycA pyruvate carboxylase Gal
1.07 0.87 SA0964 hypothetical protein, similar to heme synthase
1.00 1.44 SAQ965 ctaB cytochrome caa3 oxidase (assembly factor) homolog
1.05 0.88 $AQ966 conserved hypothetical protein
024 029 SA0967. conserved hypothetical protein
116 1.05 SA0968 conserved hypothetical protein
076 0.99 SA0969 hypothetical protein, similar to glycerophosphoryl diester phosphodiesterase
0.86 1.24 $A0970 conserved hypothetical protein
085 1,12 5A0971 conserved hypothetical protein
0.81 1.06 SA0972 conserved hypothetical protein
0.85 1.04 SA0973 phosphopantetheine adenyltransferase homolog
090 1.08 SA0974 conserved hypothetical protein
0.81 113 SA097S conserved hypothetical protein
058 0.93 SA0976 isdB conserved hypothetical protein
0.88 0.94 SAD977 isdA cell surface protein other function
144 0.89 5A0978 isdC conserved hypothetical protein |
092 0.89 5A0379 isdD conserved hypothetical protein |




SAQ980 isdE hypothetical protein, similar to ferrichrome ABC transporter : trafisport/binding
SA0981 cre isdF hypothetical protein, similar to ferrichrome ABC transporter . fransport/binding’
SA0982 -_SitB NPQTN specific sortase B
SA0983 isdG conserved hypothetical protein

SA0984 hypothetical protein, similar to rRNA methylase i
SA0985 pheS Phe-tRNA synthetase alpha chain
SA0986 cre pheT Phe-tRNA synthetase beta chain
SA0987 hypothetical protein, similar to ribonuclease Hlll
SA0988 conserved hypothetical protein

SA0389 conserved hypothetical protein

SA0990 DNA-dependent DNA polymerase beta chain

- !M@;ﬂdéﬁ dipTOCEsS:
cell ehvelop:andiprocessy.

Information pathway
Information pathway
Information pathway
Information pathway

lnformatlon pathway

5A0991 mutS2 ) MutS-like protein
SA0992 trxA thioredoxin
SAQ0993 uwrC excinuclease ABC subunit C
$A0994 cre sdhC succinate dehydrogenase cytochrome b-558
SAD395 sdhA succinate dehydrogenase flavoprotein subunit
SA0996 sdhB succinate dehydrogenase iron-sulfur protein subunit
SAQ997 murl glutamate racemase
1.29 ost SA0998 conserved hypothetical protein
1.55 SA0999 conserved hypothetical protein
0.67 SA1000 hypothetical protein, similar to fibrinogen-binding protein other function
1.32 SA1001 hypothetical protein
098 SA1003 hypothetical protein, similar to fibrinogen-binding protein 2 other function
1.26 SA1004 1 hypothetical protein, similar to fibrinogen-binding protein other function
106 SA1005 hypothetical protein ]
358 SA1007 cre hla Alpha-Hemolysin precursor other function
1.42 SA1008 cre hypothetical protein |
1.04 SA1009 hypothetical protein, similar to exotoxin 1 other function
0.98 SA1010 hypothetical protein, similar to exotoxin 4 other function
1.32 $A1011 cre hypothetical protein, similar to exotoxin 3 other function
2014 SA1012 argf ornithine carbamoyltransferase AmmbaEd
2460 SA1013 hypothetical protein, similar to carbamate kinase
121 SA1014 conserved hypothetical protein
1.34 X SA1015 hypothetical protein
1.66 1.21 $A1016 conserved hypothetical protein
098 - 105 SA1018 conserved hypothetical protein
1.01 1.46 SA1019 conserved hypothetical protein
0.82 1.18 SA1020 cre conserved hypothetical protein
091 0.94 SA1021 conserved hypothetical protein
0.94 1.00 SA1022 conserved hypothetical protein
0.5 112 SA1023 ftsl. cell division protein
057 1.09 SA1024 pbpA penicillin-binding protein 1 . cell wal
056 1.13 SA1025 mraY phospho-N-murarmic acid-pentapeptide translocase : cell wa[l
069 084 $A1026 murD UDP-N-acetylmuramoylalanine--D-glutamate ligase. cell wall
0.8 1.10 SA1027 divib cell division protein, FtsQ homolog
0.81 084 $SA1028 ftsA cell division protein
068 0.80 SA1029 ftszZ cell division protein
082 1.06 SA1030 conserved hypothetical protein
1.00 0.87 SA1031 conserved hypothetical protein
082 088 SA1032 conserved hypothetical protein
1.02 1.08 SA1033 conserved hypothetical protein L___
0.80 077 SA1034 hypothetical protein, similar to cell-division protein
084 087 SA1035 hypothetical protein, similar to cell-divisio initiation protein
1.01 SA1036 ileS lle-tRNA synthetase Informatlon pathway
1.23 SA1037 conserved hypothetical protein
0.83 1.13 SA1039 * Isp lipoprotein signal peptidase Information pathway
1.08 SA1040 conserved hypothetical protein
1.29 SA1041 pyrR pyrimidine operon repressor chainA Information pathway
088 SA1042 pyrP uracil permease Jelon. e
1.07 5A1043 pyrB aspartate transcarbamoylase chain A
1.03 SA1044 pyrC dihydroorotase
1.07 . 5A1045 PYrAA carbamoyl-phosphate synthase small chain
0.97 052 SA1046 pyrAB carbamoyl-phosphate synthase large chain
0.67 0.57 SA1046a pyrAB carbamoyi-phosphate synthase large chain
1.10 073 SA1047 pyrF orotidine-5-phosphate decarboxylase
0.94 0,60 SA1048 pyrE orotate phosphoribosyltransferase
1.07 071 SA1049 hypothetical protein |
1.04 075 SA1050 conserved hypothetical protein
0.86 1.09 SA1051 hypothetical protein, similar to fibrinogen binding protein
073 0.64 SA1052 gmk guanylate kinase homolog
0.68 054 SA1053 conserved hypothetical protein
0.74 093 $SA1054 - pantothenate metabolism flavoprotein homolo
0.7 097 SA1055 priA PriA, primosomal protein Information pathway
087 064 SA1056 hypothetical protein
064 1.19 SA1057 conserved hypothetical protein
0.87 098 SA1058 hypothetical protein, similar to polypeptide deformylase Information pathway
1.19 1.19 SA1059 methionyl-tRNA formyltransferase Information pathway
1.01 1.20 SA1060 hypothetical protein, similar to RNA-binding Sun protein Information pathway
093 1.14 SA1061 conserved hypothetical protein |
084 1.07 SA1062 conserved hypothetical protein
0.81 1.14 SA1063 protein kinase Information pathway
094 118 SA1064 conserved hypothetical protein
097 1.10 SA1064a conserved hypothetical protein
1.04 SA1065 cfxE ribulose-5-phosphate 3-epimerase homolog
1.00 SA1066 conserved hypothetical protein
0.86 SA1067 rpmB S50S ribosomal protein L28
1.02 SA1068 conserved hypothetical protein
: ka4 SA1069 conserved hypotehtical protein
0.57 076 SA1069a conserved hypotehtical protein
095 SA1070 recG ATP-dependent DNA helicase Information pathway
1.05 SA1071 conserved hypothetical protein
1.01 SA1072 plsX fatty acid/phospholipid synthesis protein
0.87 $A1073 fabD malonyl CoA-acyl carrier protein transacylase
0.88 SA1074 fabG 3-oxoacyl- reductase
058 SA1075 hmrB HmrB protein rmedi bolist
0.79 SA1076 me RNase lll Information pathway
0383 SA1077 smc chromosame segregation SMC protein Information pathwa:




SA1151

hypothetical protein

077 114 SA1078 ffh signal recognition particle
065 096 SA1079 conserved hypothetical protein
079 122 SA1080 fth signal recognition particle homolog
0.70 110 $A1081 rpsP 308 ribosomal protein S16
0.79 1.2 SA1082 rimM probable 165 rRNA processing protein Information pathway
078 117 SA1083 trmD IRNA Information pathway
069 087 SA1084 plS 508 ribosomal protein L19 Information pathway
079 099 $A1085 conserved hypothetical protein
1.02 133 SA1086 conserved hypothetical protein
094 1.38 SA1087 rnhB RNase Hil information pathway
310 578 SA1088 sucC succinyl-CoA synthetase
350 565 SA1089 sucD succinyl-CoA synthetase
052 141 SA1080 IytN LytN protein
1.01 1.29 SA1091 fmhC#eprh FmhC protein K
1.03 1.10 SA1092 hypothetical protein, similar to DNA processing Smf protein :
061 094 SA1093 topA DNA topoisomerase | topA homolog
088 ors 5A1094 gid glucose-inhibited division protein gid “cellenvelonay
091 1.42 SA1095 xerC site-specific recombinase XerC homolog el other function
1.05 092 SA1096 clpQ heat shock protein HslV adaptation to atypical
065 1.18 SA1097 clpY heat shock protein HslU adaptation to atypical other function
0.78 1.07 SA1098 codY transcription pleiotropic repressor codY 5 i Information pathway
1.15 SA1098 psB 308 ribosomal protein S2 Information pathway
1.08 SA1100 elongation factor TS
088 SA1101 smbA uridylate kinase
0.7 SA1102 fre ribosome recycling factor
099 SA1103 uppS undecaprenyl pyrophosphate synthetase
0.91 091 SA1104 cdsA phosphatidate cytidylyltransferase %
053 0.83 SA1108 conserved hypotehtical protein
059 085 SA1106 proS proline-tRNA ligase Information pathway
076 112 SA1107 polC DNA polymerase lll, alpha chain PolC-type Information pathway
074 1.09 $A1108 conserved hypotehtical protein
0.87 $A1109 nusA transcription termination-antitermination factor Information pathway
0.00 SAI110 conserved hypotehtical protein
083 SA1111 hypothetical protein, similar to ribosomal protein L7AE famil Information pathway
0.81 SA1112 infB translation initiation factor IF-2 Information pathway
0.83 SA1113 rhfA ribosome-binding factor A (rbfA) Information pathway
0.69 SA1114 truB tRNA pseudouridine 5S synthase formation pathwa
0.86 1.42 SA1115 ribC riboflavin kinase / FAD synthase ribC
074 1.03 SA1116 msO 30Sribosomal protein S15 Information pathway
0.68 SA1117 pnpA polyribonucleotide nucleotidyltransferase
0.58 SA1118 conserved hypotehtical protein
0.93 SA1118 spolllE sporulation-related protein SpolllE homolo félgﬁ%‘y fid: Fqgﬁiﬁess«p
0.68 SA1120 hypothetical protein, similar to transcription regulator GntR family Information pathway
09t SA1121 hypothetical protein, similar to processing proteinase homolog
0.73 SA1122 hypothetical protein, similar to precessing proteinase
077 SA1123 h ical protein, similar to 3-oxoacyl- acyl-carrier protein reductase homolog y,
0.58 SA1124 conserved hypothetical protein
095 SA1125 conserved hypotehtical protein
056 SA1126 pgsA phosphatidylglycerophosphate synthase
118 SA1127 cinA competence-damage inducible protein ¢cinA
o SA1128 recA RecA protein
0.88 SA1129 conserved hypothetical protein
0.85 SA1130 conserved hypothetical protein |
056 SA1131 hypothetical protein, similar to 2-oxoacid ferredoxin oxidoreductase, alpha subun
1.00 SA1132 hypothetical protein, similar to 2-oxoacid ferredoxin oxidoreductase, beta subun
1.1 1.28 SA1133 conserved hypothetical protein
083 077 SA1134 conserved hypotehtical protein
072 091 SA1135 conserved hypothetical protein
087 0.88 SA1136 conserved hypothetical protein
068 0.99 SA1137 mutS DNA mismatch repair protein Iinformation pathway
0.74 1.24 SA1138 mutlL DNA mismatch repair protein Information pathway
069 141 SA1139 glpP glycerol uptake operon antiterminator regulatory protein Information pathway
885 1.8 SA1140 glpF glycerol uptake facilitator . cellenvelopiandiprocess:
439 1.66 SA1141 glpK glycerol kinase
387 1.18 SA1142 glpD aerobic glycerol-3-phosphate dehydrogenase
1.20 0.87 SA1143 hypothetical protein, similar to lysophospholipase ntermediai
095 1.00 SA1144 miaA tRNA delta(2)-isopentenylpyrophosphate transferase Information pathway
072 1.06 SA1145 hypothetical protein, similar to host factor-1 phage:related’ other function
0.90 1.08 SA1146 bsaA glutathione peroxidase | adaptation to atypical | other function
032, 055 SA1147 hypothetical protein, similar to GTP-binding protein proteinase modulator homolo! adaptation to atypical
SA1148 hypothetical protein, similar to aluminum resistance protein : ding . .
SA1149 ginR glutamine synthetase repressor
SA1150 glnA glutamine-ammania ligase

SA1152

hypothetical protein

SA1153

hypothetical protein

SA1154

conserved hypothetical protein

SA1155

cardiolipin synthetase homola

SA1156

ABC transporter (ATP-binding protein) homolog category

SA1157

hypothetical protein, similar to ABC transporter integral membrane protein

§A1158

hypothetical protein, similar to two-component sensor histidine kinase

SA1159

hypothetical protein, similar to two-component response regulator

SA1160

nuc thermonuclease

SAl161

hypothetical protein

SAl162

cre

hypothetical protein

SA1163

aspartate kinase homolog

SA1164 dhoM homoserine dehydrogenase
SA1165 thrC threonine synthase
SA1166 thrB homoserine kinase homolog

SA1167

canserved hypothetical protein

S5A1168

hypothetical protein

5A1169 gabP gamma-aminobutyrate permease
SA1170 katA catalase
SA1171 rpsN rpsN

1.48 1.48 SA1172 hypothetical protein, similar to GMP reductase
1.03 1.27 SA1173 conserved hypothetical protein
119 0.71 SA1174 cre lexA S0S regulatory LexA protein

other function
nformation pathway_




1.05 SA1176 conserved hypothetical protein
066 SA1177 tkt transketolase
1.04 SA1178 canserved hypothetical protein
075 147 SA1179 conserved hypothetical protein
088 1.09 SA1180 hypothetical protein, similar to exonuclease SbcD Information pathway
SA1181 hypothetical protein, similar to exonuclease ShcC Information pathway
S$A1182 mscl. large-conductance mechanosensitive channel E € Stes
SA1183 opuD glycine betaine transporter K
SA1184 citB aconitate hydratase
SA1185 conserved hypothetical protein
SA1186 | conserved hypothetical protein
SA1187 conserved hypothetical protein
SA1188 parE topoisomerase 1V subunit B Information pathway
SA1189 parC topoisomerase IV subunit A
SA1189a parC topoisomerase IV subunit A Informatlon pathway
SA1190 alsT amino acid carrier protein  Fee tess
SA1191 gleT transcription antiterminator Infurmat:on pathway
SA1192 conserved hypothetical protein
SA1193 fmtC oxacillin resistance-related FmtC protein other function
SA1194 msrA peptide methionine sulfoxide reductase homolog g Information pathway
SA1195 msrR peptide methionine sulfoxide reductase regulator MstrR i X information pathway
SA1196 hypothetical protein, similar to DNA-damage repair protein ; Information pathway
SA1197 tyrA prephenate dehydrogenase E
SA1198 hypothetical protein, similar to glucanase
SA1199 cre hypothetical protein, similar to anthranilate synthase component |
SA1200 trpG anthranilate synthase component I
SA1201 trpD anthranilate phosphoribosyltransferase
SA1202 trpC indole-3-glycerol phosphate synthase
SA1203 trpF phosphoriborylanthranilate isomerase
SA1204 trpB tryptophan synthase beta chain
SA1205 trpA tryptophan synthase alpha chain
SA1206 femA factor essential for expression of methicillin resistance
SA1207 femB FemB protein
$A1209 conserved hypothetical protein
SA1210 hypothetical protein
SA1211 opp-2F oligopeptide transporter putative ATPase domain
SA1212 opp-2D oligopeptide transport ATPase
SA1214 opp-2B oligopeptide transporter membrane permease domain
$A1215 hypothetical protein
SA1216 hypothetical protein, similar to oligoendopeptidase
SA1217 hypothetical protein, similar to negative regulator PhoU
SA1218 pstB phosphate ABC transporter, ATP-binding protein
SA1219 hypothetical protein, similar to phosphate ABC transporter
$A1220 hypothetical protein, similar to phosphate ABC transporter
SA1221 thioredoxine reductase
SA1222 truncated-SA truncated transposase transposon and IS
SA1223 conserved hypothetical protein ) .
SA1224 ABC transporter (ATP-binding protein) homolog £l trénsbort/bih ing:
SA1225 lysC aspartokinase Il S aming g 3
SA1226 asd aspartate semialdehyde dehydragenase e
1.70 087 SA1227 dapA dihydrodipicalinate synthase 1 5)
031, . 032 i SA1228 dapB dihydrodipicolinate reductase R z g
1.55 J] 0.78 SA1229 dapD tetrahydrodipicolinate acetyitransferase
SA1230 hippurate hydrolase
5A1231 hypothetical protein, similar to alanine racemase
1.00 SA1232 lysA diaminopimelate decarboxylase
1.31 $SA1233 hypothetical protein
076 SA1234 cspA major cold shock protein CspA adaptation to atypical other function
073 $A1235 conserved hypothetical protein
1.1 SA1236 conserved hypothetical protein
1.06 SA1237 hypothetical protein, similar to S-bromo-4-chloroindalyl phosphate hydrolysis protein:
087 SA1238 hypothetical protein, similar to tellurite resistance protein
0.80 $A1239 braB branched-chain amino acid carrier protein
0.81 SA1241 hypothetical protein, similar to nitric-oxide reductase
0.91 SA1242 conserved hypothetical protein
1.03 SA1243 ABC transporter homolog :
328 SA1244 odhB dihydrolipoamide succinyltransferase o
4.69 X SA1245 cre odhA 2-oxoglutarate dehydrogenase E1
667 5.09 5A1245a odhA 2-oxoglutarate dehydrogenase E1
1.53 1.29 SA1246 arls putative protein histidine kinase ArlS
097 1.51 $A1248a truncated-arl} truncated {putative response regulator AriR [S
0.98 1.28 SA1250 conserved hypothetcial protein
1.13 1.45 SA1251 murG undecaprenyl-PP-MurNAc-pentapeptide-UDPGIcNAC GIcNAC transferase
110 0.88 SA1252 conserved hypothetical protein l
0.82 0.87 SA1253 ctpA probable carboxy-terminal processing proteinase ctpA taa
1.22 1.42 SA1254 conserved hypothetical protein
1.45 1.60 SA1255 PTS system, glucose-specific enzyme Il, A component
0.83 1.35 5A1256 conserved hypothetical protein
0.80 1.21 SA1257 peptide methionine sulfoxide reductase
092 094 $A1258 conserved hypothetical protein o
085 1.27 $A1259 dfrA dihydrofolate reductase -
0.63 075 $A1260 thyA thymidylate synthase w
0.69 0.82 SA1261 conserved hypothetical protein
0.76 0.80 SA1262 | conserved hypothetical protein
115 1.21 SA1263 conserved hypothetical protein
1.25 1.31 SA1264 conserved hypothetical protein
0.73 1.05 SA1265 conserved hypothetical protein
HNUM! 553 SA1267 ebhA hypothetical protein, similar to streptococcal adhesin emb other function
087 1.2t SA1267a ebhA hypothetical protein, similar to streptococcal adhesin emb
083 SA1269 Blt-like protein
1.05 SA1270 hypothetical protein, similar to amino acid pearmease
063 SA1271 threonine deaminase livA homolog ;
1.25 SA1272 ald alanine dehydrogenase ; i
1.45 SA1273 hypothetical protein, similar to 5'-3' exonuclease Information pathway
1.14 1.61 SA1275 conserved hypothetical protein
1.44 1.33 SA1276 hypothetical protein
0.97 0.93 SA1277 conserved hypothetical protein




085 093 SA1279 conserved hypothetical protein
0.80 1.01 SA1280 conserved hyothetical protein
0.84 1.34 SA1281 conserved hypothetical protein
101 1.10 SA1282 recU recombination protein Y homolo; Information pathway |
0ss 146 541283 pbp2 PBP2 : el eovebhand bty
0.86 1.9 SA1284 hypothetical protein ]
112 1.34 SA1285 nth endonuclease-like protein Information pathway
1.09 1.26 SA1286 hypothetical protein, similar to chromosome replication initiation protein dnaD Information pathway
066 1.21 SA1287 asnS asparaginyl-tRNA synthetase ‘Drote] hesis: Information pathway
SA1288 dinG probable ATP-dependent DNA helicase dinG Information pathway
SA1289 hypothetical protein, similar to bifunctional biotin ligase/biotin operon repressol Information pathway
SA1290 hypothetical protein, similar to poly(A) polymerase Information pathway |
SA1291 hypothetical protein, similar to fipopolysaccharide biosynthesis-related pr hornolc! % “cellenvelopand processe: |
SA1292 conserved hypothetical protein
SA1293 conserved hypothetical protein
SA1294 conserved hypothetical protein
SA1295 conserved hypothetical protein
SA1296 conserved hypothetical protein
SA1297 aroA 3-phosphoshikimate 1-carboxyvinyltransferase
SA1298 aroB 3-dehydroguinate synthase
SA1299 aroC chorismate synthase
SA1300 hypothetical protein —
SA1301 ndk nucleoside diphosphate kinase
SA1302 gerCC heptapreny! diphosphate syntase component Il el Ic
SA1303 gerCB menaquinone biosynthesis methyltransferase cellienvelop:
SA1304 hypothetical protein, similar to component A of hexaprenyl diphosphate synthase
SA1305 hu DNA-binding protein If 2 Information pathway
SA1306 gpsA glycerol-3-phosphate dehydrogenase ‘carbonydrate metabolis) Srfed
SA1307 hypothetical protein, similar to GTP binding protein
SA1308 TpSA 308 ribosomal protein S1
SA1309 cmk cytidylate kinase
117 SA1310 ansA probable L-asparaginase
1.74 SA1311 hypothetical protein, similar to thioredoxin reductase homolog
148 SA1312 ebpS . elastin binding protein other function
1.28 SA1313 recQ probable ATP-dependent DNA helicase RecQ information pathway
1.32 SA1314 conserved hypothetical protein |
1.59 SA1315 fer ferredoxin
165 SA1316 conserved hypothetical protein
094 SA1317 hypothetical protein
1.09 SA1318 hypothetical protein
1.37 SA1320 hypothetical protein
1,34 SA1321 hypothetical protein
132 SA1322 sitB staphylococcal respiratory response protein SrrB W,aﬁﬁpﬁc@ag Q
1.79 SA1323 srtA staphylococcal respiratory response protein SrrA
1.16 SA1324 rluB ribosomal farge subunit pseudouridine synthase B
1.21 SA1325 conserved hypothetical protein
147 SA1326 conserved hypothetical protein
121 SA1327 conserved hypothetical protein
0.33 SA1328 xerD site-specific recombinase other function
1.03 SA1329 fur ferric uptake regulator homolog Information pathway
1.03 SA1330 conserved hypothetical protein
0.95 SA1331 cre conserved hypothetical protein
114 SA1333 hypothetical protein, similar to oxidoreductase
0.88 SA1334 hypothetical protein, similar to pyrroline-S-carboxylate reductase
1.06 SA1335 conserved hypothetical protein
0.86 5A1336 zwf glucose-6-phosphate 1-dehydrogenase
1.45 SA1337 transcription regulator AraC/XylS family homolog
179 $A1338 malA alpha-D-1,4-glucosidase
0.58 SA1339 cre malR maltose operon transcriptional repressor
0.97 S5A1340 conserved hypothetical protein
0.83 SA1341 hypothetical protein, similar to export protein SpcT protein
086 SA1342 gnd phosphogluconate dehydrogenase
1.41 SA1343 hypothetical protein, similar to tripeptidase
1.02 SA1344 conserved hypothetical protein
1.20 SA1345 conserved hypothetical protein
091 0.98 SA1346 bmfBB branched-chain alpha-keto acid dehydrogenase E2
1.20 SA1347 bfmBAB branched-chain alpha-keto acid dehydrogenase E1
1.24 SA1348 bfmBAA b hed-chain alpha-keto acid dehydrogenase E1
1.21 SA1349 dihydrolipoamide dehydrogenase y.metal
1.36 SA1350 recN DNA repair protein Information pathway
1.23 SA1351 ahrC arginine repressor Information pathway
0.96 SA1352 ispA geranyltranstransferase homolog
1.24 SA1353 hypothetical protein, similar to exodeoxyribonuclease, small subunit
147 5A1354 hypothetical protein, similar to exodeo: i
0.97 SA1355 hypothetical protein, similar to transcription termination factor
0.81 SA1356 conserved hypothetical protein
o077 SA1357 aceC acetyl-CoA carboxylase accC 1
095 SA1358 accB acetyl-CoA carboxylase biotin carboxyl carrier subunit M olisi
0.87 5A1359 translation elongation factor EF-P Information pathway
1.16 SA1360 Xaa-Pro dipeptidase Information pathway
1.49 SA1362 hypothetical protein
1.06 SA1363 conserved hypothetical protein
093 SA1364 conserved hypothetical protein
348 5A1365 glycine dehydrogenase (decarboxylating) subunit 2 homolog AMIGeEG
4.3 SA1366 glycine dehydrogenase subunit 1 |
358 SA1367 gevTl aminomethyltransferase
1.56 SA1368 ) hypothetical protein, similar to shikimate kinase (SK)
1.43 SA1369 comYC hypothetical protein, similar to ComYC protein t ion/competence
1.28 SA1370 hypothetical protein
1.38 SA1371 hypothetical protein, similar to competence protein ion/competence
1.21 SA1372 comGC exogenous DNA-binding protein comGC lcompetence
1.2 SA1373 hypothetical protein, similar to DNA transport machinery protein comG8 -_transformation/competence
111 1.27 SA1374 hypothetical protein, similar to late competence protein comGA transformation/competence
083 1.46 SA1375 conserved hypothetical protein
0.82 1.73 SA1376 conserved hypothetical protein
0.90 1.28 SA1377 glcK glucokinase
096 1.27 SA1379 conserved hypothetical protein |




1.15 118 SA1380 conserved hypothetical protein } :
097 115 SA1381 pbp3 penicillin-binding protein 3 ... cellwall-; i
1.03 096 5A1382 sodA superoxide dismutase SodA | detoxification l other function
089 146 5A1383 ferric uptake regulator homolog : S Information pathway
SA1384 hypothetical protein, similar to ABC transporter
SA1385 hypothetical protein, similar to ABC transporter ATP-binding protein [ Ve %
SA1386 hypothetical protein, similar to endonuclease IV Information pathway
SA1387 hypothetical protein, similar to ATP-dependent RNA helicase Information pathway
SA1388 conserved hypothetical protein |
SA1389 conserved hypothetical protein
SA1390 sigA RNA polymerase sigma factor Information pathway
SA1391 dnaG DNA primase information pathway
5A1392 conserved hypothetical protein
SA1393 cre conserved hypothetical protein
SA1394 alyS glycy-RNA synthetase ey nthe s Information pathway
SA1395 hypothetical protein, similar to DNA repair protein RecO m Information pathway
SA1396 bex bex(GTP-binding protein) | miscellaneous i
SA1397 cdd cytidine deaminase g
SA1398 hypothetical protein, similar to diacylglycerol kinase 5 & o)
SA1399 conserved hypothetical protein
SA1400 phoH phosphate starvation-induced protein phoH homolog
SA1401 conserved hypothetical protein
SA1402 conserved hypothetical protein
SA1403 conserved hypothetical protein
SA1404 rpsU 30S ribosomal protein S21 Information pathway
SA1405 conserved hypothetical protein
SA1406 conserved hypothetical protein
SA1407 conserved hypothetical protein
SA1408 dnal Dnal protein (Hsp40) other function
SA1408 dnak DnaK protein 3 Information pathway
5A1410 grpE GrpE protein (Hsp70 Cofactor Hsp20) | other function
SA1411 hrcA Heat-inducible transcriptional repressor Information pathway
SA1412 hemN oxygen-independent coproporphyrinogen oxidase lll T Jetabc
SA1413 lepA GTP-binding protein / Information pathway"
SA1414 rpsT. 308 ribosomal protein $20 % Information pathway
SA1415 conserved hypothetical protein
SA1416 hypothetical protein, similar to ComEC late competence protein 3 (comE operon| t
SA1417 comEB | late competence operon required for DNA binding and uptake comEB transformatior
SA1418 hypothetical protein, similar to late competence operon required for DNA binding and uptd__transformation/competence
SA1419 conserved hypothetical protein
SA1420 conserved hypothetical protein
SA1421 conserved hypothetical protein
SA1422 conserved hypothetical protein
SA1423 conserved hypothetical protein
SAl424 aroE shikimate dehydrogenease
5A1425 conserved hypothetical protein |
SA1426 conserved hypothetical protein
SA1427 pfs 5*-methyithioadenosine nucleosidase/S-adenosylhomocysteine nucleosidase
SA1428 hypothetical
0,30 SA1430 sea hypothetical protein, similar to enterotoxin A precursor other function
1.20 1189 SA1431 conserved hypothetical protein
1.38 1.34 SA1432 conserved hypothetical protein
1.37 1.52 SA1433 conserved hypothetical protein
1.07 0.93 SA1434 acetyl-CoA carboxylase (biotin carboxylase subunit), accC homolog
1.19 1.44 SA1435 hypothetical protein, similar to acetyl-CoA carboxylase (biotin carboxyl carrier subunit), acf
1.29 1.38 SA1436 conserved hypothetical protein
141 1.26 SA1437 conserved hypothetical protein
084 1.26 SA1438 greA transcription elongation factor lnformatior}yathway
0.79 1.24 SA1439 udk uridine kinase
0.82 1.27 SA1440 hypothetical protein, similar to protease,
0.85 1.21 SA1441 hypothetical protein, similar to protease
0.83 1.18 SA1442 hypothetical protein, similar to caffeoyl-CoA O-methyltransferase
0.69 0.94 SA1443 conserved hypothetical protein
062 0.74 SA1444 conserved hypothetical protein
115 094 SA1445 conserved hypothetical protein
SA1446 alaS alanyl-tRNA synthetase 5 Information pathway
SA1447 hypothetical protein, similar to deoxyribonuclease Information pathway
SA1448 conserved hypothetical protein
X X SA1449 trmU {5-methylaminomethyi-2-thiouridylate)-methyitran sferase
058 078 SA1450 iron-sulfur cofactor synthesis protein homolog miscellaneous other function
1.05 1.3t SA1451 cre conserved hypothetical protein
1.84 1.22 SA1453 conserved hypothetical protein
0.92 1.08 SA1454 conserved hypothetical protein
1.08 146 SA14SS conserved hypothetical protein
050 1.04 SA1456 aspS _aspartyl-tRNA synthetase Information pathway
056 1.17 SA1457 hisS histidyl-tRNA synthetase Informatlon pathway
1.07 0.7 SA1458 IytH N-acetylmuramoyl-L-alanine amidase i
1.21 0.81 SA1459 conserved hypothetical protein
112 0.84 SA1460 relA GTP pyrophosphokinase
1.23 1.20 SA1461 apt adenine phosphoribosyl transferase
1.28 1.08 SA1462 hypothetical protein, simitar te single-strand DNA-specific exonuclease
0.98 0.89 5A1463 secF protein-export membrane protein SecDF
0.68 1.05 SA1464 conserved hypothetical protein
062 1.06 SA1465 tgt tRNA-guanine transglycosylase Information pathiway
1.04 1.15 SA1466 queA S-adenosylmethionine tRNA ribosyltransferase Information pathway
1.08 1.03 SA1467 ruvB holliday junction DNA helicase Information pathway
147 1.14 SA1468 TuvA holliday junction DNA helicase i
1.26 1.44 SA1469 hypothetical protein, similar to chorismate mutase
1.19 1.09 SA1470 obg Spo0B-associated GTP-binding protein
0.85 092 SA1471 pPmA 508 ribosomal protei L27
0.83 1.02 SA1472 conserved hypothetical protein
0.76 0.95 SA1473 plu 508 ribosomal protein L21
0.79 1.46 SA1474 __hypothetical protein, similar to cell shape determinant mreD ; ce |
0.80 1.47 SA147S hypothetical protein, similar to cell shape determinant mreC cellwall
1.45 1.80 SA1476 hypothetical protein
0.96 117 SA1478 hypothetical protein, similar to transporter PAB2175 from Pyrococcus abyssi transport/blndmg ~i
1.35 0.94 SA1485 truncated#rad truncated hypothetical protein, similar to DNA repair protein Information pathwa




Information pathway

1.15 093 SA1486 hypothetical protein, similar to type IV prepilin peptidase
061 1.18 SA1487 folC folylpolyglutamate synthase
1.00 121 SA1489 tag DNA-3-methyladenine glycosidase
1.01 1.09 SA1490 conserved hypothetical protein
073 100 SA1491 hemL glutamate-1-semialdehyde 2,1-aminomutase
0.69 1.25 SA1492 hemB delta-aminolevulinic acid dehydratase
0.86 156 SA1493 hemb uroporphyrinogen lll synthase
057 101 SA1494 hemC porphobilinogen deaminase
073 1.09 SA1495 hemX hemA concentration negative effector hemX
0.72 074 SA1496 hemA glutamyl-tRNA reductase
SA1497 conserved hypothetical protein
SA1498 clpX protease ClpX other function
5A1493 tig trigger factor Information pathway
SA1500 hypothetical protein
SA1501 conserved hypothetical protein
SA1502 rpIT 508 ribosomal protein L20 Information pathway
SA1503 rpmi 508 ribosomal protein L35 information pathway
SA1504 infC translation initiation factor IF-3 infC Information pathway
SA1505 lysP lysine-specific permease ellenvelopandiproces
SA1506 thrS threonyl-tRNA synthetase 1 Information pathway
SA1507 dnal primosomal protein Information pathway
SA1508 dnaB chromosame replication initiation/membrane attachment protein Information pathway
SA1509 conserved hypothetical protein
SA1510 gapB glyceraldehyde 3-phosphate dehydrogenase 2
SA1511 conserved hypothetical protein
SA1512 hypothetical protein, similar to formamidopyrimidine-DNA glycosylase Information pathway
SA1513 polA DNA polymerase | Information pathway
SA1514 hypothetical protein
SA151§ phoR alkaline phosphatase synthesis sensor protein
SA1516 phoP alkaline phosphatase synthesis transcriptional regulatory protein
SAi517 citC isocitrate dehyrogenase
SA1518 citZ citrate synthase !l
.77 .71 SA1519 aapA D-serine/D-alanine/glycine TRANSPORTER )
014 027 . SA1520 pykA pyruvate kinase ca
016 031 SA1521 pfk 6-phosphofructokinase
1.02 1.09 SA1522 accA acetyl-CoA carboxylase carboxy! transferase subunit alpha i jetabo i
1.16 1.10 $A1523 acetyl-CoA carboxylase transferase beta subunit carbohydrate metabolis
094 1.03 SA1524 mdh malate dehydrogenase homolog “carbohydrateimetabolisn
1.04 1.24 SA1525 dnak DNA polymerase |il, alpha chain Information pathway
0.80 1.28 SA1525a dnak DNA polymerase I, alpha chain Information pathway
SA1526 conserved hypothetical protein
SA1527 conserved hypothetical protein
SA1528 conserved hypothetical protein
SA1529 conserved hypothetical protein
SA1530 Xaa-Pro dipeptidase homolog Daifcaton. Information pathway
SA1531 ald alanine dehydrogenase = foasidimetabolm
3 SA1532 cre conserved hypothetical protein
127 I SA1533 ackA acetate kinase homolo; ate: -
1.09 [_sais34 conserved hypothetical protein
033 SA1535 hypothetical protein, similar to thioredoxin peroxidase detoxification other function
121 SA1536 conserved hypothetical protein
1.08 SA1537 hypothetical protein, similar to thiamine biosynthesis protein Thit
1.00 SA1538 hypothetical protein, similar to iron-sulfur cofactor synthesis protein nifZ
1.10 SA1539 hypothetical protein, similar to septation ring formation regulator
1.06 SA1540 conserved hypothetical protein
094 SA1542 hypothetical protein, similar to glycerophosphoryl diester phosphodiesterase
1.04 SA1543 conserved hypothetical protein
0.70 SA1544 hypothetical protein, similar to soluble hydrogenase 42 kD subunit
062 SA1545 serA D-3-phosphoglycerate dehydrogenase
143 0.6t SA1546 hypothetical protein )
SA1547 ptaA PTS system, N-acetylglucosamine-specific IABC component inding:
SA1548 hypothetical protein, similar to acylglyceroi-3-phosphate O-acyltransfera homolo) oSt ned
SA1549 hypothetical protein, similar to serine proteinase Do, heat-shock protein htrA i other function
SA1550 cre tyrS tyrosyl-tRNA synthetase 23 Information pathwag
SA1551 SgtA probable transglycosylase e e
SA1552 hypothetical protein
SA1553 fhs formyltetrahydrofolate synthetase
SA1554 acsA acetyl-CoA synthetase
SA1555 cre acuA acetoin dehydrogenase homolog 3
X 3 SA1556 acuC acetoin utilization protein
2564 1’73 SA1557 CCcpA catabolite control protein A
1.3 081 SA1558 chorismate mutase homalo;
083 1.40 SA1559 hypothetical protein, similar to smooth muscle caldesmon miscellaneous
096 1.30 SA1560 hypothetical protein, similar to general stress protein homolog ] adaptation to atypical
031 1.19 5A1561 murC UDP-N-Aacerylmuramate-alanine ligase : o cell wall:iie
094 1.31 SA1562 fisK/spolliE DNA translocase stage Il sporulation prot homolog 2
077 1.66 SA1563 phenylalanyl-tRNA synthetase (beta subunit) homolog 7 proten hotisy
0.50 1.37 SA1564 conserved hypothetical protein l
083 143 SA1565 thioredoxin homolog :
097 1.26 SA1566 endo-1,4-beta-glucanase homoleg Garbor
083 1.15 SA1567 hypothetical protein
1.08 1.18 SA1568 conserved hypothetical protein
1.10 0.85 SA1569 conserved hypothetical protein
128 1.03 SA1570 conserved hypothetical protein
097 0.87 SA1571 dat D-alanine aminotransferase oIS ermediary.m i
088 075 SA1572 Xaa-His dipeptidase homolog Information pathway
1.13 1.16 SA1573 hypothetical protein |
118 1.10 SA1575 spore cortex protein homolo: S e
128 1.01 SA1576 conserved hypothetical protein |
052 0.99 SA1577 hypothetical protein, similar to FmtB protein other function
0.88 1.04 SA1578 conserved hypothetical protein
052 097 5A1579 leuS leucyl-tRNA synthetase Information pathway
1.00 1.13 SA1580 multidrug resistance protein homolo el antiprosesar. |
056 0.86 SA1581 conserved hypothetical protein |
1.02 1.4 SA1582 conserved hypothetical protein l
#NUME #NUM! SA1583 rot repressor of toxins Rot ) Information pathway
1.03 1.64 SA1583a rot repressor of toxins Rot Information pathwa




SA1616

hypothetical protein

1.04 150 SA1584 lysophospholipase homolog
504 354 SA1585 cre proline dehydrohenase homolog
1.28 1.47 SA1586 ribH 6,7-dimethyl-8-ribityllumazine synthase
1.00 125 SA1587 ribA riboflavin biosynthesis protein
0.70 1.03 SA1588 ribB riboflavin synthase alpha chain
066 1.02 SA1589 ribD riboftavin specific deaminase
1.00 086 SA1590 hypothetical protein i . o
1.05 1.03 SA1592 aesenical pump membrane protein homolog transport/binding
076 069 5A1593 conserved hypothetical protein
096 086 SA1594 hypothetical protein
0.94 098 SA1595 hypothetical protein
0.91 087 SA1596 hypothetical protein
078 083 §A1597 hypothetical protein
1.26 1.28 SA1598 hypothetical protein
052 099 5A1589 hypothetical protein, simitar to transatdolase Vdrate metabolism
0.76 1.08 SA1600 hypothetical protein
0.99 088 5A1601 conserved hypothetical protein
05t 1.10 SA1602 hypothetical protein
1.02 1.02 SA1605a truncated-SA truncated transposase transposon and IS other function
1.04 03 SA1605b truncated-SA| truncated transposase transposon and IS other function
1.00 1.47 SA1606 cre plant metabolite dehydrogenase homolo: i miscellaneous other function
0.96 1.03 " SA1607 hypothetical protein
$A1608 metK S-adenosylmethionine synthetase
SA1609 pckA phosphoenolpyruvate carboxykinase
SA1611 conserved hypothetical protein
SA1612 conserved hypothetical protein
SA1613 conserved hypothetical protein
SA1614 menC o-succinylbenzoic acid synthetase
SA1615 menE O-succinylbenzoic acid-CoA ligase bolism

SA1617

hypothetical protein, similar to latent nuclear antigen [Kaposi's sarcoma-associated her

miscellaneous

other function

SA1618

conserved hypothetical protein

SA1619

hypothetical protein

SA1620

hypothetical protein

SA1621

hypothetical protein

SA1625

probable specificity determinant HsdS

SA1626

type | restriction enzyme EcoR124il M PROTEIN homolog [Pathogenicity island SaP|

Information pathway
Information pathway
other function
other function

SA1627 splF serine protease SplF
SA1628 splD serine protease SpiD
SA1629 splC serine protease SplC
SA1630 spiB serine protease SplB
SA1631 splA serine protease SplA

$SA1633

cre

probable beta-lactamase

SA1634

truncated-SA| truncated hypothetical protein

208
detoxification

other function
other function
other function

ellienvelo] i
other function

SA1637 lukD leukotoxin, LukD

SA1638 IukE leukotoxin LukE other function
SA1638 hypothetical protein

SA1649 conserved hypothetical protein

SA1650 hemY protoporphyrinogen oxidase i

SA1651 hemH ferrochelatase homolog

SA1652 hemE uroporphyrinogen decarboxylase

SA1653 TRAP signal transduction protein TRAP

SA1654

hypothetical protein, similar to ABC transporter ecsB

SA1655 ABC transporter ecsA homalog : i
SA1656 hit Hit-like protein involved in cell-cycle regulation miscellaneous other function
SA1657 conserved hypothetical protein
SA1658 conserved hypothetical protein
SA1659 prsA peptidyl-prolyl cis/trans isomerase homolog Information pathway
SA1660 cbfl cmp-binding-factor 1 other function
SA1661 § conserved hypothetical protein
SA1662 conserved hypothetical protein
$A1663 conserved hypothetical protein
SA1664 conserved hypothetical protein
SA1666 two-component response regulator homolog Information pathway
SA1667 two-component sensor histidine kinase homolog ehveloprandprocess:.
SA1668 conserved hypothetical protein |
SA1669 citG fumarate hydratase, class-Il
X . SA1670 hypothetical protein
077 0.99 SA1671 hypothetical protein
091 1.09 SA1672_b conserved hypothetical protein
1.07 1147 5A1672a conserved hypothetical protein
1.24 SA1673 conserved hypothetical protein .
1.03 SA1674 glutamate ABC transporter ATP-binding protein transport/binding b :
1.06 SA1675 hypothetical protein, similar to glutamine-binding periplasmic protein L. transport/binding § renvelopand
0.86 SA1676 hypothetical protein, similar to regulatory protein {(pfoS/R) HE Information pathway
1.35 SA1678 transcription regulator Fur family homolog Information pathway
1.21 SA1679 hypothetical protein, similar to D-3-phosphoglycerate dehydrogenase -
1.34 SA1680 conserved hypothetical protein
0.87 SA1681 gsaB glutamate-1-semialdehyde aminotransferase <
1.18 SA1682 conserved hypothetical protein
1.06 SA1683 ABC transporter (ATP-binding protein) homolog
134 SA1684 conserved hypothetical protein |
0.88 SA1685 hypothetical protein, similar to A/G-specific adenine glycosylase
0.82 SA1686 conserved hypothetical protein .
1.04 SA1687 Y ical protein, similar to teichoic acid transport protein tagé H (transport/binding
072 SA1688 hypothetical protein, similar to teichoic acid translocation ATP-binding protein ta¢. transport/binding
1.41 SA1689 conserved hypothetical protein
081 SA1690 conserved hypothetical protein |
0.91 SA1691 sgtB hypothetical protein, similar to penicillin-binding protein 1A/18 cell wall [envelon ana processs.
1.16 SA1692 conserved hypothetical protein
1.02 1.02 SA1693 conserved hypothetical protein
0.81 1.42 SA1694 conserved hypothetical protein e /m ni
061 112 SA1695 amp$S aminopeptidase amp$S Information pathway
073 1.45 SA1696 conserved hﬁothetical Srotein
144 1.13 SA1697 hypothetical protein, simifar to protein-tyrosine phosphatase Information pathway
1.08 1.08 SA1698
0.78 1.06 SA1699




079 112 SA1700 vraR two-companent response regulator
076 1.00 $A1701 vra$ two-component sensor histidine kinase
083 114 SA1702 conserved hypothetical protein
1.00 1.03 SA1703 hypothetical protein
095 089 SA1704 map methionyl aminopeptidase map Information pathway
1.29 148 SA1705 conserved hypothetical protein
084 097 SA1706 hypothetical protein
089 105 SA1707 hypothetical protein, similar to cobyric acid synthase CobQ
085 1.24 SA1708 hypothetical protein, similar to UDP-N-acetylmuramy! tripeptide synthetase homol cell wall el envelopand proce
093 1.05 SA1709 hypothetical protein, similar to ferritin I miscellaneous other function
066 1.69 SA1710 hypothetical protein, similar to DNA polymerase ill, alpha chain PolC type Solledivicn Information pathway
097 1.26 SA1711 hypothetical protein, similar to DNA-damage inducible protein P X i i) Information pathway
099 1.0 SA1713 RNA methyltransferase homolog Information pathway
089 1.1 SA1714 conserved hypothetical protein
058 083 SA1715 glutamyl-tRNAGIn amidotransferase subunit B Information pathway
111 098 SA1716_b glutamyl-tRNAGIn amidotransferase subunit A Information pathway
1.00 SA1716a glutamyl-tRNAGIn amidotransferase subunit A Information pathway
0.89 SA1717 glutamyl-tRNAGIn amidotransferase subunit C
1.45 SA1718 putP high affinity proline permease
1.16 SA1719 conserved hypothetical protein
1.25 SA1720 lig DNA ligase Information pathway
1.1 SA1721 perA ATP-depentend DNA helicase Information pathway
093 114 SA1722 pcrB conserved hypothetical protein
0.80 1.37 SA1723 conserved hypothetical protein
087 091 SA1724 pur8 adenylosuccinate lyase C termedia 0]
015 i 0.3t SA1725 SCPA Staphopain, Cysteine Proteinase 2 Information pathway
074 1.05 SA1727 conserved hypothetical protein |
105 116 sA1728 nadE NAD synthetase, prefers NH3 over glutamine ] miscellaneous | other function
1.09 1.1 SA1729 nicotinate phosphoribosyltransferase homolog ; ) metabolis|
1.69 1.07 SA1730 nitric-oxide synthase homolo | ther function
153 1.04 SA1731 hypothetical protein, similar to chorismate mutase/prephenate dehydratase (phe.t:
500 4.00 SA1732 cre hypothetical protein, similar to sodium-dependent transporter
088 1.32 SA1733 conserved hypothetical protein
0.70 SA1734 pyrazinamidase/nicotinamidase homolog
0.89 SA1735 manganese-dependent inorganic pyrophosphatase
1.09 SA1736 aldH aldehyde dehydrogenase “Carbohydrate metabolsim:
1.34 SA1737 conserved hypothetical protein
‘ 1.39 SA1738 hypothetical protein
1.27 0.94 SA1739 hypothetical protein
1.00 091 SA1740 hypothetical protein
097 0.85 SA1741 conserved hypothetical protein
1.03 0.8 SA1742 hypothetical protein
119 111 SA1744 conserved hypothetical protein
093 085 SA1745 hypothetical protein, similar to ABC transporter, ATP-binding protein i transport/binding
136 1.26 SA1746 hypothetical protein
1.32 1.26 SA1747 hypothetical protein, similar to ABC transporter, ATP-binding protein tranisport/biriding
116 1.24 SA1748 hypothetical protein, similar to transcription regulator, GntR family
SA1749 _hypothetical protein, similar to aspartate transaminase protein
SA1751a truncated#ma) truncated map-w protein other function
SA1751b truncated#ma truncated map-w protein other function
SA1752 truncated#hl truncated beta-hemolysin & other function
SA1754 ] hypothetical protein
SA1755 l hypothetical protein
SA1757a truncated#lytl truncated amidase other function
SA1758 sak STAPHYLOKINASE PRECURSOR other function
5A1759 Iytic enzyme other function o
SA1760 holin homolog other function
SA1763 hypothetical protein (Bacteriophage phi Sa 3mw) elat other function
SA1764 hypothetical protein iophage phi Sa 3mw) other function
SA1765 | hypothetical protein iophage phi Sa 3mw) other function
SA1766 hypothetical protein iophage phi Sa 3mw) § other function
5A1770 hypothetical protein J
SA1775 hypothetical protein, similar to scaffolding protein ralated: other function
SA1777 hypothetical protein(phiN315) i | ; other function
SA1781 hypothetical protein(phiN315) other function
SA1782 hypothetical protein(phiN315) 2 ] other function
SA1784 hypothetical protein(phiN315) other function
SA1785 hypothetical protein{phiN315) other function
SA1786 hypothetical protein(phiN315) other function
SA1787 hypothetical protein ]
SA1788 hypothetical protein(phiN315) other function
SA1797 hypothetical protein (Bacterioptiage phi Sa 3mw} other function
SA1799 hypothetical protein(phiN3 15) other function
$A1801 anti repressor A other function
SA1804 hypothetical transcriptional regulator * L R 3 Information pathway
SA1805 repressor homolog (Bacteriophage phi Sa 3mw) . - Information pathway
SA1806 probable ATP-dependent helicase Qll Information pathway
SA1807 hypothetical protein
SA1810 int integrase (Bacteriophage phi Sa 3mw) other function
SA1811 truncated#hlj truncated beta-hemolysin other function
SA1812 luk cal protein, similar to synergohymenotropic toxin precursor - Staphylococcus i other function
SA1813 lukM hypothetical protein, similar to leukocidin chain [ukM precursor other function
| sA1814 hypothetical protein, similar to succinyl-diaminopimelate desuccinylase
SA1815 hypothetical protein, similar to Na+-transporting ATP synthase ansport/ s d
SA1820 hypathetical protein, simifar to bacteriophage terminase small subunit ] i other function
SA1836 groEL GroEL protein 0 Information pathway
SA1837 groES GroES protein Information pathway
SA1838 conserved hypothetical protein
SA1839 hypothetical protein, similar to SdrH
SA1840 conserved hypothetical protein
SA1841 hypothetical protein
SA1842 agrB accessory gene regulator 8 i Information pathway
SA1843 agrC accessory gene regulator C 5 Sensol b fvelopiand process:
SA1844 agrA accessory gene regulator A i Information pathway
SA1845 hypothetical protein, similar to fructokinase carbo) etaballs
SA1846 cre scrB sucrose-6-phosphate hydrolase ‘carbohydrate/metabolisi
SA1847 scrR SUCroSe Operon repressor Information pathwa;




114 094 SA1848 nrgA probabale ammonium transporter :transport/binding
082 1.14 SA1849 conserved hypothetical protein
0.80 1.04 SA1850 conserved hypothetical protein
1.03 086 SA1851 conserved hypothetical protein
093 088 SA1852 vga hypothetical ABC transporter ATP-binding protein : ;
1.01 1.01 SA1853 hypothetical protein, similar to DNA mismatch repair protein MutS Information pathway
087 095 SA1854 hypothetical protein, similar to O-sialoglycoprotein endopeptidase Information pathway
0.94 0.96 SA1855 hypothetical protein, similar to ribosomal-protein-alanine N-acetyltransfer Information pathway
078 09t 5A1856 hypothetical protein, similar to glycoprotein endopeptidase Information pathway
088 1.05 sA1857 | conserved hypothetical protein |
142 [o] SA1858 cre ivD dihydroxy-acid dehydratase
1.44 0.87 SA1859 ilvB acetolactate synthase large subunit
1.04 091 SA1860 hypothetical protein, similar to acetolactate synthase small subunit
119 0.89 SA1861 ivC alpha-keto-beta-hydroxylacil reductoisomerase
1.09 079 SA1862 leuA 2-isopropylmalate synthase
1.06 0.85 SA1863 leuB 3-isopropylmalate dehydrogenase
1.08 077 SA1864 leuC 3-isopropylmalate dehydratase large subunit
1.09 090 SA1865 leud 3-isopropyimalate dehydratase small subunit
1.03 0.89 SA1866 ivA thereonine dehydratase
0.69 0.2 SA1867 conserved hypothetical protein
056 081 SA1868 conserved hypothetical protein |
1.47 1.14 SA1869 sigB sigma factor B Information pathway
1.48 1.25 SA1870 rsbW anti-sigmaB factor Information pathway
1.40 1.21 SA1871 rshv anti-sigmaB factor antagonist Information pathway
1.14 0.83 SA1872 rshu sigmaB regulation protein RsbU Information pathway
1.56 143 SA1873 canserved hypothetical protein
0.92 092 SA1874 alr alanine racemase ntermediary; slisty
0.84 1.18 SA1875 dpj holo-ACP synthase B} [ Information pathway
038 0.88 SA1876 conserved hypothetical protein
091 0.85 SA1877 conserved hypothetical protein
0.99 073 SA1878 hypothetical protein
1.15 1.02 SA1879 kdpC probable potassium-transporting ATPase C chain :
1.34 1.06 SA1880 kdpB probable potassium-transporting ATPase B chain
1.02 091 SA1882 kdpD sensor protein KdpD
092 0.82 SA1883 kdpE KDP operon transcriptional regulatory protein KdpE
SA1885 hypothetical protein, similar to ATP-dependent RNA helicase ;
SA1886 murF__ P-N-acetylmuramoylalanyl-D-glutamyl-2, 6-diaminopimelate-D-alanyl-D-alanyl lig: -
SA1887 ddia D-alanine-D-alanine ligase ¢
SA1888 hypothetical protein, similar to rod shape determining protein RodA
SA1889 hypothetical protein
SA1890 conserved hypothetical protein
SA18591 hypothetical protein, similar to cardiolipin synthetase
SA1892 conserved hypothetical protein
5A1893 lipoprotein precursor
SA1894 thiE Chain B, thiamin phosphate synthase
SA1895 thiM hydroxyethy! thiazole kinase
SA1896 thiD phosphomethylpyrimidine kinase Intermediary:metabol
SA1897 cre hypothetical protein, similar to trasncriptional activator TenA 5 Information pathway
SA1898 hypothetical protein, similar to SceD precursor other function
SA1899 hypothetical protein, similar to single strand DNA binding protein Information pathway
SA1900 conserved hypothetical protein
SA1901 fabZ {3R)-hydroxymyristoyl-{acyl carrier protein] dehydratase
SA1902 murA UDP-N-acetylglucosamine 1-carboxyvinyl transferase 1 :
SA1903 conserved hypothetical protein
SA1904 atpC FoF 1-ATP synthase epsilon subunit
SA1905 atpb ATP synthase beta chain
SA1906 atpG ATP synthase gamma chain g
SA1307 atpA ATP synthase alpha chain
SA1908 atpH ATP synthase delta chain
SA1909 atpF ATP synthase B chain
SA1910 atpk ATP synthase C chain
SA1911 atpB ATP synthase A chain
SA1912 hypothetical Erotein
SA1913 mnaA UDP-GIcNAC 2-epimerase
$A1914 upp uracil phosphoribosyl transferase
SA1913 glyA serine hydroxymethyl transferase
SA1916 conserved hypothetical protein
SA1917 hypothetical protein, similar to phosphatase
SA1918 conserved hypothetical protein
SA1919 hypothetical protein, similar to protoporphyrinogen oxidase (hemK)
SA1920 prfA peptide chain release factor 1
SA1921 tdk thymidine kinase 3 i ‘intermediary:metabolism
SA1922 rpmE ribosomal protein L31 Information pathway
SA1923 rho transcription termination factor Rho Information pathway
5A1924 hypothetical protein, similar to aldehyde dehydrogenase
SA1925 conserved hypothetical protein
SA1926 murZ UDP-N-acetylglucosamine 1-carboxylvinyl transferase 2
SA1927 fbaA fructose-bisphosphate aldolase
SA1928 cre hypothetical
$A1929 ctrA CTP synthase
SA1930 pokE probable DNA-directed RNA polymerase delta subunit
SA1931 hypothetical protein, similar to spermine/spermidine acetyltransferase blt §
SA1932 hypothetical protein, similar to hypothetical protein T13D8.31 - Arabidopsis thalian:
SA1933 hypothetical protein
SA1934 hypothetical protein | ]
5A1935 hmrA similar to amidase (HmrA) o cell wall:
SA1936 luxS autoinducer-2 production protein LuxS
SA1937 conserved hypothetical protein
SA1938 cre pdp pyrimidine nucleoside phasphorylase 2
SA1939 deoxyribose-phosphate aldolase RUEN RIS TR
SA1940 cre deoD purine nucleoside phosphorylase swlchb i s
SA1941 dps general stress protein 20U
SA1942 conserved hypothetical protein
SA1943 hypothetical protein
SA1944 hypothetical protein
SA1945 hypothetical protein, similar to mannnose-6 phospate isomelase pmi
1.21 1.07 SA1946 conserved hypothetical protein




SA1947 | czA repressor protein
SA1948 I czrB cation-efflux system membrane protein homolog
SA1956 truncated-SA| lytic regulatory protein truncated with Tn554
SA1957 conserved hypothetical protein ]
SA1958 hypothetical protein, similar to transposase for 15232 ;
SA1959 gim$ glucosamine-fructose-6-phosphate aminotransferase
SA1960 mtiF
SA1961
SA1962 mtiA
SA1963 mtiD mannitol-1-phosphate 5-dehydrogenase
Y 1 SA1964 fmtB#mmp FmtB protein s
091 1.07 SA1965 gimM#femD hosphoglucosamine-mutase %
052 079 SA1966 conserved hypothetical protein T
058 064 SA1967 conserved hypothetoical protein |
094 113 SA1968 arg arginase
092 0.97 SA1969 hypothetical protein, similar to ATP-binding Mrp-like protein
0.82 087 SA1870 hypothetical protein, simitar to multidrug resistance protein transport/binding
1.05 0.88 SA1970a hypothetical protein, similar to multidrug resistance protein tranisport/binding
092 087 SA1971 hypothetical protein I}
0.96 1.05 SA1972 hypothetical protein, similar to multidrug transporter
113 1.29 SA1973 hypothetical protein, similar to hemolysin Hl |2 € other function
1.20 SA1974 hypothetical protein, similar to UDP-N-acetylglucosamine pyrophosphorylase cell wall {i7Ens fand)
087 5A1975 cre conserved hypotehtical protein
1.09 SA1976 conserved hypotehtical protein i - L
1.07 SA1977 hypothetical protein, similar to ferrichrome ABC transporter (permease) . transport/)qinding
1.08 SA1978 hypothetical protein, similar to ferrichrome ABC transporter (permease) i transport/binding
098 SA1979 hypothetical protein, similar toferrichrome ABC transporter (binding prote) ; transport/binding’
0.85 SA1980 conserved hypothetical protein |
0.96 SA1981 conserved hypothetical protein | . .
097 SA1982 hypothetical protein, similar to transporter transport/binding: Celleyelonand brocese:
0.88 SA1983 hypothetical protein
1.00 SA1984 asp23 alkaline shock protein 23, ASP23 adaptation to atypical other function
085 SA1985 hypothetical protein
085 $A1986 hypothetical protein o L
0.82 SA1987 glycine betaine transporter opuD homolog transport/bi
110 SA1988 hypothetical protein, similar to alginate lyase Caibohyarate
097 SA1989 hypothetical protein, similar to quinone oxidoreductase
1.00 SA1990 ) conserved hypothetical protein | . -
084 * SA1991 lacG 6-phospho-beta-galactosidase FEabatyarare meranons
091 SA1992 lacE PTS system, lactose-specific IBC component tranépor;/bin ng:
098 SA1993 lacF PTS system, lactose-specific lIA component
0.88 SA1994 lacD tagatose 1,6-diphosphate aldolase
092 SA1995 lacC tagatose-6-phosphate kinase
1.23 SA1996 lacB galactose-6-phosphate isomerase LacB subunit
0.95 SA1997 cre lacA galactose-6-phosphate isomerase LacA subunit
0.99 SA1998 lacR lactose phosphotransferase system repressor Information pathway
098 SA1999 hypothetical protein, similar to regulatory protein, SIR2 family Information pathwa;
0.85 SA2001 hypothetical protein, similar to oxidoreductase, aldo/keto reductase family ol
1.01 SA2002 hypothetical protein, similar to transcription regulator MerR family nformation pathway
0.83 SA2003 hysA hyaluronate lyase precursor other function
1.24 SA2004 conserved hypothetical protein
1.32 SA2005 conserved hypothetical protein
0.89 SA2006 hypothetical protein, similar to MHC class Il analog other function
0.88 SA2007 hypothetical protein, similar to alpha-acetolactate decarboxylase
0.67 5A2008 alsS alpha-acetolactate synthase 18 Ve
1.09 SA2016 ps! 308 ribosomal protein S9 Information pathway
1.10 SA2017 M S50S ribosomal protein L13 Information pathway
1.4 SA2018 truA tRNA pseudouridine synthase A Information pathway
1.05 SA2018 conserved hypothetical protein
085 $A2020 hypothetical protein, similar to ABC transporter (ATP-binding protein) fﬁﬁggﬁp%? gﬁé"’fé %
0.92 SA2021 hypothetical protein, similar to ABC transporter (ATP-binding protein) i\:ﬁ’%egltl‘g‘gﬁ\?é o and progess:
081 5A2022 rpiQ. 508 ribosomal protein L17 ) Information pathway
087 SA2023 rpoA DNA-directed RNA polymerase alpha chain % Information pathway
079 SA2024 rpskK 308 ribosomal protein S$11 i Infarmation pathway
0.98 SA2025 psM 308 ribosomal protein $13 Information pathway
0.87 SA2026 infA translation initiation factor IF-1 Information pathway
0.74 SA2027 adk adenylate kinase 1
.77 5A2028 secY preprotein translocase SecY subunit rotein secretion
064 $A2029 rplo 508 ribosomal protein L15 2 ‘)ﬁ%ﬂﬁ}aﬁ*‘ Information pathway
0.72 SA2030 rpmD 508 ribosomal protein L30 Information pathway
0.64 SA2031 rpsE 308 ribosomal protein S5 Information pathway
092 SA2032 IR 508 ribosomal protein L18 Information pathway
0.73 SA2033 plF 508 ribosomal protein L6 Information pathway
066 0.84 SA2034 rpsH 308 ribosomal protein S8 Information pathway
063 0.97 SA2035 plE 508 ribosomal protein LS Information pathway
070 0.87 SA2036 piX 508 ribosomal protein L24 information pathway
068 0.85 SA2037 pIN 508 ribosomal protein L14 Information pathway
065 091 SA2038 msQ 308 ribosomal protein $17 Information pathway
091 0.93 $A2039 pmC 508 ribosomal protein L29 Information pathway
076 0.89 SA2040 plP 50S ribosomal protein L16 Information pathway
0.69 0.84 SA2041 rpsC 30S ribosomal protein §3 Information pathway
0.65 0.86 SA2042 plv 50S ribosomal protein L22 Information pathway
075 1.02 SA2043 rpsS 308 ribosomal protein §19 Information pathway
072 0.89 5A2044 B 508 ribosomal protein L2 Information pathway
074 0.98 SA2045 plw 508 ribosomal protein L23 Information pathway
079 091 SA2046 plb 508 ribosomal protein L4 Information pathway
SA2047 piC 508 ribosomal protein L3 Information pathway
SA2048 psJ 308 ribosomal protein S10 Information pathway
SA2049 hypothetical protein
SA2050 conserved hypothetical protein
SA2051 topB DNA topoisomerase lll top8 Information pathway
SA2052 conserved hypothetical protein
ili_SA2053 gley glucose uptake protein homolo ‘. transport/binding’
1.01 072 SA2054 conserved hypothetical protein
086 079 5A2055 hypothetical protein J ]
052 0.80 $A2057 cre fmhB FmhB protein : cell wall
1.09 1,25 SA2059 hypothetical protein |




114 SA2060 _hypothetical protein, similar to transcription regulator MarR family Information pathway
1.24 SA2061 hypothetical protein ‘envelopzand ;u
1.18 SA2062 sarV staphylococcal accessory regulator A homolog Information pathway
118 SA2063 moaA molybdenum cofactor biosynthesis protein A =tabol
124 SA2064 mobA molybdopterin-guanine dinucleotide biosynthesis mobA
1.26 SA2065 moabD probable molybdopterin synthase small subunit
118 $A2066 moak molybdopterin converting factor moa
1.19 SA2067 mobB probable molybdopterin-guanine dinucleotide biosynthesis mobB 2
087 SA2068 moeA molybdopterin biosynthesis protein moeA
1.31 5A2069 moaC malybdenum cofactor biosynthesis protein C
119 SA2070 moaB molybdopterin precursor biosynthesis moaB
1.04 SA2071 moeB molybdopterin biosynthesis protein moeB
modC molybdenum transport ATP-binding protein ModC
; modB8 probable molybdenum transport permease
1.16 5A2074 modA probable molybdate-binding protein
089 SA207S narQ FdhD protein homolog
097 SA2076 hypothetical protein
114 SA2077 hypothetical protein, similar to biotin biosynthesis protein
0g8 SA2078 hypothetical protein, similar to inosine-adenosine-guanosine-nucleoside hydrolas
1.02 SA2079 hypothetical protein, similar to ferrichrome ABC transporter fhuD precursor
1.20 SA2080 hypothetical protein, simitar to butyryl-CoA dehydrogenase d{me! BolismE
08t SA2081 hypothetical protein, similar to urea transporter 5 ort/binding
084 SA2082 ureA urease gamima subunit
094 $A2083 ureB urease beta subunit
1.08 SA2084 ureC urease alpha subunit
089 SA2085 ureE urease accessory protein UreE
078 SA2086 ureF urease accessory protein Uref
115 5A2087 ureG urease accessory protein UreG
1.00 $A2088 ureD urease accessory protein UreD
059 5A2089 sarR staphylocaccal accessory regulator A homolog Information pathway
142 $A2090 conserved hypothetical protein
0.98 SA2091 hypothetical protein
0.92 SA2092 hypothetical protein, similar to transcription regulator Information pathway
1.22 $A2093 ssaA secretory antigen precursor SsaA homolog other function
072 SA2094 hypothetical protein, similar to Na+/H+ antiporter : 5%
0.88 SA2095 hypothetical protein, similar to D-octopine dehydrogenase
0.66 $A2096 conserved hypothetical protein
065 051 SA2097 ssaA hypothetical protein, similar to secretory antigen precursor SsaA
1.48 1.15 SA2098 cre hypothetical protein, similar to glycerate dehydrogenase
052 058 5A2099 hypothetical protein, similar to monooxygenase
031 053 SA2100 hypothetical protein, similar to autolysin E
SA2101 conserved hypothetical protein
% SA2102 formate dehydrogenase homolog
T 1.03 5A2103 hypothetical protein, similar to lyt divergon expression attenuator LytR
l 1.46 5A2104 hypothetical protein, similar to suppressor protein suhB olismz;
1.21 $SA2105 conserved hypothetical protein Information pathway
X 0.85 $SA2106 hypothetical protein, similar to protein of pX02-46 l
03t 1.10 5A2107 hypothetical protein j
083 1.03 SA2108 hypothetical protein, similar to transcription regulator, RpiR family Information pathway
166 117 SA2109 cre hypothetical protein, similar to transport protein 2 o
SA2110 cte hypothetical Erotein
SA2111 hypothetical protein, similar to phosphoglycolate phosphatase g
SA2112 hypothetical protein, similar to sodium-dependent transporter
$A2113 hypothetical protein .
SA2114 cre glvC PTS system, arbutin-like IBC component
SA2115 hypothetical protein, similar to transcriptional regulator
5A2116 hypothetical protein
SA2117 hypothetical protein, similar to Na+/H+ antiporter, putative
SA2118 hypothetical protein
SA2119 hypothetical protein, similar to dehydrogenase
SA2120 hypothetical protein, similar to amino acid amidohydrolase
SA2121 hutl imidazolonepropionase :
sa2122 hutU urocanate hydratase Ta A1
SA2123 hypothetical protein, similar to transcription regulator LysR famil Information pathway
SA2124 fosB fosfomycin resistance protein fofB 3}}335 i
SA2125 hypothetical protein, similar to formiminoglutamase
SA2126 hypothetical
SA2127 hypothetical protein, similar to ribose 5-phosphate isomerase (rpi)
SA2128 conserved hypothetical protein
SA2129 hypothetical protein, similar to aldose 1-epimerase &m}ﬂg a
5A2130 conserved hypothetical protein |
SA2131% conserved hypothetical protein J . .
SA2132 hypothetical protein, similar to ABC transporter (ATP-binding protein) : transport/binding:
SA2133 conserved hypothetical protein
SA2134 hypothetical protein, similar to DNA-3-methyladenine glycosidase
5A2136 fni isopentenyl diphosphate isomerase
SA2137 hypothetical protein, similar to divalent cation transport
SA2138 conserved hypothetical protein
SA2139 hypothetical protein
$A2140 cre hypothetical protein, similar to esterase
sa2141 hypothetical protein . =
SA2142 hypothetical pratein, similar to multidrug resistance protein iransport/hinding B
SA2143 conserved hypothetical protein L 5
SA2145 tcaB TcaB protein transgort/binding
K SA2146 tcaA TcaA protein
0.30° 0.52 5A2147 tcaR TcaR transcription regulator i
0.75 | 0.81 SA2148 hypothetical protein, similar to membrane protein (rénsp‘on/ nding:
443 1.00 $A2149 hypothetical protein, similar to ABC transporter, ATP-binding protein transport/binding:
984 1.16 5A2150 conserved hypothetical protein |
098 0.99 SA2151 hypothetical protein, similar to two component response regulator Ry
1.08 0.99 SA2152 hypothetical protein, similar to two component histidine kinase sensor
1.03 1.37 $A2153 conserved hypothetical protein
119 147 SAZ154 hypothetical protein | ]
1.38 1.15 SA2155 hypothetical protein, simialr to malate:quinone oxidoreductase Feamohydiate meta B
113 0.76 SA2156 L-lactate permease lctP homolog transport/binding:, -
0.96 0.80 SA2157 hypothetical protein
186 1.08 SA2158 hypothetical protein, similar to TpgX protein [ [ |




093 1.06 $A2159 hypothetical protein, similar to transcription repressor of sporulation, septation and degray| Information pathway
097 5A2160 conserved hypothetical protein |
1.03 SA2161 hypothetical protein, similar to attachment to host cells and virulence ]
079 SA2162 hypothetical protein, similar to thioredoxin reductase .cellienvel géfgli proces
137 SA2163 hypothetical protein
094 SA2164 hypothetical protein, similar to phage infection protein precursor other function
1.09 SA2165 hypothetical protein, similar to transcriptional regulator tetR-family Information pathway
109 5A2166 hypothetical protein, similar to cationic transporter i opan g
076 SA2167 cre SCrA PTS system, sucrose-specific |IBC component
1.78 $A2168 cre hypothetical protein -
110 $A2169 hypothetical protein, similar to transcription regulatory protein i Information pathway
11 SA2170 hypothetical protein, similar to general stress protein 26 other function
054 SA2171 hypothetical protein |
0.87 SA2172 ghtT proton/sodium-glutamate symport protein
097 SA2173 hypothetical protein
064 SA2174 hypothetical protein, similar to transcriptional regulator N
093 5A2175 hypothetical protein, similar to small heat shock protein
086 SA2176 nark nitrite extrusion protein
095 SA2177 conserved hypothetical protein
097 SA2178 hypothetical protein, similar to transcriptional regulator Information pathway
1.07 5A2179 hypothetical protein, similar to response regulators of two-component regulator Informatlon pathway
1.07 SA2180 hypothetical protein, similar to two component sensor histidine kinase
1.07 5A2181 hypothetical protein
1.0 SA2182 narl nitrate reductase gamma chain ;
0.94 SA2183 hypothetical protein, similar to nitrate reductase delta chain
0351 $A2184 narH nitrate reductase beta chain narH
0.96 SA2185 narG respiratory nitrate reductase alpha chain
0.94 SA2186 nasF uraporphyrin-ili C-methyl transferase
1.04 SA2187 nasE assimilatory nitrite reductase
086 SA2188 nasD nitrite reductase
112 SA2189 hypothetical protein, similar to NirR
1.08 SA2190 conserved hypothetcial protein | .
1.08 SA2191 hypothetical protein, similar to NirC ! transport/binding,
0.96 $A2193 conserved hEothetical Erotein ) .
0.80 SA2194 hypothetical protein, similar to Zn-binding lipoprotein adcA ; trarisport/binding.
1.02 SA2195 conserved hypothetical protein
1.07 5A2196 conserved hypothetical protein
078 SA2198 hypothetical protein
0.68 SA2199 fmhA fmhA protein cell wall: :
073 SA2200 hypothetical protein, similar to ABC transporter, ATP binding subunit transport/blndmg
0.65 SA2201 hypothetical protein, similar to ABC transporter, permease protein . transport/blndlng
0.55 SA2202 hypothetical protein, similar to ABC transporter, periplasmic amino acid-binding pro transpnrt/b ding .
058 5A2203 hypothetical protein, similar to multidrug resistance protein i y ’
097 SA2204 phosphoglycerate mutase, pgm homolog
0.94 $A2205 conserved hypothetical protein |
0.68 SA2206 shi IgG-binding protein SBI other function
1.3 SA2207 higA gamma-hemolysin chain )t precursor other function
1.36 SA2208 higC gamma-hemolysin component C other function
1.96 1.20 5A2209 higB gamma-hemolysin component 8 other function
098 0.98 5A2210 hypothetical protein, similar to BioX protein -
119 1.08 SA2211 hypothetical protein, simifar to 6-carboxyhexanoate--CoA ligase
1.05 0.8 5A2213 bioB biotin synthase
114 079 SA2214 bioA adenosylmethionine-8-amino-7-oxononanoate aminotransferase
131 0.87 SA2215 bioD dethiobiotin synthetase
175 0.95 SA2216 hypothetical protein, similar to ABC transporter, ATP-binding protein
157 0.85 SA2217 hypothetical protein, simifar to lipoprotein inner membrane ABC-transporter : -
122 1.01 SA2219 conserved hypothetical protein
1.26 097 SA2220 conserved hypothetical protein
1.43 1.05 SA2221 hypothetical protein
082 0.82 SA2222 hypothetical protein, similar to bicyclomycin resistance protein TcaB
122 095 SA2223 hypothetical protein, similar to transcriptional activator
064 119 sAz224 hypothetical protein |
112 1.05 SA222S. | cre conserved hypothetical protein o
11.67 3.9 SA2227a truncated-SAtruncated hypothetical protein, similar to D-serine/D-alanine/glycine transporte: - transport/binding:
SA2229 conserved hypothetical protein .
SA2230 hypothetical protein, similar to beta-lactamase L ocellwall
SA2231 hypothetical protein, similar to glucose epimerase v fietabe
5A2232 hypothetical protein, simitar to 2-dehydropantoate 2-reductase atab
SA2234 opuCD probable glycine betaine/carnitine/choline ABC transporter opuCD transport/bindin;
SA2235 opuCC glycine betaine/camitine/choline ABC transporter opuCC i transport/binding ;
5A2236 opuCB probable glycine betaine/carnitine/choline ABC transporter opuCB : transport/binding -
SA2237 opuCA glycine betaine/camitine/choline ABC transporter opuCA L transport/binding
SA2238 . conserved hypothetical protein
5A2239 hypothetical protein, similar to amino acid transporter : transport/blndlng
0.82 0.63 | SA2240 hypothetical protein, similar to para-nitrobenzyl esterase chain A
SA2241 hypothetical protein, similar to chloramphenicol resistance protein :
SA2242 conserved hypotehtical protein
SA2243 hypothetical protein, simitar to ABC transporter (ATP-binding protein > transport/ ndmg
SA2244 hypothetical protein, similar to endo-1,4-beta-giucanase rhohvdeates QEW L’ﬁi
SA2245 conserved hypothetical protein
5A2246 hypothetical protein
5A2247 conserved hypothetical protein
$A2248 cre hypothetical protein, similar to glutamate synthase (ferredoxin) g
5A2250 hypothetical protejn, similar to antibiotic resistance protein i f[ahsp m/bmdlng
SA2251 opp-1F oligopeptide transporter putative ATPase domain it
SA2252 opp-1D oligopeptide transporter putative ATPase domain i transp o
5A2253 opp-1C oligopeptide transporter putative membrane permease domain ; transport/bmdlng‘ i
. X 5A2254 opp-18 oligopeptide transporter putative membrane permease domain ,tvransport/blndlng‘
366 1.63 SA2255 opp-1A oligopeptide transporter putative substrate binding domain transport/binding: *;
114 1.03 SA2256 conserved hypothetical protein
1.21 0.93 SA2257 conserved hypothetical protein
1.34 0.86 SA2258 hypothetical protein, similar to diaminopimelate epimerase
141 0.84 SA2260 hypothetical protein, similar to glucose 1-dehydrogenase ;
1.24 0.86 S$A2261 hypothetical protein, similar to efflux pump i
1.02 0.98 542262 conserved hypothetical protein
1.31 112 SA2264 hypothetical protein
1.05 1.02 SA2265 hypothetical protein




092 SA2266 hypothetical protein, similar to oxidoreductase
171 SAZ267 hypothetical protein
1.78 SA2268 hypothetical protein
1.16 SA2269 hypothetical protein
113 $A2270 hypothetical protein
1.26 SA2271 hypothetical protein
1.21 SA2272 hypothetical protein
1.1 SA2273 hypothetical protein
0.97 SA2275 hypothetical protein
0.93 SA2276 conserved hypothetical protein
093 5A2278 hypothetical protein, similar to mutator protein mutT Information pathway
1.41 SA2279 hypothetical protein, similar to phosphomannomutase ﬁ?&gﬁ%ﬁ%
1.10 SA2280 hypothetical protein
SA2281 hypothetical protein
SA2283 conserved hypothetical protein
SA2285 hypothetical protein, similar to accumulation-associated protein
5A2286 staphylococcal accessory regulator A homolog Information pathway
SA2287 staphylococcal accessory regulator A homolog Information pathway
5A2288 UTP-glucose-1-phosphate uridyltransferase cell Bavelopand processs |
SA2290 fibronectin-binding protein homolog{(fmbB) other function
SA2291 fibronectin-binding protein homolog(fnbA) other function
SA2292 hypothetical protein
SA2293 gluconate permease
SA2294 gluconokinase
SA2295 gluconate operon transcriptional repressor Infarmation pathway
SA2296 hypothetical protein, similar to transcriptional regulator, MerR family Information pathway
SA2297 hypothetical protein, similar to GTP-pyrophosphokinase ¢
$A2298 conserved hypothetical protein
SA2299 conserved hypothetical protein
SA2300 hypothetical protein, similar to glucarate transporter.
$A2301 hypothetical protein, similar to alkaline phosphatase
$SA2302 hypothetical protein, similar to ABC transporter | X
$A2303 hypothetical protein, similar to membrane spanning protein : 0
$5A2304 fructose-bisphosphatase Eearbanyart i%ﬁﬁ@trﬁy
SA2305 conserved hypothetical protein
SA2306 conserved hypothetical protein . T
SA2307 hypothetical protein, similar to ABC transporter (binding protein) Lot
SA2308 hypothetical protein, similar to transcription regulator MarR family
SA2310 conserved hypothetical protein
SA2311 cre hypothetical protein, similar to NAD(P)H-flavin oxidoreductase F
SA2312 D-specific D-2-hydroxyacid dehydrogenase ?;M
SA2313 conserved hypothetical protein
SA2314 hypothetical protein, similar to ABC transporter (ATP-binding protein) :
SA2315 conserved hypothetical protein
§A2316 sortase
SA2317 hypothetical protein, similar to N-acetyltransferase
SA2318 hypothetical protein, similar to L-serine dehydratase
SA2319 hypothetical protein, similar to beta-subunit of L-serine dehydratas
SA2320 cre hypothetical protein, similar to regulatory protein pfoR
SA2321 hypothetical protein
SA2322 conserved hypothetical protein
SA2323 conserved hypothetical protein
SA2324 hypothetical protein, similar to thioredoxin
SA2325 conserved hypothetical protein
SA2326 PTS system, glucose-specific IABC component
SA2327 hypothetical protein, similar to pyruvate oxidase
SA2328 conserved hypothetical protein
SA2329 conserved hypothetical protein
SA2330 hypothetical protein, similar to transcription regulator
SA2331 hypothetical protein
SA2332 hypothetical protein, similar to secretory antigen precursor SsaA
SA2333 hydroxymethylglutaryl-CoA reductase
5A2334 3-hydroxy-3-methylglutaryl CoA synthase ] met N
5A2335 probable methylated DNA-protein cysteine methyltransferase Information pathway
SA2336 ATP-dependent Clp proteinase chain clpk other function
SA2337 ferrous iran transport protein B homolog ) d:
SA2338 hypothetical protein
SA2339 hypothetical protein, similar to antibiotic transport-associated protein
SA2340 hypothetical protein, similar to transcriptional regulator tetR-family
SA2341 cre 1-pyrroline-S-carboxylate dehydrogenase &
$A2342 hypothetical protein, similar to O-acetyltransferase
$A2343 hypothetical protein R
SA2344 copper-transporting ATPase copA ;- transport/binding
SA2345 hypothetical protein, similar to mercuric ion-binding protein an
SA2346 othetical protein, similar to D-specific D-2-hydroxyacid dehydrogenase ddh hom
SA2347 hypothetical protein, similar to aspartate aminotransferase
5A2348 squalene desaturase
SA2349 squalene synthase
SA2350 conserved hypothetical protein
SA2351 hypothetical protein, similar to phytoene dehydrogenase
SA2352 hypothetical protein
SA2353 hypothetical protein, similar to secretory antigen precursor SsaA
SA2354 hypothetical protein, similar to acyltransferase :
SA2355 conserved hypothetical protein
SA2356 immunodominant antigen A other function
5A2357 hypothetical protein, simitar to regulatory protein (pfoS/R) Information pathway
$A2358 hypothetical protein, similar to transcriptional regulator (TetR/AcrR family) J& Information pathway
SA2359 hypothetical protein
SA2360 conserved hypothetical protein
SA2361 conserved hypothetical protein
$A2362 conserved hypothetical protein
; 5A2363 ~ ___hypothetical protein
1.01 SA2364 hypothetical protein, similar to transcription regulator acrR Information pathway
1.02 SA2365 hypothetical protein, similar to short chain oxidoreductase
0.95 $A2366 conserved hypothetical protein
117 SA2367 conserevd hypothetical protein
1.0 SA2368 hypothetical protein, similar to cobalamin synthesis related protein CobW




$A2369 hypothetical protein, similar to ferrous iron transporter protein B transport/binding callenvelop and/processy
SA2370 . conserved hypothetical protein
SA2371 conserved hypothetical protein
SA2372 hypothetical protein
SA2374 conserved hypothetical protein
SA2375 hypothetical protein, similar to dihydroorotate dehydrogenase
SA2376 hypothetical protein
SA2377 conserved hypothetical protein
SA2378 conserved hypothetical protein
SA2379 hypothetical protein, similar to transcriptional regulator tetR-famil Information pathway
SA2380 conserved hypothetical protein
$A2390 panD aspartate 1-decarboxylase
5A2392 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase
SA2393 hypothetical protein, simitar to 2-dehydropantoate 2-reductase
5A2394 hypothetical protein, simitar to alpha-acetolactate decarboxyl
SA2395 ldh L-lactate dehydrogenase
SA2396 cre hypothetical protein, similar to amino acid transporter
5A2397 hypothetical protein, similar to pyridoxal-phosphate dependent aminotransferas:
$SA2388 hypothetical protein
SA2399 fructose-bisphosphate aldolase homolog ch
063 091 $A2400 mgo2 malaterquinone oxidoreductase
1.18 115 $A2401 hypothetical protein
059 065 SA2402 acetate-CoA ligase oy e me A BBl
0.52 0.83 5A2403 conserved hypothetical protein
0.89 076 SA2404 hypothetical protein
v 077 SA2405 betA choline dehydrogenase adaptation to atypical other function
4.41 085 $A2408 gbsA glycine betaine aldehyde dehydrogenase ghsA adaptation to atypical other function
1.52 [ 095 SA2407° conserved hypothetical protein
154 0.81 5A2408 cudT choline transporter i
423 0.93 $A2409 hypothetical protein, similar to anaerobic ribonucleotide reductase activator proty
320 071 $A2410 nrdD anaerobic ribonucleoside-triphosphate reductase
1.21 085 SA2411 hypothetical protein, similar to magnesium citrate secondary transporter -
1.20 0.97 SA2412 hypothetical protein, simitar to uroporphyrin-lil C-methyltransferase
1.16 0.87 SA2413 cysJ sulfite reductase flavoprotein
082 09 SA2414 cre hypothetical protein, similar to glutathione peroxidase adaptation to atypical
1.09 0.87 SA2415 hypothetical protein, similar to ABC transporter (permease) i rans i
1.09 095 SA2416 hypothetical protein, similar to ABC transporter (ATP-binding protein) 0
0.80 1.47 SA2417 hypothetical protein, similar to two-component sensor histidine kinase el diproce:
0.80 1.5 5A2418 hypothetical protein, simitar to two-component respanse regulator information pathway
0.86 1.08 5A2419 hypothetical protein
0.86 0.8t SA2420 phoB alkaline phosphatase lll precursor
1.09 094 SA2421 hypothetical protein, similar to transcriptional regulator
1.42 1.10 SA2422 hypothetical protein, similar to tributyrin esterase ter
114 062 SA2423 clfB Clumping factor B other function
109 052 SA2423a clfg - Clumping factor B other function
5A2424 hypothetical protein, simitar to transcription regulator Crp/Fnr family protein
SA2425 arcC carbamate kinase
SA2426 arcD arginine/oimithine antiporter
SA2427 arcB ornithine transcarbamoylase
SA2428 arcA arginine deiminase
SA2429 hypothetical protein, similar to arginine repressor Information pathway
5A2430 aur zinc metalloproteinase aureolysin other function
SA2431 isaB immunodominant antigen B other function
SA2432 conserved hypothetical protein
SA2433 hypothetical protein, similar to transcription antiterminator BglG family
SA2434 fructose phosphotransferase system enzyme fruA homolog
SA2435 pmi mannose-6-phosphate isomerase
SA2436 hypothetical protein, similar to phage infection protein
028 0.64 SA2437 hypothetical protein, similar to autolysin precursor
0.80 0.87 5A2438 hypothetical protein, similar to N-Carbamoylsarcosine Amidohydrolase
0.82 084 SA2439 conserved hypothetical protein
0.82 0.83 SA2440 hypothetical protein )
0.8t 0.83 SA2441 hypothetical protein, similar to lipopolysaccharide biosynthesis protein R cell wall,
083 0.88 SA2442 preprotein translocase secA homolog protein secretion
098 087 $A2443 hypothetical protein
1.03 0.91 SA2444 hypothetical protein
0.88 0.94 SA2445 hypothetical protein .
0.99 0.97 SA2446 hypothetical protein, similar to preprotein translocase secY rotein secretion el
1.47 1.15 SA2447 cre hypothetical protein, simitar to streptococcal hemagglutinin protein other function
0.87 0.97 SA2448 conserved hypothetical protein
1,13 1.00 $SA2449 hypothetical protein
092 1.01 5A2450 hypothetical protein
1.03 093 SA2451 hypothetical protein
096 0.82 5A2452 conserved hypothetical protein
1.10 0.91 5A2453 hypothetical protein, similar to peptide methionine sulfoxide reductase S RTel At Information pathway
1.08 0.85 SA2454 conserved hypothetical protein
087 0.85 SA2455 capC capsular polysaccharide biosynthesis, capC adaptation to atypical other function
0.20 0.00 SA2456 capB capsular polysaccharide biosynthesis, capB adaptation to atypical other function
1.24 088 SA2457 capA capsular polysaccharide biosynthesis, capA adaptation to atypical other function
0.82 1.04 SA2458 icaR ica operon transcriptional regulator IcaR Information pathway
1.07 0.80 SA2459 icaA intercellular adhesion protein A other function
1.00 081 SA2461 icaB intercellular adhesion protein B other function
058 0.88 SA2462 icaC intercellular adhesion protein C other function
112 1.08 SA2463 cre ip triacylglycérol lipase precursor
1.26 092 SA2465 hisF cyclase-like protein hisF
1.26 0.88 SA2466 hypothetical protein, similar to phosphoribosylformimino-5-aminoimidazole carboxamide ribot
1.04 080 SA2467 hisH amidotransferase hisH
1.35 0.93 SA2468 hisB imidazoleglycerol-phosphate dehydratase
1.28 0.88 SA2469 hypothetical protein, similar to histidinol-phosphate transaminase
1.08 0.82 SA2470 hypothetical protein, similar to histidinol dehydrogenase
1.04 091 SA2471 hisG ATP phosphoribosyltransferase
1.30 080 5A2472 hypothetical protein, similar to ATP phosphoribosyltransferase regulatory subunj
113 0.75 SA2473 hypothetical protein
1.06 0.95 sA2474 conserved hypothetical protein ] B ]
1.02 0.83 SA2475 conserved hypothetical protein transgort/binding:
1.29 073 $A2476 hypothetical protein, similar to cation ABC transporter (ATP-binding protei) transport/binding
1.32 0.88 SA2477 conserved hypotehtical protein




SA2478 conserved hypothetical protein | | |
$A2479 conserved hypothetical protein | |
SA2480 cre drp35 Drp3S * cellwall:
$A2481 conserved hypotehtical protein
$A2482 pep pyrrolidone-carboxylate peptidase 4 i
SA2483 hypothetical protein
SA2484 conserved hypothetical protein
SA2485 hypothetical protein
SA2486 2-oxoglutarate/malate translocator homolog
SA2488 hypothetical protein
SA2489 hypothetical protein, similar to high-affinity nickel-transport protein
SA2490 cre hypothetical protein, similar to N-hydroxyarylamine O-acetyltransferase %‘ %, et termediary:met
SA2491 cre conserved hypothetical protein J . .
SA2492 vraD hypothetical protein, similar to ABC transporter © . “transport/binding”. ELCelenVebBanaprocess .
SA2494 cspB cold shock protein cspB_* | adaptation to atypical other function
SA2495 hypothetical protein, similar to hypothetical protein ; i Information pathway
SA2496 hypothetical protein
$A2497 hypothetical protein
SA2498 i hypothetical protein, similar to DNA-binding protein SpoOJ-like homolo
SA2499 gidB glucose inhibited division protein B
SA2500 gidA glucose inhibited division protein A
SA2501 thdF possible thiophene and furan oxidation protein
5A2502 rnpA ribonuclease P protein component Information pathway
SAS001 Conserved hypothetical protein
SAS007 hypothetical protein
SAS008 hypothetical protein
SAS009 hypothetical protein
SAS010 hypothetical protein
SAS012 hypothetical protein
SAS016 hypothetical protein
SAS020 hypothetical protein, similar to phosphoglycerate mutase
SAS023 hypothetical protein, similar to thioredoxin
SAS025 hypothetical protein
SAS026 hypothetical protein
SAS027 conserved hypothetical protein
SAS030 hypothetical protein
SAS031 hypothetical protein
SAS032 conserved hypothetical protein
SAS035 hypothetical protein
SAS037 hypothetical protein
SA5039 hypothetical protein
SAS040 dmp! 4-oxalocrotonate tautomerase
SAS041 hypothetical protein
SAS043 hypothetical protein
SAS044 dmpl 4-oxalocrotonate tautomerase
SAS047 pmG 508 ribosomal protein L33 Information pathway
SAS048 cre hypothetical protein
SAS051 hypothetical protein
SAS052 psD 30S ribosomal protein 54 Information pathway
SAS053 hypothetical protein
- SAS054 ical protein
SAS056 hypothetical protein
SAS057 hypothetical protein
SAS0S8 hypothetical protein (Bacteriophage phi Sa 3mw) other function
SAS061 hypothetical protein (Bacteriophage phi Sa 3mw) other function
SAS062 hypothetical protein(phiN315) other function
SAS063 hypothetical protein (Bacteriophage phi Sa 3mw) other function
SAS06S hid delta-hemolysin other function
SAS067. hypothetical protein
SAS068 cre hypothetical protein
SAS074 cre conserved hypothetical protein _
$AS078 rpmJ 508 ribosomal protein L36 ‘;& ﬁ&‘* i ;‘j”/ hesisi Information pathway
X SAS079 rpsN 308 ribosomal protein $14 sin‘synt! % Information pathway
1.05 093 $AS081 conserved hypothetical protein
119 085 $AS084 hypothetical protein
1.35 1.2 SAS085 hypothetical protein
1.20 0.50 SAS091 hypothetical protein
0.50 1.16 SAS092 hypothetical protein
0.81 0.90 SAS093 rpmH 508 ribosomal protein L34 Information pathway
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Chemically defined medium COL MWwW2 BB270
glucose (10% wt/vol) 1024 16 256
glucose + GlcNAc (2%) 1024 16 64
fructose (10%) no growth 8 no growth
fructose + GlcNAc (2%) no growth 16 no growth
lactose (10%) 1024 16 512
lactose + GlcNAc (2%) 1024 256 32
manitol (10%) 1024 16 256
sucrose (10%) 1024 16 512
sucrose + GlcNAc (2%) 1024 16 128
maltose (10%) 1024 16 512
maltose + GlcNAc (2%) 1024 16 256
galactose (10%) 1024 16 512
galactose + GlcNAc (2%) 1024 32 64
trehalose (10%) 1024 64 1024
trehalose + GlcNAc (2%) 1024 256 128
raffinose (10%) 1024 32 512
raffinose + GlcNAc (2%) 1024 32 512
mannose (10%) 1024 16 512
mannose + GlcNAc (2%) 1024 32 512
all (1% each) 1024 16 256
all + GleNAc (2%) 1024 16 64
TSB 1024 16 512
TSB + GlcNAc (2%) 1024 16 512

BT pg/ml
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(F L a—-ABRHICH T HERRISHTINEETT)
Fruclose| Lactose Sucrose | Maltose | Raffinose] Manito) | Mannose| Trehalosq Al TSB MW.LD. name characteristic
106 | 1 120 | 144 | o084 | 082 | 107 | 095 | MWO0OT | dnaA 1 replication initiator protein
107 | 073 | 125 | 094 | 124 129 Wi dnaN DNA 111, beta chain
089 | 131 X 091 | o092 | Mwo003 protein
110 | 127 1,06 | 095 | MW0004 | recF DNA repair and genetic i profein
134 | 138 110 | 079 | Mwo000S | avB suburnit B
094 | 1.20 102 | 113 | MWOOOE | qwrA DNA gyrase subunit A
085 | 097 113 | 119 | MWO007 ical protein
066 | 053 1,06 | 123 | MW0OOS | hutH histidine iz
087 | 055 104 | 191 | MW00O09 | sers serylRN
084 082 098 122 | MWOO10 protein, similar to amino acid permease
055 | 0868 1.08 | 149 | MWOO11
107 | 152 057 | 1.08 | MWOO12
095 | 1.28 089 | 1.48 | MWOO13
09 | 088 106 | 147 | MWOO14
091 0.89 081 | 1.46 | MWOO15 | splt 508 ribosomal protein L9
101 | 074 1.00 | 117 | MWOO16 | dnaC replicative DNA heficase
074 0.85 1.14 0.88 0.9 071 MWOO17 | purA adenylosuccinate synthase
084 | 086 | 110 | 139 . X 107 | 075 | MWO018 | vicR
053 122 1.10 156 1.08 1.14 0.86 1.01 0.97 | MWOO19 vicK fwo-component sensor histidine kinase
091 | 113 | 100 | 123 |'091 | 098 | 091 057 | 098 | MW0020 conserved hypothetical protein
145 1.24 1.18 138 1.24 i 1.02 0.5 093 | MWO02t conserved hypothetical protein
117 | 121 124 { 105 | 111 114 | 094 101 | 081 | Mwoo22
085 | 0s0 | 107 080 | 151 { MW0023 hypothetical protein, similar to 5'-nucleotidase
1.15 1.07 0.88 1.02 1.86 | MW0023n hypothetical protein, similar to §'-nucleotidase
1.10 1.04 092 1.02 | 081 | MW0024 | orfX conserved hypothetical protein orfX
107 { oot | 083 1.07 | og7 | MwO025 hypothetical protein
079 | o080 | 083 097 | 1.1 | MW0026 hypothetical protein
141 1.29 1.00 0.88 117 ] Mw0027 transposase for IS-like element
107 | 092 | 1.09 081 | 110 | mMwoo28 probable HMG-CoA synthase
116 | 123 | 084 MW0028n probable HMG-CoA synthase
320 | 115 { 096 MW002 i i
104 | o095 | 095 MWOO: cons protein
177 | 1 1.42 Mw0031 | mecA penicillin binding protein 2 prime.
ERE Y 124 W0032 | mecR1 methicilin, orotein [
093 | 059 | 157 MW0033_hcated heical protein, similar to type | restriction-modification system endcN NN R A VAR
! 128 | 110 | o74 MW0034 hypothetical protein, similar to tr: _transposon and IS
091 | 094 | 120 | 163 | 127 | 108 | 1.00 MW0035 hypothetical pro
083 | 099 | 108 | 124 | o098 | 085 | 0092 112 | o098 | MW0036 protein
096 | 133 | 140 | 115 | 141 | 135 | 112 114 | 097 | MWO0037 hypothetical protein
088 | 090 | 117 | 151 121 | 117 | 089 113 | 094 | MWO0037n protein
081 | 002 | 093 | o67 | 111 | 085 | 10t 111 | 116 | Mw0038 | ccrB cassefte inase B
083 | 146 | 145 | 108 | 145 | 169 | 103 113 1 117 | Mw0039 | corA cassette A
108 | 160 | 333 | 102 | 1499 | 129 | 135 106 | 108 | MW0040 orotein
096 | 144 | 122 | 111 108 | 147 | 1.00 1.02 | 103 | Mw0041 hypothetical protein
101 | 102 | 101 0% | 095 | o099 | o096 0g8 | 084 | MWOO41n ical protein
149 | 132 | 127 | 140 | 125 } 147 | 101 11| os7 | Mw0042 hypothetical protein
145 | oot | 100 | tor | 141 | 138 | 004 095 | 105 | Mwoos3 hypothetical protein
143 | 133 | 143 | 084 | 112 | 132 | 095 097 | 109 | Mwo04s hypothetical protein
092 | 177 | 411 | 084 | 121 | 131 | 082 095 | 122 | Mwo046 truncated hypothetical protein
132 | o8t | os7 | 107 | 107 ! 093 | 0%0 103 | 115 | MW0047 hypothetical protein
100 | 131 109 | 087 | o094 | 095 | 093 100 | 078 | MWO0OS0 truncated transposase
127 | 053 | 083 1.03 | 124 seh enterotoxin H
142 1.00 1.09 1.05 1.41 hypothetical protein, similar to enterotoxin SEQ
144 | 4 1.01 121 | 135 conserved hypothetical protein
123 | 141 121 131 | 147 conserved hypothetical protein
1.48 1.16 1.05 1.07 1.32 conserved hypothetical protein
147 | 1.36 1.12 1.19 1.30 conserved hypothetical protein
137 1.01 114 1.15 1.32 conserved hypothetical protein
109 | 157 1.18 1.23 1.32 conserved hypothetical protein
1.16 1.46 1.32 1.35 1.26 conserved hypothetical protein
1.12 1.52 1.16 0.91 1.1 conserved hypothetical protein
036 1.14 1.07 110 1.02 conserved hypothetical protein
097 1.39 1.08 1.22 1.09 hypothetical protein, similar to homo sapiens CGl-44 protein, PRO1975 protei miscellangous
104 | 138 | 196 | 124 | 142 conserved hypothetical protein
132 0.86 1.07 0.81 1.21 conserved hypothetical protein
093 118 114 0.93 1.04 hypothetical protein
1.05 1.08 1.03 1.03 1.08 hypothetical protein
0.89 1.40 1.21 1.35 1.07 hypothetical protein, similar to macrolide-efflux determinant |t transport/binding :
conserved hypothetical protein
hypothetical protein, similar to transcriptional regulator (LysR fami
hypothetical protein
hypothetical protein, simitar to transcriptional regulator
hypothetical protein
hypothetical protein
ple 14
hypothetical protein
hypothetical protein
h: hetical protein
hypothetical protein
. hypothetical protein
115 | MWO0077 pothetical protein, similar to transcription regulator AraC/XylS famil
1.02 | MW0O078 protein, similar to aminoa
113 | MW0079 hypothetical protein, similar to transmembrane efflux pump prote
094 | MW0O79n hypothetical protein, similar to transmembrane efflux pump protein f
151 | MW00BO con: ical protein
1.76 | MW0080a conserved hypothetical protein
0.90 MW0081 67 kDa Myosin-crossreactive streptocaccal antigen homologue
1.12 | MWw0082 hypothetical protein
1.91 MW0083 lctP L-lactate permease homologue
1.77 | Mwoos4 | spa IMMUNOGLOBULIN G BINDING PROTEIN A PRECURSOR
1.64 | MWOOB4n| spa Immunoglobulin G binding protein A precursor.
1.18 | MWO0O08S larH1(sar staphylococcal accessory regulator A homologue
X 122 | MWO086 SirC fipoprotein
X 093 | MWO0087 | sirB fipoprotein
147 | Mw0088 | sirA lipoprotein
X 5 5 . . . X 1.09 | MW0O88n| _sirA lipoprotein
055 1.21 1.06 1.26 1.05 1.14 0.87 1.05 1.08 089 | MWO0089 hypothetical protein, similar to cysteine synthase
059 0.84 i 098 1.00 1.05 0.97 0.89 1.47 099 | MW0030 hypothetical protein, similar to omithine cyclodeaminase




0.95 0.93 1.07 0.80 1.13 0.94 | MW0O091 | conserved hypothetical protein
106 | 101 ) 08 | 083 | 1.16 | 078 | MW0092 ] hypothetical protein, similar to multi-drug resistance efflux pump transport/binding:
0.91 1.05 1.18 079 0.95 0.71 MWO0093 hypothetical protein, simifar to rhizobactin siderophore biosynthesisprotein Rh: miscellaneous
167 | 097 | 150 | 095 7 1.08 | 081 | MWO0094 hypothetical protein, similar to rhizobactin siderophore biosynthesisprotein Rh miscellaneous
1.24 0.89 1.00 1.25 1.09 082 | MWO09S hypothetical protein, similar to various aldolase
1.32 0.98 1.38 1.07 1.08 075 | MW0086 hypothetical protein, similar to diaminopimelate decarboxylase
112 0.81 142 0.94 MW0097 hypothetical protein
122 | 088 | 091 | ogs MWO0098 hypothetical protein
102 | 095 | 095 | 100 protein
059 | 076 | 055 | 093 MWQ100 | buta i
105 | 092 | 108 | 087 . MWO101 hypaothetical protein
077 | 116 | 102 | 088 | 097 | 052 | MWO101n h
135 | 104 | 140 | 094 | 104 | 082 [ mMwoi02 protein, similar to UDP-glucose 4 (gale-1)
124 | 095 | 123 ] 099 | 111 | o069 | Mwoto3 ical protein, similar to Tuah
| 126 | o83 { 115 | 105 { 114 | o9t | Mwo104 protein, similar to i
118 | 073 | os2 [ o098 | 114 | 102 | MwW010S orotein, similar t i ynthesis protein 14H
. 0.66. 089 979 116 099 1.42 MW0106 protein, similar to capsular synthesis protein 14L
114 | 053 | 061 | o076 | 085 | 053 | 068 MW0107 | sodM superoxide dismutase
118 [F040%] 051 054 | oo | 052 | 073 MWO0107n| _sodM i
074 | 102 | 126 | 132 ] 092 | 146 [ 100 MW0108 protein
079 | 103} 41 | 091 | 099 | 148 | 092 MW0109 protein, similar to trehalose opeson iptional repressor
093 | 114 1.06 1.29 1.02 | 1.61 1.06 MWO110 | pnp purine nucleoside phosphorylase : o~
08s | oot [ 110 | 106 | 112 | 116 [ 108 : . MWO110n|  pnp Durine ide phosphorvlase BT v
082 | 117 | 112 | 134 | 406 | 455 | 140 { 129 | 493 | 1148 | 089 | Mwoin1 protein, similar to lin res protein detoxification
080 | 105 119 142 | o091 [Eio3WE 099 138 191 100 | 082 | MWO112 dra il aldolase 5
o076 | 09 | o0s1 t17 | o083 | 145 | 109 | 433 [ 117 | o089 | o070 | Mw0113 | dim
085 | 145 [ 124 } 108 | 110 | 165 [ 104 | 190 | 099 [ oo | os7 [ Mwot14 protein, similar to transport
069 | 128 { 121 111 | 414 | 147 | 098 | 153 | 0s0 | 1140 | os4 | Mwot15 protein, similar to transport permease
os1 | o087 | 096 | 108 | 085 | 114 | 127 | 444 | 445 | 100 | t0s | MWO11E protein, similar to transpost system protein
| 072 | 120 | 1220 { 188 | 111 | 148 | oos | 146 | 105 | 114 | 093 | Mwo117 orotein, similar to ABC tranporter
074 | 109 | 147 | 123 | 10t | 422 [ q08 [ 116 [ 145 [ 411 | os7 | mwpiig protein
086 | 083 | os2 | 103 | 091 | 084 | 109 [ 103 | 107 | 0o2 | 065 | Mwpi19 protein, similar to
082 | 123 | 125 | 139 | 100 | 10t | o097 | 143 | 147 | 107 | 0% | Mwo120 truncated replication initiator protein
0.80 0.91 1.07 1.04 0.82 [ Mwo121 truncated replication initiation protein
078 1.00 1.1 1.00 093 | MwQo122 hypothetical protein, similar to transposase
1049 0901 [:024:] MWO0123 | adhE lcoho -
108 | 084 | MWO124 { capa capsular ide synthesis enzyme CapSA to atypical
118 0.92 MWQ125 cap8 capsular ide synthesis enzyme Cap5B ion to atypical
1.18 090 | MWO126 | capC capsular ide synthesis enzyme CapBC. ion to stypical
1.08 077 MWO127 | capD capsular ide synthesis enzyme CapS0) ion to atypical
1.08 089 MW0128 capk . capsular ide synthesis enzyme Cap8E to atypical
115 | 080 | MW0129 | capF capsular ide synthesis enzyme CapSF ion to atypical
121 | 095 | MW0130 | capG capsular ide synthesis enzyme CapSG. ion to atypical
126 | 114 | MWO131 | cap8H capsular polysaccharide synthesis enzyme Cap8H adaptation lo atypical
1.18 1.1 MWO0132 | cap8l capsular polysaccharide synthesis enzyme Cap8| adaptation to atypical
115 093 | MW0133 | cap8J capsular polysaccharide synthesis enzyme Cap8J adaptation to atypical
1.08 1.21 | Mw0134 | cap8K capsular polysaccharide synthesis enzyme Cap8K adaptation to atypical
133 | 103 | Mwo135 | capl capsular ide synthesis enzyme Cap5L jon to atypical
117 | 090 | Mw0136 | capM capsular ide synthesis enzyme Cap5M jon to atypical
149 | 108 | MW0137 | capN capsular ide synthesis enzyme CapSN jion to atypical
124 | 095 | MW0138 | capo capsular ide synthesis enzyme CapBO ion to atyoical
1.22 105 MW0139 capP capsufar ide synthesis enzyme CapSP ion to atypical
098 | o084 | MWQI4Q orotein
104 | 113 [ MwO141 orotein
152 | 404 | MWO142 | aldA aldehyde
120 | 123 | Mw0143 protein, similar to cation-efllux system protein CzeD
) . . . K 116 1.43 MW0144 protein
068 | 073 | 109 | 099 | 107 | 105 [ 093 [ 451 | mMwot4s protein, similar to alpha-helical coiled-coil protein SIDF.
054 | 114 | 177 | 110 | 149 110 [EESSEE Mwo146 ical protein, similar to nitrate
119 | 108 | 130 | o096 | 135 116 [EH0EE] Mwo147 protein, similar to i in Srpl
108 | 100 [ 135 | 101 [ 123 121 [ 3047 | MWD148 orofein, similar to probable of ABC
130 | 110 [ 126 | 103 | 101 | 119 | 948 | 100 | Mwoi49 protein, similar to acyl.CoA family protein
089 | 099 | 115 | o094 105 | 132 | 108 [ 3.03.| MWO150 conserved hypothetical protein
087 | 093 | 108 | 081 094 148 | 104 52 MWO150n cons! tical protein
082 | 078 | 117 | 401 | 103 | 141 | 095 | 143 | Mw0151 | foh e NAD. formate
075 § 105 | 152 | oe7 | 130 | 109 | 093 | 109 | Mwols2 orotein, similar to integral protein LmrP
052 | 084 | ova | o098 | 112 | 098 | 090 | 085 | MWQIs53 ical protein, similar to surfactin
089 | 099 | 100 | 083 | 098 | 098 | 095 | 114 | MWOQI54 cons ical protein
X X 431 | 091 | 066 | 109 | oo0 | 110 | 120 | 082 | Mwo1ss const ica protein
078 | 107 | 108 | o086 | 095 | 100 ] 077 | o0se [ 121 [ 101 | 120 | Mwoise protein, similar to N 5
079 | 100 | 073 | o71 | 082 | 085 | 094 | 104 | 004 | 092 | 117 | Mw0157 | aral arginine bi is bifunctional protein
085 | 107 | 115 | o77 | 107 | 143 | o089 | 161 | 092 | 093 | 122 [ Mwo158 | arac i
08t | 093 | 099 [ 096 | 106 | 114 | 006 | 13 | o086 | 105 | 415 [ Mwo159 ornithine
141 | 069 | 077 | oo7 | 415 | 055 | o067 | 057 | 077 | ogo [ 195 | Mwoie0 protein, similar to branched-chain amino acid transport system carrier prof
070 | 119 | 104 | 101 | 098 | 092 | 085 | 126 { 092 | 105 | 083 | Mwo161 protein, similar to i i
071 | 105 | 097 | 110 | 098 | 412 [ 090 { 141 | 118 MWO162 ical protein, similar to indofe-3 t
060 | 106 | 083 | 098 | 092 | 100 | 071 oAt 1.32 Mwot63 | gleA [TS enzyme Il (EC 2.7.1.69), glucose-specific, factor IIA homologl
059 | o072 | os8 | 085 [ 077 [ o070 | o77 [EPHe®| 1.08 MWO163n| qlcA PTS enzyme Il (EC 2.7,1.69), al ific, factor 1A
072 | 178 | 118 | o7 | 120 | 410 | 092 [EBEH] 101 MW0164 conserved hypothetical protein
0.83 1.50 1.18 097 113 356 0.96 173 0.98 MW0165 conserved hypothetical protein
072 1.73 1.27 122 119 [RE57A% o.8 1.34 1.02 MW0166 hypothetical protein, simifar to sucrose phosphotransferase enzyme Il
083 | 140 | 131 | 116 | 101 [BEFEGE] oes | 142 | 147 MWO167 hypothetical protein, similar to transcription regulator
095 | 103 | 099 | o097 | 095 | 145 | 106 | 131 | 1.03 MW0168 hypothetical protein
0.81 094 0.77 090 0.87 1.18 0.87 0.76 0.86 MWOT169 | hsdR robable type I restriction enzyme restriction chain
072 | 020 | 085 { 092 | 096 | 138 | 087 | 107 | 071 | 105 | 117 | MWO16%a| hsdR robable type | restriction enzyme restriction chain
100 | 112 | 142 | 063 | 118 | 154 | 089 | 151 | o081 | 092 | 108 | MWO170 hypothetical protein
0.88 1147 1.10 093 1.03 1.44 1.00 1.50 084 1.04 090 | MW0171 conserved hypothetical protein
092 | 128 | 126 | 143 | 109 | 132 | 104 | 120 | 088 | 114 | 1.14 | MwWOI72 hypothetical protein, similar to ABC transporter ATP-binding protein
08 | 145 | 130 | 429 | 105 | 141 | o092 | 190 | 121 | 108 [ 104 | MwQi74 protein, similar to faecalis plasmid pPD1 bagl
158 | 125 | 101 | o0 | o085 { o77 | 135 | osa | 187 | 410 | 120 [ mMwo17S protein
121 | 3s9 | 417 | 124 | 109 | 197 | 121 AL 145 | o093 | 120 | mMwoi7e protein
130 | 161 | 108 | o84 | 103 | 119 | 100 | 139 | 144 | o088 | 126 | mMwoiz7 conserv ical protein
090 | 165 | 125 | o093 | 102 | 121 | 102 [ 153 | 119 | 106 [ 143 [ mwoi7s orotein, similar to ABC ATP-binding prtein T T e
086 | 123 | 143 | 100 | 079 | 088 | 128 | 445 | 147 | 1.1 | 124 | MWOI79 hetical protein
09 | 150 | 125 | 114 | 093 | 1.07 | 112 | 1.23 | 089 | 119 | 1.23 | MW0179n hypothetical protein
118 | 119 | 098 | 088 | 090 | 094 | 074 | 1.21 | 108 | 0985 | 1.50 | MWo180 hypothetical protein
088 | 113 | 132 | 091 | 085 | 120 | o098 | 110 | 1.02 oppF oligopeptide transport ATP-binding protein
074 124 1.30 1.04 0.95 1.30 1.06 1.25 1.04 114 154 | MW0182 pB#truncguncated hypothetical protein, similar to oligopeptide ABC transporter perme:
078 1.00 1.06 1.09 090 1.14 1.27 1.24 1.03 1.04 133 | MwW0183 hypothetical protein, similar to dipeptide transporter protein dppC
08 | 160 { 123 | 072 ] 089 | 136 | 114 | 175 | 086 | 121 { 179 | MWO184 | lp RGD-containing lipoprotein
088 12 134 1.05 1.30 q 115 1.76 0.99 117 1.07 | MW0185 hypothetical protein, similar to gamma-glutamyltranspeptidase precursor
073 | 105 | 125 | 121 | 092 | 104 | 096 | 121 | 101 { 121 | 1.05 | MWO186 hypothetical protein
086 | 093 | 135 | 152 | 1.07 | 116 | 112 | 087 | 117 | 141 | 1.06 | MwO187 NAD(P)H dehydrogenase homologue
091 1.89 | "1.37 1.20 144 1.86 0.91 1.85 0.87 1.09 116 | MWO188 hypothetical protein, simifar to lysostaphin precursor
142 | 081 | 105 | 107 | 087 | 119 | 098 | 153 | 1.08 | MW0189 | msmX multiple sugar-binding transport ATP-binding protein
1.17 1.04 095 1.45 1.20 1.46 0.83 1.58 090 | MW0190a hypothetical protein, similar to maltose/maltodextrin-binding protein
1.28 1.29 119 1.48 1.18 1.69 1.0t 1.47_§_ 096 | MW0O190b hypothetical protein, similar to maltose/maltodextsin-binding protein
X 1.39 113 112 1.66 1.05 1.63 089 148 | 087 | MWO191 maltose/maltodextrin transport permease homologue
085 | 127 | 138 | 118 | 095 | 146 | 099 | 151 | o0s9 | 140 | 096 | Mwoisz maltose/maltodextrin transport permease homologu - teansport/binding: !
0.62 1.15 1.49 1.67 1.20 153 1.03 1.01 1.07 1.36 076 | MW0193 hypothetical protein, similar to NADH-dependent dehydrogenase
0.62 1.04 1.38 1.41 1.10 1,38 1.14 1.15 1.00 135 0.87 { MW0194 hypothetical protein, similar to NADH-dependent dehydrogenase




091 | MWO195 conserved hypothetical protein
114 | MWO196 conserved hypothetical protein
1.18 | MWO0197 | uhpT hexose phosphate transport protein
120 | MW0198 hypothetical protein, similar to two-component response regulator.
1.08 | MW0199 hypothetical protein, simifar to two-component sensor histidine kinase
104 | MW0200 hypothetical protein, similar to periplasmic-iran-binding protein BitC
068 | MW0201 pfi8 formate acetyltransferase
060 | MWO0202 | pfiA formate acetyltransferase activating enzyme
091 | MW0203 hypothetical protein
1.16 | MW0204 hypothetical protein, similar to rophosphodiester phosphodiesterase [SXelip) Ebatie
1.29 MWO0205 hypothetical protein
134 | MWO0206 coa staphylocoagutase precursor
0.90 | Mw0207 acetyl-CoA acetyltransferase homologue €]
093 | Mw0208 hypothetical protein, similar to 3-hydroxyacyl-CoA dehydrogenase J3)
081 | Mwo209 hypothetical protein, similar to glitary!-CoA dehydrogenase StaboliSm
087 | MwW0210 hypothetical protein, simitar to acid-CoA ligase igidsnetabolism=
3 . . X . X 5 1.08 | MW0211 conserved hypothetical protein
072 1.18 112 1.1 0.93 116 147 1.24 1.00 1.06 0.97 | MW0211n conserved hypothetical protein
113 148 1.24 MWo212 hypothetical protein
114 | 149 | 127 MwO0213 ypotheticel protein, similar to nickel ABC transporter nickel-binding protein | transport/binding
1.18 1.03 113 MW0214 conserved hypothetical protein
140 | 086 | 093 MW0215 hypothetical protein
1.35 083 1.09 MWO0215n hypothetical protein
1.02 | 103 1.27 hypothetical protein, similar to flavohemoprotein miscellaneous
1.04 072 1.28 IctE L-lactate dehydrogenase
097 | 080 0.70 PTS enzyme (EC 2.7.1.63), maltose- and glucose-specific, factor Il hom
1.21 1.24 1.28 PTS enzyme (EC 2.7.1.69), maltose- and glucose-specific, factor Il homologu:
0.97 1.07 119 hypothetical protein, similar to inosine-uridine preferring nucteoside hydrolas
0.74 117 117 hypothetical protein, similar to BglG antiterminator famil
0.97 1.28 0.80 hypothetical protein, similar to PTS fructose-specific enzyme IBC componen
0.84 143 1.21 hypothetical protein, similar to PTS fructose-specific enzyme HBC componen
0.96 116 1.09 hypothetical protein, similar to PTS, galactitol-specific 1iB component
092 | 1.08 1.16 gatC probable PTS galactitok-specific enzyme IC component
1.10 1.07 117 sorbitol dehydrogenase
hyp ical protein

hypothetical protein

1.16 120 1.20 112 094 | MW0226 sorbitol dehydrogenase homologue
1.10 0.85 0.89 0.95 1.07 0.86 1.02 1.23 MW0227 hypothetical protein, similar to 4-diphosphocytidy!l-2C-methyl-D-erythritol syntl
076 | 083 | 092 | 104 | 095 { 099 | 075 | 1.19 | MW0228 hypothetical protein, similar to xylitol dehydrogenase
0.96 0.0 077 1.05 0.94 1.00 101 1.33 | MW0228n hypothetical protein, similar to xylitol dehydrogenase
on 078 0.67 091 0.74 083 089 143 | MWO0229 hypothetical protein, similar to teichoic acid biosynthesis protein 8
0.79 1.35 112 099 1.52 070 0.81 0.93 | MWO0230 hypothetical protein, similar to teichoic acid biosynthesis protein £ ?
082 0.85 0.68 0.89 1.16 0.69 0.7 073 | MW0231 conserved hypotheticl protein
092 | 072 | 052 | 116 | 081 | 105 | 059 | 074 | MWO232 hypotheticl protein, similar to D-xylulose reductase
1.01 0.98 0.69 1.05 0.97 0.81 0.87 0.80 [ MW0O232n hypotheticl protein, similar to D-xylulose reductase
1.03 0.95 073 1.07 0.89 082 0.87 085 | MW0233 hypothetical protein, similar to teichoic acid biosynthesis protein B
1.09 1.05 079 095 0.86 083 1.08 086 | MW0O234 hypothetical protein, similar to beta-glycosyltransferase
1.14 1.00 171 1.19 1.00 07 0.88 078 | MWO0235 | scdA cell division and morphogenesis-related protein
0.82 1.19 0.80 1.24 1.18 0.86 0.81 0.83 MWO0236 IytS two-component sensor histidine kinase
1.30 082 0.96 0.96 1.29 0.73 1.03 0.89 1.01 0.8 0.74 MW0237 IytR two-component response regulator
074 1.09 o1 0.83 072 0.68 0.98 0.64 0.84 1.25 0.58 MW0238 Ir holin-like protein LrgA
072 126 038 1.18 084 0.70 1.18 0.51 098 1.31 0.61 MwW0239 IrgB holin-like protein LrgB
1.05 1.4 1.06 1144 0.98 0.84 0.51 0.70 0.94 1.04 1.1 MW0240 hypothetical protein, similar to transcription regulator GntR famil
1.00 1.08 0.59 1.00 0.93 0.95 1.28 0.85 1.25 1.09 088 | Mwo241 hypothetical proteln, similar to PTS beta-glucoside-specific enzyme I, ABC comp:
0.88 1.04 092 0.79 098 0.92 1.03 0.83 1.05 1.05 1.01 | Mwoz242 | bglA 6-phospho-beta-glucosidase
1.20 0.88 1.10 0.89 114 1.00 1.15 1.56 1.01 1.02 1.28 MW0243 conserved hypathetical protein
0.81 1.24 1.24 0.96 1.10 1.14 0.85 147 0.87 1.08 1.04 MW0244 rbsK probable ribokinase
0.85 1.03 115 0.95 1.04 1.08 0.85 1.08 094 1.13 1.08 MW0245 rbsD - ribose permease
081 0.83 0.85 072 0.84 0.90 1.01 0.89 1.07 0.84 084 | MW0246 hypothetical protein, similar to ribose transporter RbsU
074 0.83 1.25 1.25 114 1.33 1.03 0.85 1.08 121 094" | MW0247 hypothetical protein, similar to rbs operon repressor RbsR
101 | 088 | o094 | 153 | 105 | 0go | o7e | 081 | 098 | 112 | 1.36 | MW0248 truncated NADH dehydrogenase subunit
0.74 1.29 1.46 1.87 147 1.46 0.95 1.02 1.36 1.26 086 | MW0250 hypothetical protein, similar to proton antiporter efflux pump
1.12 112 1.30 0.89 1.32 1.63 1.13 1.8 1.02 0.5 097 | MWO0251 hypothetical protein, similar to penicillin amidase (EC3.5.111) V
08t | 099 | 105 | o064 | 106 | 115 | o089 [ 131 | 091 | 007 | 089 | MWwO252 | WtM peptidoglycan hydrolase - cell wall?
0.74 1.10 117 0.94 0.97 1.18 0.98 1.16 0.86 1.07 0.89 MW0253 conserved hypothetical protein
0.87 1.02 1.23 1.03 117 1.28 0.98 1.10 1.07 1.10 0.78 MW0254 hypothetical protein
0.87 081 1.04 0.99 085 1.01 0.83 0.95 1.05 0.96 0.81 MWO0255 hypothetical protein
0.97 071 0.78 0.79 098 0.74 0.90 0.99 0.98 092 0.59 | MW0256
130 094 1.31 0.62 1.27 1.34 1.06 1.69 1.03 ssaA hy
1.32 072 159 0.88 0.86 0.84 .89 295 1.21 conserved hypothetical protein
0.87 124 1.16 0.67 093 1.38 0.84 1.35 0.98 A hypothetical protein, similar to transmembrane protein Tmp?
1.13 0.97 1.35 0.97 1.20 127 0.95 1.18 1.18 1.02 0.85 MW0260 hypothetical protein
141 1.01 1.18 1.01 1.10 1.02 1.18 1.2 1.16 101 1.07 | MWO0261 conserved hypothetical protein
1.03 1.15 0.92 0.91 0.99 1.31 080 MWO0262 conserved hypothetical protein
121 1.32 1.38 0.66 1.13 1.84 K K 091 MW0263 conserved hypothetical protein, similar to diarrheal toxin
141 1.34 134 088 1.40 1.45 t11 184 0.85 054 0.85 MW0264 hypothetical protein
127 1.10 1.30 0.81 1.19 141 1.15 164 094 1.05 0.88 MW0265 hypothetical protein
1.04 1.29 1.33 0.89 1.09 1.26 0.96 1.4 0.97 1.08 1.00 MW0266 hypothetical protein
122 1.08 135 1.02 1.09 1.33 1.14 134 111 1.26 1.00 MW0267 hypothetical protein
1.14 1.08 110 1.06 0.89 0.97 121 1.14 117 1.02 088 | MW0269 conserved hypothetical protein
1.08 192 1.46 1.02 1.11 E K 091 113 MW0270 hypothetical protein
093 1.43 1.36 0.97 110 1.48 1.08 1.92 085 1.04 1.1 MW0271 hypothetical protein
093 | 086 | 082 | 078 102 | 079 | 1.07 | MWO273 hypothetical protein
1.13 113 0.78 078 051 087 1.23 | MW0273n conserved hypothetical protein
1.12 1.08 0.96 0.9 1.31 0.85 116 | MWQO274 conserved hypothetical protein
1.09 156 | 095 | 095 094 | 084 1.4 | MW0275 hypothetical protein
1.05 0.4 0.88 11 1.16 0.84 1.12 | MW0275n conserved hypothetical protein
099 | 122 | 101 | 089 128 | 083 | 096 | MWO276 hypothetical protein
119 1.16 1.14 0.79 077 1.00 1.02 | MWQ279 conserved hypothetical protein
0.92 1.07 1.15 1.06 0.93 0.85 103 MW0280 hypothetical protein
1.03 1.08 1.20 1.08 0.98 11 109 | MWO0281 hypothetical protein
098 | 073 | 087 0.84 083 | 093 088 | MWO0282 hypothetical protein, similar to formate transporter NirC
1.16 123 1.29 0.8t 145 114 1.10 | Mwo0283 hypothetical protein, similar to branched-chain amino acid uptake carrier
1.08 | 071 093 0.80 102 | 083 145 | MwW0284 hypothetical protein, similar to outer membrane protein precursor ding
1.36 1.20 1.21 0.96 0.78 0.90 079 | MW0285 conserved hypothetical protein
098 0.8 088 1.01 1.18 0.84 0.70 MW0286
0.82 0.88 1.24 1.4 1.07 1.10 1.60 MW0287




078 1.09 1.28 1.25 1.24 1.29 0.96 1.20 0.94 125 Mw0288

076 1.53 1.48 1.16 1.10 141 1.09 1.29 1.12 1.32 MW0289 conserved hypothetical protein
0.78 0.84 117 0.76 0.89 1.29 134 141 0.92 1.26 MW0230 probable pyrimidine nucleoside transport
0.76 141 117 0.98 1.05 151 1.1 0.98 121 MW0291

MW0292 | nanA
MW0293

068 1.37 1.33 0.89 112 133 1.07 1.81 1.13 134
0.69 1.18 1.22 1.43 147 1.29 0.80 1.26 1.13 1.29

hypothetical protein, similar to glucokinase

084 1.02 1.12 117 1.04 1.1 0.95 0.9 1.04 1.26 MWO0294 conserved hypothetical protein
084 121 121 1.08 1.04 1.12 1.05 1.30 1.24 1.14 MW0295 conserved hypothetical protein

.conserved hypothetical protein

0.85 0.77 0.88 051 0.72 0.83 0.92 1.12 0.72 1.00 1.01 MW0296
076 | 098 | 083 | 105 | 117 | 085 | 073 | 053 | 096 | 1.05 [ER0ne] Mwo297 | geh glycerol ester hydrolase
076 | 115 | 093 | 109 | 097 | 090 | 078 | 079 | 125 | o094 | 145 | mwozes
o057 | 094 | 107 | 123 | 106 | 097 | 094 | oot | 093 | 114 | 131 | Mwoz9s
072 | 096 | 105 | 126 | 105 | 119 | 090 | 080 | 100 | 141 | 094 | Mwo300
0s0 | o84 | o084 | o080 | 107 | 100 | 094 | 142 | 108 | 100 | 111 | Mwo301

0.80 0.68 0.87 0.60 0.81 0.94 0.98 1.13 0.54 0.90 0.83 MW0302
0.93 1.49 1.17 1.22 1.26 1.67 1.08 1.49 1.04 0.84 1.04 MW0303
087 | 10t | 065 | 099 | 083 | 112 | 1m | 103 | oes | o082 | 101 | Mwo30s

075 0.87 1.07 089 1.05 115 1.03 1.38 085 108 1.01_| MWO305
074 1.00 098 091 0.95 1.14 1.26 1.2 094 0.20 0.88 MWO306

079 1.07 112 1.05 1.16 124 0.98 1.15 1.02 1.16 1.08 MW0307
082 1.00 112 117 1.00 129 1.08 1.03 0.88 117 073 MW0308
067 1.18 114 096 092 1.36 0.0 1.40 1.04 1.30 118§ MWo0309
0.82 082 1.10 086 0.72 0.70 1.19 0.84 0.83 1.08 115 | MWO310
074 126 1.32 082 1.18 1.59 1.04 183 0.87 1.1 141 | MWO311 | swiA

084 109 | 118 088 1.05 1.23 1.04 1.43 0.81 1.18 095 | MWO312 . hypothetical protein

078 1.18 126 098 1.08 1.41 1.20 132 | 091 MWO0313 { glpT glycerol-3-phosphate transporter

0.84 1.05 1.19 1.07. 083 200 1.08 1.02 1.08 MWO0314 conserved hypothetical protein

0.87 1.01 1.14 116 0.99 1.51 1.06 115 1.16 MWO0315

0.83 110 0.86 104 0.74 1.26 111 0.97 0.96 MW0316

0.85 1.04 110 1.02 1.07 1.41 1.03 1.50 0.82 MWO317
0.61 0.85 0.85 093 0.88 0.91 1.05 0.61 MW0318 hypothetical protein, similar to ribosomal-protein-serine N-acetyltransferase|
1.08 1.10 1.09 1.03 1.12 0.92 0.86 0.63 MW0319 conserved hypothetical protein
0.86 1.24 it 1.07 1.26 1.04 0.93 1.04 MW0320 conserved hypothetical protein

#NUMIL| 084 1.29 1.08 0.86 1.26 | #NUMI| 1.22 MWO0321 conserved hypothetical protein

081 | 087 | 067 | 082 | 075 | 1.04 | 069 | 105 MW0322 conserved hypothetical protein
0.92 0.89 088 0.89 0.78 117 0.75 1.00 2 MWO0322n conserved hypothetical protein
091 085 091 1.00 092 0.84 1.01 0.76 x MW0323 conserved hypothetical protein
120 0.87 081 0.89 1.1 0.89 1.06 0.66 1.02 178 | MWO0324 h

1.02 093 070 124 1.19 0.63 1.12 0.82 0.98 1.28 | MW0325
0.86 1.00 089 1.00 1.03 1.01 095 | 003 1.04 110 ) MWO325n

1.16 1.07 1.10 111 1.16 0.86 0981 0.99 1.03 1.41 MW0327 hypothetical protein, similar to ABC transporter ATP-binding protein 5
1.00 057 1.14 0.95 097 0.86 0.93 1.16 098 126 | Mw0328 conserved hypothetical protein
0.69 077 094 0.63 0.83 0.85 1.00 091 0.84 161 MW0329 ical protein, similar to low temperature requirement A protein

0.97 1.16 097 1.18 1.59 0.96 1.83 074 081 0.93 MWO330
0.8 o8 070 1.00 0.86 0.81 132 0.7t 1.08 0.82 MWO0331
1.05 0.88 074 0.68 0.77 0.77 1.02 0.67 1.10 0886 MW0332 metE
067 0.74 057 058 0.60 1.04 0.85 072 0.88 0.77 | MW0333
1.16 125 092 084 0.57 0.81 0.99 094 1.08 0.87 | MWO0334
1.07 1.05 086 0.82 0.78 1.07 0.95 0.97 1.07 1.04_| MWO335

1.13 0.80 092 078 0.85 0.74 1.18 056 0.9 085 0.82 | MWO336

1.33 122 0.94 079 1.24 113 0.94 1.18 0.80 0.78 1.04 | MWO337 conserved hypothetical protein

135 | 092 | 082 | 065 | 114 | 098 | o085 | 144 | 092 | ost | 092 | MWO338 conserved hypothetical protein
0.87 1.15 1.08 0.78 0.82 0.86 | MW0338n conserved hypothetical protein
0.78 1.01 0.93 Q.77 112 0.84 MW0339 hypothetical protein, similar to GTP-binding protein
0.70 1.08 0.80 0.82 1.07 0.85 MWQ340 hypothetical protein

028 081 | 056 | 1.03 | 102 | 058 | MWO341 | rpsF protein $6
049" | oss | 063 | 100 | 091 | 058 | Mw0342 | ssb single-strand DNA-binding protein of phage phi PVL
030:{ 060 | 052 | 108 | 090 | 053 | Mwo343 | psR 308 riboscmal protein S18

0.80 1.1 0.89 093 0.98 MW0344
0.86 0.85 089 0.96 176 | MWO0345 -_hypothetical protein, similar to exotoxin 2
0.83 0.76 098 | 0.8 1.48 | MW0346 conserved hypothetical protein

0.92 0.76 0.9% 1.01 1.06_| MWO346n conserved hypothetical protein

327 1.71 1.28 1.01 117 | MWO0347 conserved hypothetical protein
£ 084 200 | MWO0348 hypothetical protein

150 1.04 | MWO0349 conserved hypothetical protein

0.98 1.07 0.96 0.82 1.06 0.85 MWO0350

1.01 1.01 0.94 0.97 1.08 1.15 MWO351 truncated hypothetical
MW0352 conserved hypothetical protein
MWO0353 hypothetical protein
MW0354 hypothetical protein
MWO3S5 hypothetical protein
MWO355n hypothetical protein
MWO356 | ahpF alkyl hydroperoxide reductase subunit F
MWO0357 | ahpC alky! hydroperoxide reductase subunit C
MWO0358 hypothetical protein, similar to nitro/flavin reductase
MW035% hypothetical protein, similar to on/sodium-glutamate symport protein |- 2
MWO0360 hypothetical protein
MW0361 conserved hypothetical protein
MWO362 hypothetical protein

MWO0363
MW0364 | xprT
MWO0365 | pbuX xanthine permease

MWO366 | guaB inositol-monophosphate dehydrogenase
MWO0367 | guaA GMP synthase(quaA) it
MW0368 hypothetical protein, similar to AbiD1,{Genomic island nu Sa alpha?2)
X MWO0369 hypothetical protein (Genomic island nu Sa alpha2)
076 078 0.71 1.16 | 087 112 | MW0370 hypothetical protein (Genomic island nu Sa alpha2)
1.46 1.00 1.26 | MWO371 hypothetical protein (Genomic island nu Sa alpha2)
155 | 098 | 1.06 | MW0372 hypothetical protein (Genomic island nu Sa alpha2)
1.11 098 | 088 | MWO0373 hypothetical protein (Genomic island nu Sa alpha2)
095 | 096 | 091 | MW0374 hypothetical protein {Genomic island nu Sa alpha2)
| 110 | 085 | 144 | MWO374a hypothetical protein (Genomic island nu Sa alpha2)
148 | 1.2t 091 079 1.24 1.05 | 087 | 1.29 | MWO0375 hypothetical protein (Genomic island nu Sa alpha2)
124 | 109 | 102 | 087 | 118 073 | 1.00 | 108 | MWO0376 hypothetical protein (G ic island nu Sa alpha2)
0ss | 121 | 107 | 108 | 1.02 {000 | 1.00 | 106 | MWO376n hypothetical protein
C 147 1.26 098 095 1,04 0.99 1.03 1.61 | MW0377 conserved hypothetical protein {Genomic island nu Sa alpha2)
09 | 117 | _099 | 095 1.20 1.03 { 101 1.42_| MWO0378 conserved hypothetical protein (Genomic island nu Sa alpha?2)




conserved hypothetical protein l

1.03 1.07 115 1.08 0.96 1.16 0.97 114 |- 1.04 1.18 1.14 MWO380

095 1.1 124 099 1.03 115 0.98 1.05 118 | 1.07 0.84 MWO381 conserved hypothetical protein

081 | 119 | 102 | 119 | 104 | 108 | 091 | 104 | 114 | o0gs | 127 | Mwo382 | set16 in homolog

068 188 | 142 | 108 | 140 | 154 140 | 103 | Mw0383 | set1? in homolog

107 | o083 | 118 | 123 | 112 | 1.15 124 | 088 | MW038S | set19 exotoxin homolog

oso | 137 | 128 | 100 | 130 | 145 1.09 | 1.08 | Mwo3s7 | set21 exotoxin homolog [Genomic istand nu Sa alpha2]

077 | 130 | 120 | 087 | 099 | 121 114 | 097 | MWO390 | set24 exotoxin homolog [Genomic island nu Sa alpha2]

073 | 427 | 135 | 108 | 118 | 152 134 | 147 | MWO391 | set25 exotoxin homolog [ ic island nu Sa alpha2]

118 | 085 | 088 | 086 | 089 | 077 1.07 Mw0393 | hsdS probable specificity determinant HsdS

050 | 132 | 120 | 134 | 115 | 1.16 116 MW0394 exotoxin homolog [ ic island nu Sa alpha2]

1.04 0.668 097 0.77 0.96 0.80 101 MWO0395a hypothetical protein

145 070 088 0.70 1.23 0.84 0.85 ). MW0395h thetical protein

094 | 112 | 120 | 108 | 107 | 1.20 141 | 085 | Mwo397 | [pli0 hypothetical protein (Genomic island nu Sa alpha2)
085 1.04 112 152 0.92 0.82 1.12 0.85_| MW0397n Ipl2 hypothetical protein

098 | 110 | 115 | 142 | 104 | 085 107 | 1.04 | Mwo3gs | Ipl11 hypothetical protein (Genomic island nu Sa alpha2)
098 | o085 | o088 | 112 | 085 | oot 104 | 099 | Mwo39g | ip12 hypothetical protein (Genomic island nu Sa alpha2)
109 | 0e5 | 114 | 083 |.105 | 117 098 | 097 |Mw0339n]| Ipl6 hypothetical protein

072 | 107 | 118 | 095 | 107 | 086 1.00 | o089 | Mwo4q00 | Ipl13 hypothetical protein (Genomic island nu Sa alpha2)
116 | 096 | 108 | 115 | 101 | 12 142 | 094 | Mwo401 | Ipl14 hypothetical protein (Genomic island nu Sa alpha2)
1.03 | 101 | 080 | 098 | 099 | 085 098 | 080 | MW040in| IpI9 hypothetical protein

1.12 052 0.92 080 0.97 0.84 1.08 0.54 Mwo402 hypothetical protein

122 1.03 1.28 085 1.13 1.15 1.00 0.63 | MWO0403 conserved hypothetical protein

1.08 1.30 1.41 118 1.18 129 1.03 0.70 MW0404 hypothetical protein

108 | 120 | 130 | 107 | 148 | 1.47 1.07 | 059 | MW040S hypothetical protein

119 1.07 085 1.08 0.89 1.05 0.97 072 { MWO40Sn hypothetical protein

089 158 1.62 1.23 1.33 161 1.18 048: ] Mwo406 conserved hypothetical protein

112 1.10 106 083 1.09 1.24 0.95 0981 | MWO0406a Ipl3 hypothetical protein (Pathogenicily istand SaPIn2)

0.84 1.09 116 1.16 0.88 113 1.05 0.98 MW0407 ndhF NADH de!

0639 1.06 1.06 0.82 0.89 0.98 1.30 1.26 | MWO408 conserved hypothetical protein

089 0.92 1.09 1.19 086 0.74 1.42 1.07 | MWO409 conserved hypothetical protein

0.81 1.4 1.26 MWO410

0.81 1.16 1.43 MWO411

0.92 147 0.98 MWo412

0.85 1.2 1.38 | Mw0413

097 0ot | 154 | MWO414 | cysM

067 091 | 031:| MWO415 | metB

068 05t | 092 | 148 | MWO416

067 1.07 1.38 MW0417

066 0.85 175 MW0418

1.06 0.76 1.82 MWO0419

1.1 0.96 081 | MWO0420 hypothetical protein

1.21 0.85 1.03 | Mwo421 conserved hypothetical protein

117 Mwo422 conserved hypothetical protein

1.02 conserved hypothetical protein

0.80 i transcription activator of glutamate synthase operon

081 8

0.81 D

070 treP

092 R X .| K wel

091 122 1.28 1.19 116 0.93 0.96 0.79 K R MWQ430

0.99 0.87 083 084 1.55 0.86 1.34 1.20 0.82 1.03 MWO431

084 1.32 129 1.32 1.12 1.18 0.88 076 1.42 1.10 MWQ432

081 1.10 1.41 1.27 1.10 1.15 0.88 0.80 1.47 118 Mw0433 dnaX

1.02 07t 071 on 0.75 0.86 0.97 071 0.9 1.20 MWO0434

1.08 0.68 1.1 0.87 0.76 0.63 1.21 077 1.15 1.10 1.27 MW0435 recR

097 1.14 1.40 1.21 1.02 1.48 117 1.10 122 1.26 1.05 MW0436

1.06 1.23 1.18 1.47 1.08 1.04 1.09 0.81 1.28 1.16 1.01 MW0437 tmk

1.08 0.89 1.04 1.28 0.86 1.02 0.68 0.80 1.02 1.12 0.7 MWO438

1.08 1.03 122 12 1.01 0.91 0.6 0.80 1.39 1.1 1.03 MW0439 hol8 A
091 | 126 | 132 | 167 | 146 | 112 | 089 | 073 | 135 | 124 | 1.01 | MWO440 hypothetical protein, similar to signal peptidase Il homologue | protein secretion
1.01 1.16 1.07 1.04 1.18 0.98 0.96 1.05 1.07 1.13 1.05 | MW0440n hypothetical protein, similar to signal peptidase It homologue .. protein secretion
111 1.10 1.13 1.04 | MWo441 conserved hypothetical protein

1.01 1.12 093 096 | MW0442 conserved hypothetical protein

1.02 1.09 142 1.07 MW0443

112 0.90 0.86 097 | MW0444

082 092 0.96 1.46 MW0445 | metS methionyl-tRNA synthetase

091 1.11 1.07 .97 | MWO0446 conserved hypothetical protein

1.45 0.84 0.989 1.51 MW0447 conserved hypothetical protein

0.98 0.95 1.08 1.30 | MW0448 | ksgA dimethyladenosine transferase(16S rRNA dimethylase) homologue
1.38 1.21 129 110 | MWO0449 | veg VEG protein homologue

1.14 1.79 098 116 | MWO0450 hypothetical protein, similar to 4-diphosphocytidyl-2-C-methyl-D-erythrital kin;
1.02 154 1.00 088 | MW0451 | purR pur operon repressor homologue |
1.26 123 0.83 083 | Mw0452 transiation tion inhibitor homologue

1.28 1.03 0586 083 | Mwo0453 | spoVG stage V sporulation protein G homologue

0.82 098 0.92 1.19 ') MWO0454 | geaD UDP-N-acetylglucosamine pyrophospherylase homologue

1.20 087 0.77. 1.29 | MWO045S prs ribose-phosphate pyrophosphokinase

1.00 1.20 0.88 083 | MWO456 hd 508 ribosomal protein L25

098 092 080 1.24 | MWO4S7 th peptidyl-tRNA hydrolase

086 074 o 171 | MW0458 mfd transcription-repair coupling factor

082 125 0.8 1.58 | MWOQ459 hypothetical protein, similar to fow temperature requirement B protein
091 1.20 0.87 131 | MWO460 conserved hypothetical protein

1.08 0.89 0.79 1.49 | MWO0461 conserved hypothetical protein

1.10 1.03 083 1.51 MW0462 hypothetical protein, similar to cell-division initiation protein
0.86 0.85 079 A X . . K 1.57 | MWO0463 hypothetical protein, similar to polyribonucleotide nucleotidyltransferase
0.90 1.34 1.04 127 1.15 1.00 0.79 0.91 1.09 0.86 083 MW0464 conserved hypothetical protein

115 0.89 0.98 1.00 1.08 0.82 0.99 0.92 1.02 091 1.03 | MWO0465 hypoxanthine-guanine phosphoribosyltransferase homalogue
0.91 0.87 1.04 1.57 0.97 0.75 091 0.85 0.96 1.03 1.72 MW0466 fesH cell-division protein

0.89 1.29 1.27 072 1.20 134 119 1.40 1.13 1.20 1.29 | MWO466a | ftsH cell-division protein

0.85 1.24 1.08 1.16 1.08 1.08 0.93 1.00 1.10 1.03 1.22 MWO0467 heat-shock protein HSP33 homologue

0.89 1.65 098 1.30 1.13 1.70 1.08 1.67 1.05 0.93 673 | MW0468 | cysK cysteine synthase (o-acetylserine sulfhydrylase) homologue
0.93 1.35 105 0.99 1.10 1.18 0.85 1.23 0.85 0.8 1.64 | MWO0469 folP dihydropteroate synthase chain A synthetase

1.19 075 092 078 1.02 0.80 1.07 1.30 0.69 0.89 1.58 | MWO0470 folB 7.8-dihydroneopterin aldolase

077 1.08 1.02 1.00 1.02 0.97 0.80 0.82 093 | 094 1.75_| MW0471 folk | 2-amino~4-hydroxy-6-hydroxymethyldihydropteridin e pyrophosphokinase
074 1.05 0.94 0.99 1.08 0.91 0.83 0.57 082 0.98 1.58 | MW0472 lysS lysyl-tRNA synthetase

0.83 1.28 1.60 151 117 1.22 1.33 1.36 1.14 1.28 1.15 | MW0473 hypothetical protein, similar to transcription regulator GntR fami
0.79 123 1.50 1.66 1.31 1.21 147 1.97 1.09 1.38 0.86 | Mw0474 conserved hypothetical protein

083 1.05 1.37 1.40 1.10 122 1.01 1.52 1.26 1.20 098 | MW0475 conserved hypothetical protein J




082 | 091 | 143 | 178 | 123 | 084 | 106 | 159 | 085 | 1 MW0476 | nupC
0.98 1.02 0.92 1.38 0.82 1.06 1.06 1.21 0.93 MWO0477 | ctsR transcription repressor of class lll stress genes homologue
115 1.09 1.04 114 1.02 1.15 177 081 091 MW0478 conserved hypothetical protein
088 | 110 | 1.07 | 133 | 1.14 . 0.97 . K MW0479 hypothetical protein, similar to creatine kinase miscellaneous
i1 | 106 | 090 | 126 | 109 | 133 | 1.01 | 121 | 091 MWw0480 | clpC endopeptidase adaptation to atypical
097 136 1.20 1.32 1.27 1.24 0.83 1.26 1.09 MW0481 radA radA
111 1.1 1.02 0.98 1.1 1.28 0.95 1.16 1.05 Mwo482 conserved hypothetical protein
0.89 1.01 096 0.88 1.12 1.26 0.78 1.26 0.88 MW0483 gltx lutamyl-tRNA synthetase PIOYEIN! 35}
1.14 1.01 1.07 142 1.14 1.55 0.84 0.85 1.16 MW0484 cysE Serine acetyltransferase homologue
117 120 1.04 0.84 1.18 1.65 0.97 1.58 1.1 MwQo485 cysS steinyl-tRNA synthetase
1.10 1.24 1.05 1.21 1.07 1.29 0.97 113 1.18 MWO0486 conserved hypothetical protein
1.09 129 1.09 114 1.05 1.38 0.88 1.06 1.18 MW0487 hypothetical protein, similar to tRNA/rNA methyltransferase
MWQ488 conserved hypothetical protein
MWO0489 |- sigh hypothetical protein
MW0490 | secE preprotein translocase subunit rotein:secretion
MW0491 nusG transcription antitermination protein
MW0492 rplK 508 ribosomal protein L11- 2Jgo) it
MWO0493 | rplA 508 ribosomal protein L1 pLOt g |
MW0494 rplJ 508 ribosomal protein L10 PI Y €
MWQ49S5 | rmlL S50S ribosomal protein L7/1.12, PIOEeISY R
MW0496 conserved hypothetical protein N
MW0497 0B RNA polymerase beta chain
MW0498 | rpoC RNA polymerase beta-prime chain
MWO0500 rpsL 30S ribosomal pratein S12 DFOL
MWO501 | rpsG 308 ribosomal protein 7 DERLS it
MW0502 fus transfational elongation factor G 2
MWOS03 tufA translational elongation factor TU
MWO0504 hypothetical protein, similar to N-acyl-L-amino acid amidohydrolase
MWO505 hypothetical protein, similar to glycine C-acetyltransferase 3
MWQO505n hypothetical protein, similar to glycine C-acetyltransferase DAGIH is]
MWO0506 conserved hypothetical protein
MWO0507 araB probable L-ribulokinase 3
X MWO508 hypothetical protein, simifar to UDP-glucose 4-epimerase related protein
0.69 095 | MWO509 ivE branched-chain amino acid aminotroansferase homologue
0.67 1.09 | MWO510 conserved hypothetical protein
0.95 150 | MWOS11 hypothetical protein, similar to deoxypurine kinase
1.05 146 | MWOS12 hypothetical protein, similar to deoxypurine kinase
K X X X . . K 1143 | 1.49 | MWOS513 hypothetical protein, similar to Cu binding protein (Mn oxidation miscellaneous
0.84 1.08 114 151 1.14 0.80 1.07 0.88 1.12 1.21 1.08 MWO514 conserved hypathetical protein
1.29 0.90 1.06 081 1,36 0.78 1.33 1.11 0.78 1.01 1.18 | MW0515 conserved hypothetical protein
1.43 1.08 1.08 143 113 1.09 1.87 1.08 1.21 1.24 0.91 MWQ516 sdrC , bone sialoprotein-binding protein
083 | 1.24 156 112 1.31 136 | 1.22 149 | 145 [ 134 152 | MWos17 | sdrD | Ser-Asp rich fibrinogen-binding bone sialoprotein-binding protein
0.69 127 1.26 142 1.15 1.01 1.01 087 1.07 1.10 143 | MWOS17n | sdrD Ser-Asp rich fibrinogen-binding, bone sialoprotein-binding protein
105 [ 115 1,69 1.44 1.31 140 | 1.29 119 114 | 148 | 127 | Mwos18 | sdrE [ Ser-Asp rich fibrinogen-binding bone sialoprotein-binding protein
0.88 1.26 143 1.54 1.44 145 1.03 114 1.42 136 112 | MWO518n Ser-Asp rich fibrinogen-binding, bone sialoprotein-binding protein
094 | 104 | 116 | 138 | 110 | 144 | 090 | 0s0 | oss | 102 | 091 | MWOSIS
077 117 1.08 174 1.12 1.04 0.79 0.58 1.10 1.09 0.70 MW0S20
100 | 076 | 063 | 106 | 068 | 081 1.02 | 081 101 | 085 | 060 | MWO520n L
115 089 0.84 075 1.30 0.86 0.94 1.15 0.0 0.88 1.27 MW0521 conserved hypothetical protein
0.80 084 077 076 0.83 078 112 MWQs22 conserved hypothetical protein
083 | 100 | o080 | 103 080 | 089 | 126 | MW0523
080 | 124 | 095 | 098 091 | 098 | 1.02 | MWO524 | nagB
1.08 091 088 1.01 0.50 osgs 1.02 | MWOS25 hypothetical protein, similar to hexulose-6-phosphate synthase
093 1.00 1.00 1.34 1.00 095 1.08 | MWO0S526 conserved hypothetical protein
093 | 097 | 100 133 101 | 104 | 091 | MWOS27 hypothetical protein, simitar to indigoidine systhesis protein miscellaneous
124 291 112 078 1.0t 1.15 0.56 MWO0529 hypothetical protein
o075 | 148 | 130 | 134 I 104 | 121 | 085 | Mwo530 | vraA hypothetical protein, similar to long chain fatty acid CoA ligase 2 ipidimerabolism
090 | 137 | 119 | 143 124 | 098 | 1.0 | 087 | Mwos31 | vraB acetyl-CoA c-acetyltransferase e ipideraBolsmz.
0.91 113 1.21 1.21 1.06 MW0532 | vaC hypothetical protein
085 1.16 1.28 1.35 117 MWOS33 hypothetical protein
132 | 058 | 084 | 126 067 MWO534. hypothetical protein
1.28 0.61 0.82 1.32 0.58
0.80 1.14 1.04 154 0.89
093 112 0.98 1.24- 0.72
083 1.21 0.94 1.29 0.85 MWO0S537 hypothetical protein
0.96 1.01 Q.77 098 .77 MWO0538 conserved hypothetical protein
0.97 3.09 0.94 1.28 95| 1.01 MWO0539 hypothetical protein, similar to cationic amino acid transporter & traﬂsgoft/ binding:
1.26 1.06 0.87 081 1.04 0.91 1.41 0.99 MWO0540 conserved hypothetical protein
1.01 114 091 050 1147 0.80 1.12 1.10 MW0541 conserved hypothetical protein
1.19 12 11 1.89 1.33 0.87 1.07 1.34 MWO0542 conserved hypothetical protein
094 084 0.87 1.01 076 076 1.14 1.26 MWO0543 pta hosphotransacetylase
0.97 1.58 089 1.19 1.22 1.48 MWOS544 conserved hypothetical protein
1.01 145 | 122 | 133 | 118 1.37 X MW0545 | mvaK1 mevalonate kinase
1.08 154 1.09 1.09 117 175 1.11 1.10 0.62 | MW0545n] mvaK1 mevalonate kinase
112 1.49 119 117 1.05 1.68 157 1.13 0.69 MWQS546 | mvaD mevalonate diphosphate decarboxylase Iipidimetabolisms
142 | 092 | ost | om | oz 174 | 095 | 088 | 060 | MwoOS547 | mvakz hosphomevalonate kinase D metabonsr |
124 094 1.01 1.01 1.04 1.02 1.28 1.03 .85 MWO0548 conserved hypothetical protein
109 |- 123 | 113 | 082 | 1.18 169 | 103 | 105 | 083 | MWO549 mercuric reductase homologue detoxification
1.07. 1.21 121 1.03 1.05 1.19 1.15 1.04 0.89 | MWOSS50 hypothetical protein
1.10 1.06 114 132 1.08 113 1.36 1.03 0.98 | MWOS50n hypothetical protein
114 | 098 | 120 | 110 | 102 124 | 119 | 096 | 098 | MWOSS2 hypothetical protein
115 | 124 | 124 | 128 | os7 146 | 160 | 095 | 1.01 | MW0353 conserved hypothetical protein
133 | 143 | 126 | 085 | 112 144 | 138 | 101 | 098 | Mwoss4 conserved hypothetical protein
1.27 1.58 147 116 1.04 1.21 1.09 1.09 1.03 | MWO555 conserved hypothetical protein
1.00 1.02 087 1.12 095 1.21 0ss | 087 1.09 | MWO556 conserved hypothetical protein
114 0.85 0.62 092 114 0i27:] 086 0.85 1.15 { MWOSS56n conserved hypothetical protein
1.02 1.36 129 147 1.03 1.38 1.36 1.03 1.03 | MWOS57 conserved hypothetical protein
104 | 085 | 104 | 093 | 1.13 120 | 126 | 093 | 1.03 | MW0S58 conserved hypothetical protein
143 { 148 | 115 | 116 | 105 186 | 124 | 10t | 1.21 | MWOS59 conserved hypothetical protein
118 | 110 | 112 | 084 | 095 142 | 112 | 1.06 | 1.22 | MWOSE0 hypothetical protein
143 | 110 | 091 | 078 | #Num 122 | 142 | 098 | 124 | MWOS61 hypothetical protein
094 | 115 | 147 | 164 | 102 115 | 086 | 147 | 1.05 | MW0562 hypothetical protein
085 | 118 | 104 | 132 | 112 092 | 102 ) 095 | 098 | MWO563 hypothetical protein, similar to oxidoreductase, ion channel ransport/binding
098 | 123 1.12 101 1.0 0.84 143 | 1.02 1.15 | MWO0564 conserved hypothetical protein
085 0.81 084 0.75 076 | 0.73 122 | MWOS6S conserved hypothetical protein
086 054 069 064 1.01 0.72 122 | MWOS566 conserved hypothetical protein
098 0.72 1.01 091 0.77 0.86 145 | MWO567 conserved hypothetical protein




141 | MWO0568 | adhl alcohol dehydrogenase |
1.46 | MWOS70
163 | MWOS71 | argS
1.30 | MWOS72
MWQ573
MWO0574
MWO575 ca
1.20 | MWO576 hypothetical protein similar to 2-hydroxy-6-oxo-6-phenylhexa-2,4-dienoic acid hyd
073 | MWOS77 hypothetical protein
144 | MWOS78 protein
0.88" | MWO0579
1.31 | MWOS80 | sarA
- . K . 1.26 | MWO0S581 conserved hypothetical protein
122 1.14 1.24 1.08 1142 123 MW0S582 hypothetical protein
1.19 1.15 1.15 1.07 1.4 094 MW0583
1.65 125 122 1.04 1.4 0.87 MW0584
1.43 1.41 1.38 1.11 1.09 1.04 MWO0585
112 1.66 133 1.09 o097 088 MWO0S86
1.14 174 1.38 1.08 1.04 0.83 MWO587
112 133 1.18 0.99 1.18 1.16 MWO588
1.04 122 1.12 0.88 121 1.09 | MWOS88a
1.34 147 0.98 119 1.02 |. 085 MWO589
1.30 1.14 1.04 1.16 115 1.04 MWO0530
1.27 1.4 0.94 147 1.10 1.00 MWO0591
0.74 1.13 115 0.97 0.87 1.28 MWO0592
0.56 0.72 0.85 0.70 1.33 8.79 MWO593
1.36 6.65. { MW0593n
1.32 10.16 | MW0S94 L
1.37 1.66 | MW0596 hypothetical protein, similar to iron dependent repressor
1.20 1.29 MWOS597 hypothetical protein
115 1.38 | MWO598 | tagA teichoic acid biosynthesis protein
1.02 1.07 | MWO599 | tagH teichoic acid translocation ATP-binding protein
0389 1.20 | MWO600 | tagG teichoic acid translocation permease protein
0.98 091 | MWO0601 | tagB teichoic acid biosynthesis protein B
092 | 092 | MWO60In| tagB teichoic acid biosynthesis protein B
098 | 091 | MW0602 | tagX teichoic acid biosynthesis protein X
0.94 0.95. | MWO602n | tagX teichoic acid biosynthesis protein X
0.98 1.03 | MWO0603 | tagD teichoic acid biosynthesis protein D
1.00 1.16 | MWOG04 | pbpd penicitiin binding protein 4 ;
1.18 1.27_| MWO60S ATP-binding cassette transporter A i
X 1.06 | 142 | MWO606 hypothetical protein
1.19 1.18 1.12 1.57 1.18 161 | MWO607 hypothetical protein, similar to pyrimidine nucleoside transporter i
083 | oss | o73 111 083 | o077 | mMwosos conserved hypothetical protein
0.85 0.65 0.87 1.16 0.91 0.86 | MW0608n conserved hypothetical protein
0.70 081 0.62 0.89 0.74 1.24 MWO0608 fhuA ferrichrome tras rotein
0.81 0.83 1.32 | MW0610 | fhuB fertichrome transport permease
0.79 0.87 1.29 | MWO611 fhuG ferrichrome transport permease
0.87 X 1.05 099 | MWO0612 hypothetical protein, simifar to dihydroxyacetone kinase
1.23 118 1.35 0.93 1.03 0.89 1.05 094 | MWO0B13 conserved hypothetical protein
0.94 058 118 0.90 1.04 0.88 1.41 1.10 | MW0614 conserved hypothetical protein
1.00 1.08 0.94 0.94 .81 141 1.06 083 MWO0615 hypothetical protein
106 | 101 | 066 | 095 087 | 085 | MW0616 conserved hypothetical protein
o7 1.08 0.88 078 1.02 0.90 | MWOG16n conserved hypothetical protein
1.02 098 0.85 0.84 08 1.17_| MWQB17
0.98 088 0.84 0.92 092 1.93 | MWO618 hypothetical protein
0.79 0.80 0.85 1.07 0.98 105 | MWOB19 conserved hypothetical protein
1.04 1.05 115 0.90 1.00 1.21 MWO0620
1.05. 1.05 115 0.97 1.04 1.35 Mwo621
071 0.76 0.82 1.10 0.82 1.07 Mwog22
0.79 1.25 1.08 1.04° 0.89 115 MW0623 vraF - |
1.12 1.19 0.94 0.89 1.03 1.24 | MWO624 | vraG ABC transporter permease
1.09 1.58 1.02 0.95 069 | 086 | MWO625 conserved hypothetical protein
1.48 4 1.04 079 | 083 | MWO626 protein, similar to low-affini
o067 | 123 [H6581 o082 | 136 | Mwos27
123 | 118 | o082 : X 131 | 167 | MW0628
anumt| 100 | enume| 100 [i0o0s{io; MW0629
. . 075 1.29 0.75 1.27 0.87 147 MW0629a
1.19 1.32 0.6 1.01 0.95 0.97 0.80 0.97 0.96 MW0630 hypothetical protein
109 | 095 | 073 | 108 | 083 | 078 | o091 | 102 | 14 MW0631 conserved hypothetical protein
.77 1.14 0.81 1.08 097 MW0631n conserved hypothetical protein
122 | o87 | o080 | o074 § 113 MW0632 conserved hypothetical protein
1.09 1.60 058 0.84 1.08 MW0632n conserved hypothetical protein
0.89 0.73 0,63 0.96 078 MW0633 conserved hypothetical protein
1.09 | 104 | 074 | 101 | 116 MWO0634 DRFID:MWO634~hypothetical protein, similar to LysR family transcriptionailf
0.83 0.78 062 0.85 075 MWO634n hypothetical protein, similar to LysR family transcriptional regulator
0.5 0.95 0.87 1.01 110 MWO635 hypothetical protein, similar to sugar efflux transpoter
153 0.88 .81 0.66 110 . 5 4 MWO0636 conserved hypothetical protein
1.04 0.es 1.05 1.15 0.98 0.28 0.5 0.97 0.85 1.44 1.24 MWO0637 conserved hypothetical protein
0.97 1.01 083 1.00 a.s7 1.28 0.85 0.94 0.83 1.03 112 MWO0638 hypothetical protein
1.40 1.21 1.05 0.88 147 1.35 1.00 1.47 0.88 0.91 1.04 | MW0638 conserved hypothetical protein
1.12 1.04 1.02 1.04 0.93 1.18 0.97 0.97 0.89 0.97 1.09 | MWO0G39n conserved hypothetical protein
1.41 1.04 0594 0.87 1.07 1.48 132 1.69 0.85 1.08 o077 MW0640 hypothetical protein
1.13 1.02 077 0.84 0.82 1.05 147 1.06 1.18 087 0.65 | MWO641 conserved hypothetical protein
121 1.15 083 0.87 072 1.09 1.90 1.08 087 0.87 084 | MWO642 conserved hypothetical protein
1.18 0.95 081 0.87 074 0.84 0.87 0.76 | MW0643 conserved hypothetical protein
1.04 1.38 1.04 1.4 0.97 1.01 1.12 066 | MW0644 conserved hypothetical protein
1.21 062 079 0.56 077 0.87 1.05 126 | MWO645 bacitracin resistance protein (putative undecaprenol kinase) homologue
1.05 | 1.32 0.0 0.98 1.05 0.78 0.99 1.21 MW0646 i i
1.19 1.40 082 084 117 0.87 1.09 12 | MW0647
1.04 0.66 087 091 082 0.98 138 170 | MW0O648
1.29 1.03 038 0.93 0.97 1.34 117 1.26 MW0649
087 0.86 068 0.93 091 0.89 0.86 072 | MWO650
1.00 1.03 1.10 1.41 1.18 . . 2 0.94
0.89 089 0.84 120 1.03 0.96 0.88 0.80 1.01
0.89 0.66 063 0.72 0.89 0.89 0.91 0.85 0.88 A
114 1.2 1.00 1.15 0.86 0.97 1.18 1.27 0.85 112 1.26 hypothetical protein
134 0.89 082 1.15 1.2 087 0.94 0.64 0.96 0.97 l 1.13 MWO655 conserved hypothetical Eiulein




1.04 1.5 | MWO656 conserved hypothetical protein
1.02 1.38 | MWOG57 quinolone resistance protein detoxification
0.67 099 | MWo6es8 ypothetical protein
1.4 095 | MWO0659 hypothetical protein, similar to transcription regulation protein
354. | MWOE60 hypothetical protein, similar to transcription repressor of fructose operon
301 412" ] MWO661 fructose 1-phosphate kinase
yém 4.47. MW0662 fructose specific permease
1.03 1.01 MWO0663 probable N-acetyiglucosamine-6-phosphate deacetylase
0.92 092 | MWO0664 hypothetical protein, similar to hemolysin homologue K
MWO0665 hypothetical protein, similar to plant-metabolite dehydrogenases oh g
MWOBE6 hypothetical protein, similar to CsbB stress response protein
MWO67 histidine protein kinase te i sEnon
MWO0668 response regulator
MW0663 hypothetical protein
MW0663n hypothetical protein
MWO671 ypothetical protein
MWO0672 coenzyme PQQ synthesis homologue
MWO0673 6-pyruvoyl tetrahydrobiopterin synthase homologue
MW0674 conserved hypothetical protein
MWO675 hypothetical protein, similar to anthranilate synthase component If
MWOE76 hypothetical protein, similar to para-aminobenzoate synthase component | i
MWO0677 hypothetical protein, similar to para-aminobenzoate synthase component |
MWQ678 hypothetical protein
MWOB79 hypothetical protein, similar to urea amidolyase
MWO0680 conserved hypothetical protein
MW0681 hypothetical protein, similar to anion-binding protein
MW0882 hypothetical protein, simitar to ABC transporter ATP-binding protein
MWO0683 | recQ probable DNA helicase
MwW0683n| recQ probable DNA helicase
MW0684 hypothetical protein, similar to choline transport ATP-binding protein
MWQ68S hypothetical protein, similar to choline transporter
MWO068B6 hypothetical protein, similar to histidinol-phosphate aminotransferase
MW0687 conserved hypothetical protein
MW0688 hypothetical protein, similar to multidrug resistance protein
MWO689 hypothetical protein, similar to di-tripepride ABC transporter
MWO690 conserved hypothetical protein
MWO0691 protein
MW0692 | nrdi Nrdl protein involved in ribonucleotide reductase function
MW0692n Nrdl protein involved in ribonucleotide reductase function
MW0693 nrdE
MW0634 nrdf
MW0635
MW0696
MWQ697
MW0698 lipoprotein, similar to ferrichrome ABC transporter
MWO0699 conserved hypothetical protein
MW0700 pothetical protein, similar to UDP-N-acetylenolpyruvoylglucosamine reduct:
. . MW0701 conserved hypothetical protein
1.08 1.01 0.92 1.01 0.80 0.92 0.93 0.7 121 0.86 1.04 | MWO702 hypothetical protein
173 1.02 097 068 0.96 1.38 1.28 1.4 0.99 0.89 1.43 ] MWO0703 conserved hypothetical protein
1.24 094 0.87 072 1.14 122 1.07 1.64 0.65 096 082 | MW0704 hypothetical protein, similar to glycerate kinase Bohvd
1.08 089 0.80 083 115 0.86 078 117 0.80 087 094 | MWO705 | pepT aminotripeptidase
039 0.92 092 087 0.54 0.89 0.74 114 0.88 1.01 1.00_| MWO706 conserved hypothetical protein
0.88 147 092 088 1.00 1.08 0.84 1.01 0.98 085 098 MWO0707 conserved hypothetical protein
094 1.25 097 083 1.08 1.08 077 1.47 0.89 0.88 0.88 | MWO708 conserved hypothetical protein
078 096 090 086 077 0.90 0.84 0.94 0.83 1.02 146 | MWQ709 lim__| lipophilic protein affecting bacterial lysis rate and methicillin resistance level |
0.86 036 1.08 110 085 093 0.92 0.83 0.95 1.08 123 | MWO710 conserved hypothetical protein
0.77 0.87 104 112 1.01 091 0.85 0.83 0.84 1.12 110 | MWO711 conserved hypothetical protein
088 | 153 | 102 | 092 | 105 | 128 | o080 | 133 [ o089 | oss | os7 | mwori2 ORFID:MWO7 1 2~hypothetical protein, similar to comF operon protei] transformationicompetence
071 1.00 0.99 1.28 0.89 1.07 0.88 0.88 112 0.98 0.93 | MWO712n| comFA hypothetical protein, similar to comF operon protein 1 transformationfcompetence
0.81 0.92 0.76 073 0.71 0.85 0.89 0.78 1.03 0.96 118 | MWO713 | comFC hypothetical protein, similar to comF operon protein 3 transformation/competence
1.15 0.97 1.05 0.90 122 076 0.94 0.95 079 0.90 1.57 | MWO714 conserved hypothetical protein
073 | 096 | 075 072 | 090 | 063 | 078 | 070 109 | 084 | 118 | MWO715 | secA preprotein translocase subunit protein secretion
0.91 0.86 072 080 1.01 0.69 077 0.81 071 081 148 | MWO716 | prfB peptide chain release factor 2
0.72 0.82 0.80 092 0.83 0.78 0.83 072 | 087 0.93 1.28 | MWO717 conserved hypothetical protein
111 081 077 051 0.86 0.52 0.86 0.58 0.84 0.93 148 | MW0718 conserved hypothetical protein
1148 0.87 1.25 143 .87 079 0.80 0.85 0.64 078 1.17 MW0719
1.28 1.00 1.01 115 1.08 1.47 1.01 0.96 0.84 1.02 MWO720 | uvrB exinuclease ABC subunit B
123 0.98 0.7 088 1.08 1.29 1.20 1.0 0.84 1145 MWO0721 uvrA exinuclease ABC subunit A
0.84 0.5t 0.87 0.89 0.82 1.1 1.10 0.83 1.22 091 MWO0722 hprK
097 084 078 090 0.81 0.93 117 0.94 1.03 074 1.24 | MWO0723 Igt
MW0724
MWO725
MWO726 | trxB thioredoxine reductase
MW0727 conserved hypothetical protein
MW0728 conserved hypothetical protein
MWQ729 conserved hypothetical protein
MWO730 | clpP clpP
MWO0731 protein, similar to cell-division inhibitor
MW0732
MWO0733 | gapR
MWO0734 | gap
MWO735 | pgk
MWO736 | tpi
MWO737 | pgm 2, 3-diphosphoglycerate-i
MWO0738 eno
MWO739 hypothetical protein
MW0740 | secG probable protein-export membrane protein
MW0741 carboxyesterase precursor homologue
MWO0743 ssrP ssrA-binding protein
MWO0746 hypothetical protein (Genomic island nu Sa alpha3mw)
MWO748 hypothetical protein (Genomic island nu Sa alpha3mw)
MW0749 hypothetical protein ( ic island nu Sa alpha3mw)
MWO750 hypothetical protein ( ic island nu Sa alpha3mw)
MWO0751 putative primase (Genomic island nu Sa alpt )
X . X 062 | 074 | 105 | 077 | MWO752 hypothetical protein (Genomic island nu Sa alpha3mw)
1.33 | 053 0.99 0.70 0.83 0.73 0.91 0.70 ] 0.72 l 1.&[ 0.80 | MWO0753 hypothetical protein (Genomic island nu Sa alpha3mw) I




100 | 078 | 144 | 107 | 086 | 079 | 079 | 075 | 065 | 057 | 067 | MWO754 hypothetical protein (Genomic island nu Sa alpha3mw)
071 | 095 | 066 | MWO755 hypothetical protein (Genomic island nu Sa alpha3mw)
064 | 127 | 112 | MWO756 hypothetical protein (Genomic island nu Sa alpha3mw)
104 | 100 | 114 | MWO?57 hypothetical protein (Genomic island nu Sa alpha3mw)
105 | 100 | 112 | Mwo?758 | ear Ear (| ic istand nu Sa alpha3mw)
333 | 0% MWO759 | sec4 ENTEROTOXIN TYPE C PRECURSOR
. 295 |- 3.74 0.93 1.91 | MWO759n| sec3 enterotoxin typeC3
1.2 0.74 1.07 115 1.01 0.82 1.15 0.64 147 0.92 X MWO760 sel extracellular enterotoxin L
112 1.08 1.21 095 1.18 1.15 0.92 1.32 117 092 |5 MWO761 conserved hypothetical protein .
094 1.04 1.34 1.19 1.15 147 1.20 1.18 1.02 1.16 097 MWQ762 hypothetical protein
110 086 1.14 1.03 1.06 1.47 1.33 0.84 1.10 118 1.02 | MWO763 conserved hypothetical protein
1.08 1.32 1.52 134 086 4.84 W 173 1.07 137 0.85 MWO0764 clfA fibrinogen-binding protein A, clumping
087 | 143 | 128 | 151 | 126 | 128 | 105 | 141 | 114 | 117 | 081 | MWO765 truncated secreted von Willebrand factor-binding protein VWbp
071 153 1.34 1.40 1.21 1.39 092 1.16 1.16 1.23 151 | MWO767 sSp extracellular ECM and plasma binding protein
1.00 092 1.00 1.04 0.82 0.94 1.23 1.38 1.04 1.14 151 | MWO767n| ssp extracellular ECM and plasma binding protein
058 | 136 | 145 | 121 { 103 | 106 | 072 | 417 | 103 | 098 | 081 | MWO768 hypothetical protein, similar to extracellular matrix and plasma bindi&:
MWO768n
MWO763 staphylococcal nuclease , s
MWO770 | _cspC cold-shock protein C adaptation to atypical
MWO771 hypothetical protein
MWO772 hypothetical protein
MWO773 conserved hypothetical protein
MW0774 hypothetical protein
MWO0?775 hypothetical protein
MWO776 hypothetical protein
MWO777 ' hypothetical protein
MWO778 hypothetical protein, similar to phosphoglycerate mutase
MWO779 conserved hypothetical protein
MW0780 hypothetical protein, similar to lactococcal prophage ps3 protein 05
MWO0780a hypothetical protein, similar to lactococcal prophage ps3 protein 05 s
MWO0781 hypothetical protein, similar to general stress protein 170
MWO782 hypothetical protein, similar to 3-dehydroquinate dehydratase I e
MWOo783 conserved hypothetical protein
MWO784 hypothetical protein, similar to thioredoxin
MWO0785 hypothetical protein, similar to arsenate reductase
MW0786 glycine cleavage system protein H homologue
MWO787 |uncated- B conserved hypothetical protein
MW0788 conserved hypothetical protein
MwW0789 protein, similar to thioredoxin
MWO0790 ABC transporter ATP-binding protein homologue category
0.65 MWO791 conserved hypotheticai protein
078 MW0792 conserved hypothetical protein
5.20 MWO793 conserved hypothetical protein
5.09 1.58 MWO793n conserved hypothetical protein
e . MWO0794 conserved hypothetical protein
e 096 MWO795 ABC transporter ATP-binding protein homolague ;
£ MW0796 conserved hypathetical protein
1.62 1.07 MWO797 nifS aminotransferase NifS homologue e
196 [E2a70 162 | o091 MWO798 hypothetical protein, similar to nitrogen fixation protein NifU . miscellanegus
164 [FB05F 130 1.24 MW0733 conserved hypothetical protein
101 | 083 | 105 [-129 | 116 | 09 | 1.00 MW0800 hypothetical protein
083 1.08 091 1.57 1.38 1.08 0.85 Mwogo1
107 | oes | 102 [GeBiE] 1s0 | 133 | 107 MWOB02 byt
1.09 1.05 1.49 1.66 1.08 MWO0803 hypothetical protein, similar to 2-nitropropane dioxygenase
1.00 088 1.23 1.75 0.88 MW0304 conserved hypothetical protein
1.00 0.98 112 1.63 1.07 1.70. 1.00 MW080S conserved hypothetical protein
1.06 1.06 1.00 117 1.04 142 0.85 MWO0B06 conserved hypothetical protein
094 132 1.24 1.01 089 0.97 1.02 MW0BQO7 lipA
090 092 1.02 0.85 094 1.04 1.02 MWO0808 conserved hypothetical protein
0.94 112 0.82 MW0809 conserved hypothetical protein,
MW0810 conserved hypothetical protein
MW0811 hypothetical protein, similar to N-ace!
MW0812 hypothetical protein, similar to g
MWO0813 hypothetical protein
MWO0813n hypothetical protein
MWO08B14 | ditA D-alanine-D-alanyl carrier protein ligase.
MWO081S ditB DItB membrane protein
MW0B16 | ditC D-alany! carrier protein
MW0817 | ditD poly D-alanine transfer protein
MWO0818 | nify hypothetical protein, similar to nitrogen fixation protein NifJ miscellaneous
MWO0819 . conserved hypothetical protein
MWO0819n conserved thetical protein
MW0820 hypothetical protein, similar to NADH dehydrogenase
MwWo821 conserved hypothetical protein
Mw0822
MW0823 hypothetical protein, similar to NADH dehydrogenase .
MWO0824 | ampA | probable cytosol aminopeptidase
Mwog25'| conserved hypothetical protein
MwWO0826 conserved hypothetical protein
MWOB27 hypothetical protein
MWO0B28 | mnhG Na+/H+ antiporter subunit
MW0829 | mnhF Na+/H+ antiporter subunit
MWO0830 | mnhE Na+/H+ antiporter subunit
MW0831 | _mnhD Na+/H+-antiporter subunit
MW0832 | mnhC Na+/H+ antiporter subunit
MW0833 | mnhB Na+/H+ antiporter subunit
MW0834 | mnhA Na+/H+ antiporter subunit
MW0835 conserved hypothetical protein
MWOB36 peptidyl-prolyl cis-trans isomerase homologue
MW0837 hypothetical protein, similar to polyribonucleotide nucleotidyltransfe!
MW0837n hypothetical protein, similar to polyribonucleotide nucleotidyitransferase
MW0838 hypothetical protein, similar to NADH-dependent fiavin oxidoreductase
MWO0839 | rocD | omithine aminotransferase
MW0840 NAD-specific glutamate dehydrogenase
. MWO0841 glycerophosphoryl diester phosphodiesterase
115 1.06 1.16 7.53 1.07 155 MW0842 inosuccinate lyase
111 | 143 | 117 | 1300 | 098 | 143 | 148 MW0B43 inosuccinate synthase




- 080 116 | MW0844 pgi
0.91 1.40 | MWO845 conserved hypothetical protein
0.83 124 | MW0846 type-l sugnal peptidase

093 1.33 | MWO0847 peptidase 18

0.93 1.04 | MWO0848

1.00 1.10 | MWO0849

092 | 088 | MWO0BSO

1.01 0.80 | MWO0851

1.05 1.72_| Mwo0852

1.1 119 | MWO08S3 conserved hypothetical protein

1.08 121 | MWOB54 conserved hypothetical protein

089 | _1.32 | _MwO085S hypothetical protein

108 | 126 | MwO8SSn| hypothetical protein

118 | 119 | MW08S5E hypothetical protein, similar to lipopolysaccharide modification acyltransferas}i’: cellwallii
1.47_|#023; | MWOBS7 | clpB clpB adaptation to atypical
1.24 053 | MW0BS58 hypothetical protein, similar to transcription regulatar LysR famil

117 1.04 | MWO859 hypothetical protein, similar to 2-isopropylmalate synthase. [IEfe}

1.10 1.12 | MWOSEO conserved hypothetical protein

1.09 1.31 MWOBH1 hypothetical protein

093 | 104 | MWO0B62 conserved hypothetical protein

1.32 1.36 | MW0862n conserved hypothetical
093 0.71 MWO0863
0.92 1.06 | MWO8E4

1.26 0.86 051 MWOQ865 | FabH
1.26 093 0.66 | MW08B66 fab
0.75 084 0.87 | MW0O867

hypothetical protein

st 059 | MWO868 | oppB oligopeptide transport system permease protein
062 | MWOBES hypothetical protein, similar to oligopeptide transport system permease protein

076 | MWOB70 | oppD oligopeptide transport system ATP-binding protein OppD homologue
068 | Mwo871 | oppF |ligopeptide transport system ATP-binding protein OppF homology

067 | MWO871n| oppF oligopeptide transport system ATP-binding protein OppF homolague

0.61 MW0B72 hypothetical protein, similar to peptide binding protein OppA

0.97 | MWO0873 hypothetical protein, similar to oligopeptide ABC transporter oligopeptide-bindiny
114 | MW0874 oligopeptide ABC transparter ATP-binding protein homologue

1.07 | MWO875 | appF oligopeptide transport system ATP-binding protein AppF homologue
117 _| MWO0876 | oppB robable ofigopeptide transport system permease protein OppB

144 | MWOB77 Hypothetical protein, similar to oligopeptide transport system permease protein
1.70 | MWOB78 | trpS tophanyl-tRNA synthetase

0.89 MW0879 | conserved hynothetical protein

139 | Mwo8so hypothetical protein, similar to negative regulator of genetic competence MecA

1.00 MW0881 hypothetical protein, similar to transcription factor
1.59 | Mw0882 thimet oligopeptidase homologue
1.10_ | Mw0883 conserved hypothetical protein
0.93 | MWO883n conserved hypothetical protein
096 | MWO0884 conserved hypothetical protein
0.66 | MWO088S conserved hypothetical protein
074 | MWO0BBE conserved thetical protein
X 075 | MWOBB7 | relA GTP hosphokinase
1.05 086 7 1.20 0.8t 1.00 083 072 112 081 091 | MWO888 conserved hypothetical protein
073 083 3 089 0.88 1.00 0.91 0.81 0.97 1.08 057 | MWO0889 conserved hypothetical protein I
1.09 078 ). 081 0.66 0.80 1.12 074 0.8 0.67 0.9t MW0830 hypothetical protein, similar to Mg2+ transporter
1.01 0.85 1.34 MW0891 Na+/H+ antiporter homologue
0.86 084 136 | Mw0sg2 fabl trans-2-enoyl-ACP reductase
0.82 091 1.39 | MW0B93 conserved hypothetical protein .
0.66 1.08 1.08 | MWOB94 hypothetical protein, similar to Na+/H+-dependent alanine carier protein
0.94 0.86 1.04 | MWO0B9S conserved hypaothetical protein
1.04 108|029 | Mw0896 conserved hypothetical protein
094 0.0 158 | MWO0897 hypothetical protein, similar to multidrug resistance protein-refated protein
1.03 091 1.32 | MWO898 hypothetical protein, similar to cefl wall synthesis protein
073 1.03 116 | MW0OB99 | murk UDP-N-acetylmuramoylalanyi-D-glutamate—2, 6-diaminopimelate ligase
1.04 0.96 1.69 | MWO0900
0.86 1.00 124 | MWOS01 prfC
1.15 1.35 1.53 | MWO0902
0.79 094 1.46 | Mw0S04
0.80 0.98 088 | MwO090S
0.90 1.03 1.09 | MWO0906
081 1.03 0.21 MWQ0907
1.09 075 0.63_ | MW0308
1.75 1.09 1.17_| MW0303 conserved hypothetical protein
i 1.03 1.08 | MW0909n conserved hypothetical protein
115 085 114 | MW0910 hypothetical protein
0.5 124 1.01 MWO0912
067 oss [E8EE Mwo914
0.76 1.03 1.18 | MWO0915 conserved hypothetical protein
0.66 1.05 097 | MWO916 conserved hypothetical protein
050 1.00 140 | MW0917 hypothetical protein
083 143 { 127 | MW0918 hypothetical protein
0.95 1.04 171 | Mwo819 jpothetical protein, similar to UDP-glucose:polyglycerol phosphate glucosyltransferase
1.83 704 0.69 507 | Mw0920 conserved hypothetical protein
092 { 111 | 124 | 114 | 128 ) 130 | 119 | 115 | 138 | 110 | 102 | Mwosz) hypothetical protein, similar to ferrichrome ABC transporter _|:::: transport/binding:
087 1.25 1.30 1.24 113 0.91 | MW0921n hypothetical protein, to ferrichrome ABC transporter :
127 | 108 | 110 | 104 122 | 091 | Mw0922 hypothetical protein
052 | 105 | 099 | 0% 098 | 103 | Mwog23 hypothetical protein
0.97 1.08 0.s8 1.09 0.5 1.07 | MW0923n hypothetical protein
1.08 0.86 081 089 071 0.7 MW0924 conserved hypothetical protein
0.82 088 1.03 092 1.04 1.49 | MW0825 hypothetical protein, simitar to 1.4-dihydroxy-2-naphthodate octaprenyltransfe ucoenz AL
1.34 1.40 1.33 1.04 0.86 0.67 | MWO0926 hypothetical protein, similar to menaguinone-specific isochorismate synthas
1.22 1.8 1.22 1.28 0.92 1.01 | _MW0927 | menD menaquinone biosynthesis protein
082 148 1.20 1.04 1.05 089 | MW0928 hypothetical protein, similar to prolyl aminopeptidase
0.81 1.67 1.24 134 1.02 0.91 | MW0929 | menB naphthoate synthase
0.94 1.26 122 099 1.04 1.05 | MW0930 | sspC /steine protease
125 | 057 | 073 | 085 115 147 | 065 | 094 | 085 | 308 | MWO931 | sspB cysteine protease precursar
1.0 1.09 111 1.09 1.26 1.13 1.28 118 | 102 | 094 | MWO931a| sspB cysteine protease precursor
0.80 117 112 092 1.29 1.20 1.06 1.69 077 | 100 | 115 | MWO932 | sspA serine protease; V8 protease; glutamyl endopeptidase
0.96 0.50 057 0.60 067 i g Fomen] 1.04 0.75 1.31 MW0933 hisC HisC homolog
0.92 1.02 098 0.66 1.03 0.70 0.93 111 0.87 0.95 1.20 | MwO0934 conserved hypothetical protein

093 1.07 0.98 096 147 0.82 1.05 0.52 ] 1.19 091 173 | MW0935 atiR hypothetical protein, probable ATL autolysin transcription regulator




1.64 0.67 MW0936 atl autolysin

0.95 116 MW0937 conserved hypothetical protein

0.89 0.97 MW0938 conserved hypothetical protein

0.80 0.94 MW0939 conserved hypothetical protein

0.8 1.02 MWO0340 FmtA, autolysis and methlcillin resistant-related protein
091 0.92 MW0S41 hypothetical pratein, similar to quinol oxidase polypeptide IV QoxD
0.74 0.81 MWO0842 Quino! oxidase polypeptide il QoxC

0.81 087 1.45 1.24 1.19 0.86 1.16 1.21 117 1.13 161 MW0943 Quinol oxidase polypeptide | QoxB

077 077 1.05 058 0.91 0.90 1.04 0.99 095 0.88 138 | MWO0944 hypothetical protein, similar to quinol oxidase polypeptide Il QoxA
1.37 1.07 097 1.00 122 116 1.28 1.03 0.77 1.28 | MW0845 hypothetical protein, similar to chitinase B

0.87 1.18 0.88 083 0.80 1.14 0.87 0.77 1.05 0.52 MW03946 FolD bifunctional protein

091 092 1.14 1.48 0.99 112 086 0.76 1.15 112 098 | MW0947 hypothetical protein, similar to phosphoribosylaminoimidazole carboxylase Pul

0.80 1.05 115 142 1.16 1.70 093 1.07 1.40 1.08 1.16 | MW0948 | purk |phoribosylaminoimidazole carboxylase carbon dioxide-fixation chain Purk ho

088 1.37 1.09 1.06 1.02 1.26 122 1.21 137 1.10 157 | Mw0949 | purC phosphoribosylaminoimidazolesuccinocarboxamide synthetase homolog

1.10 1.42 1.08 097 1.08 1.13 1.00 1.35 1.00 1.04 1.49 MWO0950 conserved hypothetical protein

0.80 138 1.01 112 1.16 in 142 | MW09s1 urQ phosphoribosylformylglycinamidine synthase 1 PurQ
1.08 0.95 1.14 1.56 0584 B MW03952 purl, phosphcribosylformylglycinamidine synthetase Purl.
1.08 1.82 117 175 1.05 094 purf phosphoribosylpyrophosphate amidotransferase Purf
1.14 1.1 1.27 1.06 1.04 0.84 pur phosphoribosylformylglycinamidine cyclo-ligase PurM

phosphoribosylglycinamide formyitransferase
bifunctional purine biosynthesis protein PurH
phosphoribosyl glycine ligase PurD

purN
MWO0956 | purH
MW0957 | purD

1.28 1.24 1.14 1.04 1147
0.72 1.02 0.98 057 0.98

0.79 185 | MWOS57n| puD phosphoribosytamine—glycine ligase PurD

0.73 0.64 MW0358 conserved hypothetical protein

on 125 | Mw09S9 hypothetical protein, similar to cation ABC transporter
0.87 A 0.57 [ MWO0960 conserved hypothetical protein

121 [Eoane] 136 | 126 | 101 | 104 | Mwooet hypothetical protein

119 1.36 1.16 0.86 1.07 0.79 | MWO961n hypothetical protein

0.83 1.07 0.81 345 8.51 9.73 MW0962 hypothetical protein

0.99 1.14 088 [FE) 235K |55 21 MW0963 . conserved hypothetical protein

5.84 1.99 1.42 0.74 1.25 0.73 MW0364 hypothetical protein

160 | 135 [PSSRESE| o078 | oss | 083 | Mwoges | ptsH phophocarrier protein HPR

116 1.28 1.77 0.82 0.97 093 | MWO9ES ptst
0.72 0.73 0.73 1.10 0.93 112 | MWO967
0.84 0.92 1.03 1.20 0.89 067 | MW0968 | cydA

cytochrome D ubiquinol oxidase subunit 1 homolog

052 117 1.03 0.74 0.71 0.58 138 0.96 0.87 | MW0970 conserved hypothetical protein
143 | 089 | 125 | 112 | 085 | MWOS71 hypothetical protein
0.91 1.42 052 0.89 141 | MW0S72 conserved hypothetical protein

089 | 081 1.21 1,14 103 | MW0973 conserved hypothetical protein

0.83 0.20 1.2 1.02 085 | MWO973n
MWO0974
MW0975
MW0976 | pdhA
MWO0977 | pdhB
MW0978 | pdhC
MW0979 | pdhD | dihydrolipoamide dehydrogenase component of pyruvate dehydrogenase E3

A

MW0980 conserved hypothetical protein
MwWo981 conserved hypothetical protein

MW0982 | potA spermidine/putrescine ABC transporter, ATP-binding protein homolog
MW0983 0tB
MWO984 0tC

MWO0985 | potD spermidine/putrescine-binding protein precursor homelog ¥
MWO0986 conserved hypothetical protein

MW0987 hypothetical protein
hypothetical protein, similar to Mn2+-transport protein &

conserved hypothetical protein

myo-inositol-1(or 4)-monophosphatase homolo {ohvdreTe aboftsrt
hypothetical protein
GTP-binding elongation factor homolo: pro] s

conserved hypothetical protein

conserved hypothetical protein
conserved hypothetical protein

conserved hypothetical protein
conserved hypothetical protein

pycA

ctaB -__cytachrome caa3 oxidase (assembly factor) homolog
conserved hypothetical protein
conserved hypothetical protein

conserved hypothetical protein

conserved hypothetical protein

rpmE ribosomal protein L32
rpmF protein L32
isdB. conserved
isdA cell surface protein
084 0.81 MW1013 isdC : conserved hypothetical protein
1.08 0.66 087 1.05 | MW1014 IsdD conserved hypothetical protein
1.06 | 070 082 | 097 | Mw1015 | isdE hypothetical protein, similar to femichrome ABC transporter Snsport/bir :
094 | 117 114 | 1.07 | MW1016 | isdF hypothetical protein, similar to ferrichrome ABC transporter transport/binding
124 | o076 092 | 1.09 | MW1016n| isdF hypothetical protein, similar to femichrome ABC transporter ransport/binding’
103 | 080 080 | 142 | MW1017 | snB NPQTN specific sortase B
0.51 1,03 089 146 | MW1018 | _isdG conserved hypothetical protein
1.01 0.92 1.05 1.07 | MW1018n | isdG conserved hypothetical protein
100 | 1.09 095 | 120 | MW1019 hypothetical protein
090 1.14 1.00 097 | MW1020 pothetical protein, simitar to rRNA methylase
1.07 | 142 085 | 058 | MW1021 | pheS
083 | 103 119 | 058 | MW1022 | pheT
1.07 | 163 087 | 1.08 | MW1023 ]
1.07 1.51 K X . 0.91 1.02 | MW1024 . conserved hypothetical protein
132 | 142 | o Y ! . 0.9 109 | 123 | Mwi02s conserved hypothetical protein |




1.01 0.94 1.01 MW1026
055 1.12 L4l MW1027 | mutS2 MutS-like protein
1.99 1.2 1.15 Mwi028 A thioredoxin
1.05 1.68 1.24 MW1029 | uwiC excinuclease ABC subunit C
1.02 | 181 1.67 MW1030 | sdhC
091 117 117 MW1031 | sdhA
113 1.10 MW1032 | sdhB succinate dehydrogenase iron-sulfur protein subunit
093 0.84 MW1033 mur glutamate racemase
1.09 0.92 MW1034 conserved hypothetical protein
1.42 0.79 MW1035 conserved hypothetical protein
1.06 0.89 MW1036 hypothetical protein
0.85 091 MW1036n hypothetical protein
079 | 069 - MW1037
i1t 071 MW1038
094 1.01 MW1038n
078 0.80 MW1040
034 0.76 MW1041
131 083 125 MW1042
1.57 067 091 MW1043
1.69 122 1.14 MW1044 hla
0.91 0.62 070 MW1045
0.98 087 1.07 MW1045n
095 1.41 1.04 MW1047 hypothetical protein, similar to exotoxin 1
05t 1.08 1.02 MW1047n hypothetical protein, similar to exotoxin 1
085 | 124 | 104 MW1048 hypothetical protein, similar to exotoxin 4.
1.07 1.05 1.07 MWi048n hypothetical protein, similar to exotoxin 4
104 | 110 | 1.08 MW1049 hypothetical protein, similar to exotoxin 3
1.00 0.85 0.72 MW1049n hypothetical protein, similar to exotoxin 3
0.86 1.26 1.54 MW1050 argF ornithine carbamoyltransferase
0.92 200 1.63 MW1051 hypothetical protein, similar to carbamate kinase i
1.05 1.15 1.28 MW1052 conserved hypothetical protein
097 177 1.68 MW1052n conserved hypothetical protein
1.34 0.91 113 MW1053 hypothetical protein
1.09 1.26 conserved hypothetical protein
1.02 114 hypothetical protein
2858 | 1276 hypothetical protein, similar to antibacterial protein
3097 | 11.81 hypothetical protein, similar to antibacterial protein
1.20 1.47 conserved hypothetical protein
0.82 conserved hypothetical protein
103 conserved hypothetical pratein
0.85 conserved hypothetical protein
0.89 conserved hypothetical protein
072 cell division protein
X 1.00 penicillin-binding protein 1
1.01 1.26 hospho-N-muramic acid-pentapeptide translocase
1.03 0.94. UDP-N-acetylmuramoylatanine~D-glutamate figase
144 0.76 cell division protein, FtsQ homoloy
1.00 1.08 cell divisicn protein
091 111 cell division protein
1.16 1.10 conserved hypothetical protein
1.01 0.87 conserved hypothetical protein
1.00 095 conserved hypothetical protein
1.28 1.18
1.06 1.24 hypothetical protein, similar to cell-division protein
0.85 1.00 hypothetical protein, similar to cell-division protein
0.76 0.95 . hypothetical protein, similar to cell-divisio initiation protein
078 0.98 0.67 058 091 150 | MW1076 ileS lle-tRNA synthetase
084 1.08 | MW1077 conserved hypothetical protein
0985 | 093 | MW1078 [ncated# truncated transposase
Isp lipoprotein signal peptidase

conserved hypothetical protein

pyrR

pyrimidine operon repressor chainA

uracil permease

aspartate transcarbamoylase chain A

dihydroorotase

carbamoyl-phosphate synthase small chain

carbamoyl-phosphate synthase large chain

carbamoyl-phosphate synthase large chain
orotidine-5-phosphate decarboxylase

orotate phosphoribosyltransferase

hypothetical protein

protein

pothetical protein, similar to fibrincgen binding protein

1.0t 1.09 0.86 0.96 | MW1099

0.89 0.80 0.95 112 | MW1100 hypothetical protein, similar to RNA-binding Sun protein
1.18 171 0.76 106 | MW1101 conserved hypothetical protein

1.42 1.29 0.91 1.15 MW1102 conserved hypothetical protein

112 0.52 0.88 132 MW1103 protein kinase

1.17 1.45 0.87 099 | MW1104 conserved hypothetical protein

1.24 1147 0.87 1.08 | MW1104a

1.04 1.10 0.86 1.04 | MWI105 | cfxE ribulose-S-phosphate 3-epimerase homolog
0.96 0.94 1.08 1.21 MW1106

1.77 0.53 1.14 322 | MW1107 | rpmB

1.24 093 0.93 059 | Mw1108 conserved hypothetical protein

0.88 097 1.07 145 | MWI1109 conserved hypotehtical protein

1.01 1.12 0.97 144 | MW110%a conserved hyp

0.7 1.02 MW1110 | recG

0.91 0.98 MW1111

1.07 1.00 MW1112 plsX

1.16 1.28 MwWi113 | fabD malonyl CoA-acyl carrier protein transacylase




0.88 063 1.25 1.64 1.16 0.89 0.56 MW1114 fabG
1.40 0.55 142 1.08 0.98 0.80 0.85 MW1115 | hmrB Hmr8 protein
1.18 0.99 1.10 1.25 1.04 0.84 0.87 MW1116 mc RNase Ill
1.26 112 1.20 1.37 1.37 0.84 097 | MW1117 smc
092 1.38 0.94 1.43 1.41 097 1.01 MW1118 signal recognition particle
1.15 099 1.24 1.26 1.17 1.01 087 | MW1119 conserved hypothetical protein
112 172 1.00 187 1.10 1.09 0.85 | MW1120 i it
133 0.65 073 0.69 0.71 0.83 0.82 | MW1121
1.13 1.00 0.79 1.48 0.71 0.80 0.86 MW1122
1.03 121 0.95 1.27 0.95 0.85 0.83 MW1123
1.1 114 0.89 0.61 117 1.08 0.56 MW1124
0.8 133 1.30 1.05 1.08 1.14 MW1125 conserved hypothetical protein
1.18 1.08 1.03 1.69 0.77 078 094 | MW1126 conserved hypothetical protein
1.00 1.02 MwW1127 rnhB RNase HIl
081 151 MW1128 | sucC succinyl-CoA synthetase
088 1.2 MW1129 | sucD succinyl-CoA synthetase
0.96 1.11 MW1130 IytN. LytN protein
050 1.09 MW1131 jmhC#tepr] FmhC protein
083 1.30 MW1132 hypothetical protein, similar to DNA processing Smf protein
0.85 085 MW1133 | topA DNA topoisomerase | topA homolog
038 1.05 MW1134 gid | glucose-inhibited division protein gid
101 | 134 MW1135 | xerC site-specific recombinase XerC homolog 5 pha
146 | 1.07 MW1136 | clpQ heat shock protein HstV adaptation to at;
1.07 1.96 MW1137 | clpY heat shock protein HslU |_adaptation to atypical
0.0 1.40 MW1138 transcription pleiotropic repressor codY
083 085 308 ribosomal protein §2
0.87 0.6 Mwii40 elongation factor TS
MW1141 | smbA uridylate kinase
MW1142 fr ribosame recycling factor
MW1143 | uppS undecaprenyl pyrophosphate synthetase
MW1144 | cdsA phosphatidate cytidylyitransferase
MW1145 conserved hypotehtical protein
MW1146 | proS profine-tRNA figase
MW1147 | polC DNA polymerase ll, alpha chain PolC-type
MwW1148 conserved hypotehtical protein
MW1149 | nusA transcription termination-antitermination factor
MW1150 conserved hypotehtical protein
MW1151 hypothetical protein, simitar to ribosomal protein L7AE famil
MW1152 infB translation Initiation factor IF-2
MW1153 | rbfA ribosome-binding factor A (rbfA)
MW1154 | truB tRNA pseudouridine 5§ synthase
MW1155 ribC  riboflavin kinase / FAD synthase fibC
MW1156 | psO 30Sribosomal protein 515
MW1157 | pnpA polyribonucleotide nucleotidyltransferase.
MW1158 ' conserved hypotehtical protein
MW1153 | spolllE sporulation-related protein SpolllE homolog
MW1160 hypothetical protein, similar to transcription regulator GntR famit
MW1161 hypothetical protein, similar to processing proteinase homolog
MW1162 hypothetical protein, similar to precessing proteinase 1)
MW1163 hypothetical protein, similar to 3-oxoacyl- acyl-carrier protein reductase homolog i
MW1164 conserved hypothetical protein
MW1165
MW1166 | pgsA
MW1167 | cinA competence-damage inducible protein cinA
MW1168 | recA RecA protein
MW1169 conserved hypothetical protein
MW1170 hypothetical protein
MW1170n hypothetical protein
MW1171
MW1172
MW1173
MW1174 conserved hypothetical protein
MW1175 conserved hypotehtical protein
MW1176 conserved hypothetical protein
MW1177
MW1178 | mutS DNA mismatch repalr protein
MW1179 | mutl DNA mismatch repalr protein [,
MW1180 | gipP glycerol uptake operon antiterminator regulatory protein L
MW1181 hypothetical protein
MW1181n hypothetical protein
MW1182 gipF lyceral uptake facilitator
. 5 . . Mw1183 | gipK glycerol kinase
091 1.05 1.07 1.06 1.14 1.26 MWT184 | glpD aerobic glycerol-3-phosphate dehydrogenase
0.89 1.02 0.91 0.85 0.51 1.25 MW1185 hypothetical protein, similar to lysophospholipase
1.01 091 1.00 0.97 113 118 MW1186 | miaA tRNA delta(2)-isopenten; rophosphate transferase
1.10 078 0.84 1.01 0.70 0.99 MW1187 hypothetical protein, similar to host factor-1
1.08 073 0.95 0.81 0.88 1.27 MW1188 bsaA lutathione peroxidase ical
083 | oo7 | o79 | 0983 | o091 | o7 MW1189 hypothetical protein, similar to GTP-binding protein proteinase modulator homolog| _adaptation to atypical
088 | 147 | 105 | 105 | 109 | 105 MW1190 hypothetical proteln, similar to aluminum resistance protein 4 transport/bin -
0.81 051 089 074 0.60 0.69 MW1191 glnR lutamine synthetase repressor
057 064 o7 1.00 068 083 MW1192 ginA lutamine-ammonia ligase
1.00 1.02 1.06 1.06 1.06 1.08 Mw1193 hypothetical protein
1.06 6 | 107 | o087 | 107 | 115 | . ] MW1194 hypothetical protein
090 | 113 | 093 | oss | oss | 108 | 142 | 101 | 104 | 0s7 | o089 | MWI195 hypothetical protein
0.89 o088 0.99 1.1 0.96 1.03 0.92 0.67 1.01 1.00 1.22 | MW119Sn hypothetical protein
083 | 133 { 112 | 098 | 104 { 121 | 102 | 129 | 05 | 106 | 106 | MW1197 hypothetical protein
095 1.27 095 0.79 0.84 0.97 0.83 1.31 0.84 1.02 1.16 MW1199 hypothetical protein
127 | 147 | oo7 | 103 | o090 | 122 | oo | 092 | 177 | oss | 118 | Mw1200 hypothetical protein
075 | 112 | 086 | 1.02 | 091 | 110 | 076 | 067 | 142 | 091 } 088 | MW1201 hypothetical protein
096 | o0o7 | o084 | 108 | 081 | 105 | o097 | 063 | 1.05 | 083 | 094 | MW1202 hypothetical protein
0.80 122 1.08 1.27 1.07 1.18 0.78 0.3 0.72 1.03 090 | MW1203 conserved hypothetical protein
0.96 0.50 0.89 0.95 0.86 0.77 0.77 1.06 0.81 0.95 094 | MW1204 | dmpl
092 0.81 0.82 0.97 0.70 0.74 0.80 0.59 0.75 0.86 1.00 | MW1205
0.83 0.99 1.03 117 1.04 1.00 0.83 0.75 1.16 0.88 096 | MW1206 ABC transporter (ATP-binding
1.05 1.10 0.95 075 0.98 114 0.83 1.37 0.68 097 122 | MW1207 protein, similar to ABC transporter integral membrane protein
1.27 0.94 094 083 091 1.07 1.04 0.80 1.07 113 1.27 MW1208
1.03 1.04 1.02 1.07 087 0.94 0.92 0.99 1.01 0.85 MW1209




MW1210 ypothetical protein
MW1211 nue thermonuclease ARELR RS 1 RTT R RN 1 AT
MW1212 hypothetical protein
MW1213 hypothetical protein
MW1214 aspartate kinase homolo!
MW1215 | dhoM homoserine dehydrogenase
MW1216 | thiC threonine synthase
MW1217 | thrB homoserine kinase homolog £
MW1218 conserved hypothetical protein
MWi219 hypothetical protein
MW1220 | gabP amma-aminobutyrate permease
MW1221 katA catalase
MW1222 | rpmG 50S ribosomal protein L33
MW1222n| rpmG 50S ribosomal protein L33
MW1223 | rpsN 308 ribosomal protein S14 homolog~ORFID:MW1223
MW1223n| rpsN TpsN
MW1224 pothetical protein, similar to GMP reductase
Mwi1225
MW1226 [exA g
MwW1227 hypothetical protein
MW1228 conserved hy - cthetical protein
MW1229 tht transketolase
MW1230 conserved hypothetical protein
MW1231
MwW1232 ilar to exonuclease SbeD
MW1233 hypothetical protein, similar to exonuclease ShcC.
MW1234 hypothetical protein
MW1235 | mscl large-conductance mechanosensitive channel
MW1236 | opuD lycine betaine transporter
MW1237 citB aconitate hydratase
Mw1238 conserved hypothetical protein
MW1239 conserved hypothetical protein
MW1240 conserved hypothetical protein
MW1241 | parE topoisomerase IV subunit B
Mwi1242 | parC topoisomerase [V subunit A
MW1242a | parC topoisomerase IV subunit A
MW1243 alsT. amino acid carrier protein
MW1244 gleT transcription antiterminator
MW1245 hypothetical protein
MW1245n hypothetical protein
MW1246 conserved hypothetical protein
MW1247 | fmtC oxacillin resistance-related FmtC protein miscellaneous
MW1248 | msrA peptide methionine sulfoxide reductase homolog
MW1249 | msrR peptide methionine sulfoxide reductase regulator MstR
. . . MW1250 | dmpl 4-oxalocrotonate tautomerase
117 084 1.01 086 1.17 117 1.07 082 092 097 088 | MW1251 . hypothetical protein, similar to DNA-damage repair protein
1.08 1.00 079 064 1.05 1.00 0.80 0.87 0.82 0.76 1.09 | MWI1252 | tyrA prephenate dehydrogenase
1.20 1.06 0.86 084 1.08 1.08 1.04 0.89 0.87 1.01 0.71 MW1253 hypothetical protein, similar to glucanase
0.90 1.08 1.03 1.00 0.95 1.1 0.95 0.87 0.92 1.10 111 MW1254 hypothetical protein, simifar to anthranilate synthase component |
088 1.04 110 141 ] 109 139 112 1.09 1.18 117 1.04 | MW1255 trpG anthranilate synthase compenent I
0.85 134 122 122 114 1.47 1.00 1.08 124 1.4 0.2 | MW1256 upbD anthranilate phosphoribosyltransferase
0.86 1.30 1.28 114 0.98 1.44 1.18 1.25 1.24 129 105 | MW1257 trpC indole-3-glycerol phasphate synthase
0.80 1.08 1.02 1.24 095 0.8 1.47 1.18 1.04 MW1258 tipF phosphoriborylanthranilate isomerase
0.86 1.07 1.15 1.46 1.08 121 101 11 087 MW1259 trpB yptophan synthase beta chain
0.86 1.16 1.04 1.62 0.8 1.28 1.26 1.08 1.06 | MW1260 trpA yptophan ase alpha chain
1.09 1.09 0.89 1.54 1.35 1.40 1.35 1.01 1.28 | MWI1261 | femA factor essential for expression of methicillin resistance
1.19 062 0.63 1.04 1.30 1.44 1.09 088 MW1262 | femB FemB protein
1.12 0.79 0.92 1.12 117 1.55 0.81 096 MW1265 conserved hypothetical protein
1.12 1.00 0.80 1.00 1.35 1.25 118 1.01 MW1266 hypothetical protein
0.97 063 1.03 1.08 112 1.18 1.03 0.98 MW1267 | opp-2F oligopeptide transporter putative ATPase domain
MW1268 | opp-2D oligopeptide transport ATPase ;
MW1270 | opp-28 oligopeptide transporter membrane permease domain B
MW1271 hypothetical protein
MW1271n hypothetical protein
MW1272 hypothetical protein, similar to ofigoendopeptidase
MW1273 hypothetical protein, similar to negative regulator Pholl
MW1274 | pstB hosphate ABC transporter, ATP-binding protein
MW1275 hypothetical protein, similar to phosphate ABC transporter
MW1276 hypothetical protein, similar to phosphate ABC transporter
MW1277 thioredoxine reductase
MW1278 juncated- truncated transposase - transposon and IS
MW1278 conserved hypothetical protein
Mwi280 ABC transporter (ATP-binding protein) homolo: ransport/bindin
MW1281 lysC aspartokinase Il
MW1282 asd aspartate semialdehyde dehydrogenase
MW1283 | dapA dihydrodipicalinate synthase
MW1284 | dapB dihydrodipicolinate reductase
MW1285 | dapD tetrahydrodipicalinate acetyltransferase
MW1286 hippurate hydrolase
MW1287 hypothetical protein, similar to alanine racemase
MW1288 | lysA diamingpimelate decarboxylase
MW1289 hypothetical protein
MW1290 | cspA major cold shock protein CspA adaptation to atypical
MW1290n| cspA major cold shock protein CspA adaptation to atypical
MwW1291 conserved hypothetical protein
MW1292 conserved hyy protein
MW1293 protein, similar to 5-bromo-4-chloroindot; e e
MW1294 hypothetical protein, similar to tellurite resistance protein
MW1295 truncated transposase -
MW1296 truncated transposase
MW1297 | braB branched-chain amino acid carrier
Mwi299
1.16 | MW1300
1.00 | MW1301
K . . 1.05 | MW1302 | odhB
1.21 1.81 1.80 127 118 5.01 1.58 1.33 0.99 | MW1303 [ odhA
1.37 148 1.50_‘ 0.85 110 573 1.03 1.38 0.85 | MW1303a{ odhA




1.25 1.07 137 141 1.05 1.49 1.44 1.05 1.21 1.15 136 | MW1304 arls putative protein histidine kinase ArlS

122 | 098 | 1.37 | MW1305 |ncated-

125
147 142 | 103 | 1.62 | MW1305a incated-3
135 1.12 1.05 122 | MW1306 conserved hypothetcial protein
1.19 0.87 0.93 1.26 | MW1307 | murG
1.14 0.85 089 1.33 | MW1308 conserved hypothetical protein
1.10 08 | 101 | 120 | MW1309 tr dtr
1.08 . 1.21 0.8 152 | MW1310 | ctpA probable carboxy-terminal processing proteinase ctpA
1.41 0.67 0.81 086 0.67 0.89 1.47 1.32 0.82 0.97 1.06 MW1311 conserved hypothetical protein
091 1.14 121 1.18 0.81 0.50 075 | MWI1312 PTS system, glucose-specific enzyme [l, A component

0.58 0.91 1.34 0.97 0.81 0.77 087 | MWI1313
0.67 112 1.38 o1 0.92 076 076 | MWi314
081 1.16 171 1.28 1.13 092 0.70 MW1315
084 | MW1316 | dfrA
083 | MW1317 | thyA

072 | MW1318 conserved hypothetical protein

063 | MW1319 conserved hypothetical protein

066 | MwW1320 conserved hypothetical protein

1.25 | Mw1321 conserved hypothetical protein
| 103 | MW1322 hypothetical protein

1.00 | MW1324 | ebhA

129 | MW1324a | ebhA
090 | MW1325

1.00 | MW1325n

Bit-like protein
Bit-fike protein

075 | MW1326 protein, similar to amino acid

0.54 | MW1327

0.63 | MW1328 ald

0.81 | MW1329

081 | MW1331 conserved hypothetical protein

0.83 | Mw1332 hypothetical protein

090 | MW1333 conserved hypothetical protein

061 | MW1334 hypothetical protein
1.56 0.82 1.04 1.02 056 | MW1334n hypothetical protein
1.09 1.03 093 0.95 1.09 | MW1335 conserved hypothetical protein
1.08 113 096 1.10 1.02 | MW1336 conserved hyothetical protein
1.26 1.07 1.02 1.04 110 | Mw1337 conserved hypothetical protein
079 | 077 | 121 | 1.4 1.16 | Mw1338 hypothetical protein

070 | MW1339 | recU
1.09 | MW1340 | pbp2

1.01 1.07 1.08 093
076 0.98 1.08 1.00

1.25 0.98 0.77 0.81 088 | MW1341
1.03 130 0.50 088 08t | Mw1342 nth
1.14 107 0.85 089 097 | MW1343

095 | 094 | 095 | 109 1.69 | MW1344 | asns |
133 | 110 | 084 | o7 149 | MW1345 | dinG |
101 | 120-] 104 | 125 | 05 | 108 | 0go | 102 | 118 | o0ss | 1.02 | Mwi34e
093 | 091 | oss | oot | 142 | os7 | 105 | 117 | o083 | oso | Mwi34z
078 | 116 | 101 | 421 | 058 | 109 | o84 | os2 | 105 | 100 | os7 | Mwi34s

0.99 0.80 0.89 088 0.89 0.87 0.92 0.76 0.94 0.98 099 | MW1349 conserved hypothetical protein
114 123 | MW1350 conserved hypothetical protein
1.07 1.33 | MWI13sS1 conserved hypothetical protein
_0.89 156 | MW1352 conserved hypothetical protein
0.77 1.39 MW1353 conserved hypothetical protein
0.83 1.32 | MWI354 | aroA 3-phosphoshikimate 1-carboxyvinyltransferase
0.86 1.36 | MWI13SS 3-dehydroguinate synthase
0.81 1.34 | MW1356 chorismate synthase
1.00 1.35 | MW1357 pothetical protein
147 | 121 | Mwi3s8 nucleoside diphosphate kinase
077 1.0 | MWI1359 heptaprenyl diphosphate syntase component Il
0.78 1.07 | MWI1360 menaquinone biosynthesis methyitransferase

ypothetical protein, similar to component A of hexaprenyl diphosphate s ithase
DNA-binding protein i

072 116 | MW1361
1.26 145 | MW1362 hu

082 | 079 | MW1363 | gpsA glycerol-3-phosphate dehydrogenase
081 094 | MW1364 hypothetical protein, similar to GTP binding protein
0.72 1.48 | MW1365 | rpsA 308 ribosomal protein S1
1.15 0.52 0.63 055 0.95 0.69 0.89 0.69 0.88 0.65 0.86 | MW1366 cmk cytidylate kinase
1.05 1.52 1.14 1.1 1.39 1.66 0.98 MW1367 ansA probable L-asparaginase
1.28 1.31 1.16 1.01 1.36 1.70 079 | MW1368 hypothetical protein, similar to thioredoxin reductase homolog
1.32 1.64 5.74 1.07_| MW1369 | ebpS elastin binding protein

probable ATP-d: dent DNA heli RecQ

1.2 | MW1370 | recQ

1.01 1.20 1.69 118 1.46 112 1.10 1.57 | MW1370n| rec probable ATP-dependent DNA helicase RecQ

105 | 139 | 173 | 142 | 137 | 149 | 094 | 121 | MWI371 conserved hypothetical protein

081 | 160 | 121 |[Gddpa] 123 | 112 | oes | 110 | MW1372 | fer - ferredoxin

131 | 164 | 174 | 126 | 188 | 149 | 111 | 108 | MW1373 conserved hypothetical protein
0.76 1.19 1.51 1.32 1,16, 1.20 1.02 117 1.35 1.18 148 | Mwi374 conserved hypothetical protein
101 | 126 | 143 | 149 | 120 | 140 | 124 | 141 | o0g2 | 115 | 1.09 | MWI374n hypothetical protein
ost 108 | 123 | 4144 | 105 | 114 | 1.30 ©0.005| 147 | 1.00 | MW1375 conserved hypothetical protein
ost | 101 | 120 | ost | 143 | 121 | 104 | 156 | 110 | 085 | 092 | MW1375n hypothetical protein
090 | 171 | 141 | 107 | 136 | 156 | 115 (B 100 | 099 | 105 | MW1376 hypothetical protein
093 | 122 | 128 1 175 | 109 { 120 | 100 | 1.1 113 | 134 | 101 | MW1377 truncated hypothetical protein
092 ) o0s6 | 122 | 159 | 100 | 121 100 | 145 | 105 | 118 | 1.00 | Mw1379 |lukS-Pv|on-Valentine leukocidin chain S precursor (Bacteriophage phi Sa
076 | 140 | 133 | 145 | 126 | 142 | 108 | 144 | 134 | 125 | 411 | MWI1380 [uncatedt truncated amidase (Bacteriophage phi Sa 2mw)
081 128 | 129 | 131 106 | 138 | o094 | 138 1 143 § 123 | 121 | MW1381 holin (Bacteriophage phi Sa 2mw)
0391 1.02 1.31 153 | 110 | 090 | 1.21 082 | 108 | 1.08 1.04 | MW1383 hypothetical protein (Bacteriophage phi Sa 2mw)
075 | 081 | 100 | 156 | 145 | 110 | 101 | o7 | o082 | 147 | 127 | MWi384 hypothetical protein (Bacteriophage phi Sa 2mw)
09t | 076 | 401 | oea | o7 | 107 | 140 | 104 | 100 | 098 | 089 | MWI38S hypothetical protein (Bacteriophage phi Sa 2mw)
084 | 0287] 094 |bascd oeo | 097 | 109 | 135 | 065 | 085 | 082 | MWI386 hypothetical protein (Bacteriophage phi Sa 2mw)
074 | 093 | 127 | 135 | 107 | 152 | 115 | 108 | 099 | 123 | 1.0t | MW1387 hypothetical protein (Bacteriophage phi Sa 2mw)
081 | 104 | 125 | 112 | 105 | 175 | 119 | 142 | o9t | 121 | 123 | Mwi388 hypothetical protein (Bacteriophage phi Sa 2mw)
065 | 147 | 152 | 157 | 142 | 175 | 100 | 124 | 142 | 122 | 1146 | Mwi389 hypothetical protein (Bacteriophage phi Sa 2mw)
o7t | 121 | 150 [ 150 | 122 | 149 [ 112 128 | 098 | MW1390 hypothetical protein (Bacteriophage phi Sa 2mw)
0.73 1.14 1.37 1.29 105 | 124 | 095 140 | 1.27 | MW1391 hypothetical protein (Bacteriophage phi Sa 2mw)
08 | 098 | 137 | 151 106 | 132 [ 1.1 122 | 146 | MW1393 major tail protein
oet | 113 124 | 135 | MW1394 hypothetical protein
073 | 054 142 | 157 | MW1396 hypothetical protein (Bacteriophage phi Sa 2mw)
069 | 112 106 | 1.27 | Mw1397 hypothetical protein (Bacteriophage phi Sa 2mw)
0.76 1.02 1.15 1.63 | Mwi1398 hypothetical protein (Bacteriophage phi Sa 2mw)
o7t | 144 118 | 151 | MW1399 | protease




063 | 074 | 094 | 077 | 083 | 107 | 092 | 128 | 087 | oot | 147 | mMwi4o0 portal protein
067 | 079 | 083 | 084 | 079 | 107 | 123 | 132 | 085 | 087 | 115 | Mw1401 terminase large subunit
079 | o091 | 10t | 090 | 119 | 193 | 127 | 129 | 102 | 084 | 115 | MW1402 terminase small subunit
082 | 085 | 092 | 065 | 119 | 099 | 116 | 092 | 094 | 089 | 084 | MW1404 hypothetical protein (Bacteriophage phi Sa 2mw)
086 | 102 | 121 | o077 | 099 | 1.65 | 110 | 192 | os8 | 118 | o054 | Mw1405 hypothetical protein (Bacteriophage phi Sa 2mw)
089 | 090 | 087 | o069 | 069 | 112 | 092 | 142 | 085 | 080 | o9 | Mwi40s hypothetical protein (Bacteriophage phi Sa 2mw)
082 | 103 | 134 | 121 | 131 | 129 | 1.02 | 100 [ 149 | 112 | 102 | mwido7 hypothetical protein (Bacteriophage phi Sa 2mw)
088 | o097 1.37 1.00 | o097 1.35 1.09 131 085 | 1.29 1.04 | MW1408 hypothetical protein (Bacteriophage phi Sa 2mw)
100 | 079 | 087 | 089 | 092 | 089 | 1.15 099 | 089 | 077 | 082 | MW1409 hypothetical protein (Bacteriophage phi Sa 2mw)
092 0.80 1.03 082 094 1.08 1.42 1.56 1.09 0.84 1.02 | MW1410 hypothetical protein {Bacteriophage phi Sa 2mw)
097 1.03 1.25 1.09 1.25 1.51 1.18 1.38 0.84 117, 099 | Mwi4nl hypothetical protein, similar to int gene activator RinB
095 | 1148 | 147 | 082 | 120 | 130 1.02 152 | 0985 | 100 | 080 | Mwi412 hypothetical protein (Bacteriophage phi Sa 2mw)
121 | 095 | 119 | og0 | 115 | 135 | 146 | 170 | o078 | 104 | 0o0 | Mwi413 hypothetical protein (Bacteriophage phi Sa 2mw)
106 | 097 | 07 | 000 | 103 | 131 | 108 | 108 | 693 | 145 | 092 | MW1413n
102 | 152 | 124 | 116 | 115 | 140 | 1.6 [9B40%] o0 | o0e3 | 1.02 | Mwidian
085 | 15t | 145 | 098 | 116 | 145 | 101 | 160 | 088 | 108 | 095 | Mwisis
144 | 090 { 130 | o083 | 120 | 132 | 108 | 145 | o075 | 100 | 0s8 | Mwi416 hypothetical protein (Bacteriophage phi Sa 2mw)
085 [ 132 | 128 | 144 | 112 | 135 | 124 | 151 | o083 | 112 | 0e3 | Mwi417 hypothetical protein (Bacteriophage phi Sa 2mw)
080 | 121 | 139 | o098 | 121 | 157 | 10t | 133 | 103 { 103 | 100 | Mwi418 hypothetical protein (Bacteriophage phi Sa 2mw)
111 1.00 125 | 089 117 | 1.07 1.30 180 | 083 | 120 | 083 | MW1419 hypothetical protein (Bactericphage phi Sa 2Zmw)
093 | 412 | 120 | 094 | 108 | 147 | 1.1 | 146 | 082 | 110 | 090 | MWI419n hypothetical protein(phiN315)
099 | 103 | 137 | o097 | 124 | 120 | 131 | 173 | 067 | 147 | 088 | MW1420n b
089 | 124 | 144 | 092 | 145 | 154 | 108 | 173 | 050 | 099 | os4 | Mwiraz hypothetical protein {Bacteriophage phi Sa 2mw)
098 | 109 1.51 119 124 | 150 | 115 199 | o081 112 | 087 | MW1422 hypothetical protein (Bacteriophage phi Sa 2mw)
091 | 086 | 106 | 115 | 082 | 107 | 104 | 100 | 087 | 110 | 1.00 | MWi422n hypothetical protein
071 1.45 1.47 1.36 1.25 1.43 092 MW1423 hypothetical protein (Bacteriophage phi Sa 2mw)
080 | 116 | 1.26 1.08 1.11 136 | 094 MW1424 hypothetical protein (Bacteriophage phi Sa 2mw)
085 | 106 { 137 | 090 | 12 | 132 | 146 MW1425 DNA polymerase
091 | 111 | 135 | 130 | 132 | 127 | 101 MW1426 hypothetical protein (Bacteriophage phi Sa 2mw)
0ot | 105 | 128 | 141 | 1.1 | 114 | 1.08 MW1427 hypothetical protein (Bacteriophage phi Sa 2mw)
087 | 145 | 136 | 143 | tm | 1.10 | 087 MW1428 hypothetical protein (Bacteriophage phi Sa 2mw)
097 | 141 | 140 | 088 | 145 | 147 | 1.07 Mw1429 hypothetical protein (Bacteriophage phi Sa 2mw)
111 098 | 122 | o088 | 1.08 | 106 | 1.01 MW1430 hypothetical protein (Bacteriophage phi Sa 2mw)
087 | 100 | 132 | 133 | 116 | 1.03 | 084 MW1431 hypothetical protein (Bacteriophage phi Sa 2mw)
123 | 1.24 1.29 1.02 1.07 | 141 084 MW1432 hypothetical protein (Bacteriophage phi Sa 2mw)
1.00 1.02 1.29 119 1.09 1.02 0.94 MW1433 hypothetical protein (Bacteriophage phi Sa 2mw)
089 | 096 | 145 | 153 | 120 | 102 | 107 MW1434 hypothetical protein (Bacteriophage phi Sa 2mw)
0.85 1.14 1.20 095 1,08 0.95 1.01 MW1435 hypothetical protein, similar to Cro-like protein
105 | 091 | 120 | 130 | 116 { 104 | 142 ; . X . MW1436 phage repressor (Bacteriophage phi Sa 2mw)
120 | o077 | 121 | 127 | 123 | 109 | 119 | o095 | 125 | 100 | oss | mwisasy hypothetical protein (Bacteriophage phi Sa 2mw)
115 | 096 | 121 | 112 | 192 | 143 | 111 | 109 | o094 | 105 | osi | Mwi4ss hypothetical protein (Bacteriophage phi Sa 2mw)
136 | 084 | 122 | 087 | 107 | 092 | 125 | 143 | 073 { 102 | o0s2 | mwidag hypothetical protein (Bacteriophage phi Sa 2mw)
148 | 079 1.01 1.06 100 | 1.02 | 1.28 117 | 1.09 | 1.04 1.15 | MW1440 hypothetical protein (Bacteriophage phi Sa 2mw)

] anumt | 100 | 100 [ESEGE o 30 Mw1441 hypothetical protein (Bacteriophage phi Sa 2mw) ralatet
111 | 124 | 134 | 133 | 126 | 128 | 146 | 124 | 124 | 146 | 092 | Mwidd2 | int integrase (Bacteriophage phi Sa 2mw) transposon and IS :
107 | 143 | 131 | o088 | 126 | 140 | 119 ) 324 | 073 | 147 | o076 | Mwi443 hypothetical protein
087 | 116 | 103 | 126 | 098 | 100 | 113 | 080 | 100 | 1.09 | 141 | MW1444 hypothetical protein
099 | 126 | 088 | 096 | 100 | 108 | 085 | 092 | 097 | 180 | 108 | MWI444n hypothetical protein
094 064 0.88 058 114 0.91 0.95 1.33 0.85 0.8s 1.19 | MW1445 saB staphylococcal respiratory response protein Sn8
087 0.50 0.80 086 1.29 1.01 0.86 1.78 0.65 0.82 0.57 | MWi1446 SmA hylococcal respiratory response protein SrA
1.15 1.07 1.14 1.02 1.37 1.08 1.41 138 0.83 0.82 075 MW1447 riuB ribosomal larg it pseudouridine synthase B
1.04 1.02 1.07 1.36 1.08 147 0.94 1.07 117 1.06 0.81 MW1448 conserved hypothetical protein
128 1.12 088 087 1.1 1.12 1.06 1.07 0.97 1.04 078 | MW1449 conserved hypothetical protein
091 122 1.03 1.03 1.05 1.09 0.84 113 1.08 0.89 087 | MWI450 conserved hypothetical protein
085 1.00 051 072 1.10 0.73 1.04 0.92 1.02 0.72 087 | MW1451 xerD site-specific recombinase
094 | 112 | o8 | 107 | 147 | o098 | 085 | 087 | 146 | o8 | oes | Mwias2 | fur ferric uptake regulator homoloy
401 | 102 | 098 | 102 | 141 | 144 | 083 | 100 | 101 | 095 | 098 | Mw14s3 conserved hypothetical protein
097 | 135 | 100 | 109 | 106 | 124 | 091 | 149 | 103 | 097 | 150 | Mwias4 conserved hypothetical protein
095 | 082 | 096 | 084 | 003 | 147 | 101 | 116 | 083 | 093 | 137 | Mwiass by
082 | 099 | o9 | 137 | 108 | 107 | 080 | 089 | 112 | 1.00 | 111 | MW1456
092 | 054 | 066 | 075 | 070 | 051 | 082 | 053 | 099 | 076 | 0.71 { MW1457
103 | 085 | 080 | 082 | 085 | 001 | 083 | 106 | 050 | 141 | 116 | Mwi458
075 | 107 | 104 | 145 | 105 | 485 | 091 | 102 | 100 | 116 | 175 | MW1459 | zwf
088 | 108 | 009 | 124 | 143 | 127 | 080 | 09 | 096 | 1.09 | 113 | Mw1460
091 | 127 | 147 | 122 | 121 | 137 | 105 | 149 | 111 | 1.34 | 094 | MWI1461 | malA
087 | 108 | 077 | 079 | 108 | 142 | 16 | 122 | 116 | 107 | og2 | mwiae2 | malR
087 | 145 | 107 | 155 | 130 | 120 | 092 | 103 | 141 | 138 | 121 [ MWI463
081 | 116 | 097 | 139 | 141 | 127 | o086 | 134 | 121 | 099 | 126 | MWi464| gnd
107 | 105 | 103 | 108 | 112 | 149 | 098 | 142 | 118 | 1.03 | 0e8 | Mw1465
1.10 137 1.15 1.60 1.08 1.26 1.13 1.46 135 0.8 0.82 | MW1466 conserved hypothetical protein
116 | 100 | 093 | 154 | o097 | 098 | 091 | 140 | 120 | 050 | o71 | Mwi4e7 conserved hypothetical protein
091 | 1145 1.10 112 1.05 1.37 0.90 1.07 1.38 1.06 127 | MW1468 | bmfB8 branched-chain alpha-keto acid dehydrogenase E2
1.00 1.30 1.02 1.21 0.93 1.43 0.85 1.77 1.43 0.97 099 | MW1469 | bfmBAB branched-chain alpha-keto acid dehydrogenase E1
089 | 130 | 122 | 126 | 00 | 148 | 104 | 153 | 133 | 1.00 { 1.03 | MW1470 | bimBAA branched-chain alpha-keto acid dehydrogenase E1
088 | 094 | 078 | 070 | 084 | 127 | 093 | 171 | 116 | 094 | 143 | Mwiamt dihydrotipoamide dehydrogenase S
118 | 110 | 086 | 099 | o083 | 33 | 095 | 169 | 133 | 082 | 147 | MWI472 | recN DNA repair protein
117 | 085 | 091 | 060 | 070 | 096 | 129 | 137 | 107 | 091 | 102 { MW1473 | ahrC arginine repressor
109 | 114 | 092 | 095 | o087 | 073 | 099 | 109 | 132 | 098 | 050 | Mwiaza | ispA eranyltranstransferase homolo: Tabo)
097 0.68 078 0.75 0.78 0.66 Q.75 0.81 1.09 0.86 0.91 MW1475 hypothetical protein, similar to exodeoxyribonuclease, small subunit
0.95 1.09 0.88 083 0.92 0.88 0.8t 1.01 127 0.80 098 | Mw1476 hypothetical protein, similar to exodeoxysibonuclease large subunit
1.26 0.90 1.06 1.00 1.00 0.81 0.95 0.99 0.97 1.10 1.04 | MW1477 hypothetical protein, similar to transcription termination factor
123 | 067 | 076 | 067 | 074 | o070 | 095 | 086 | 142 | 090 | 106 | MWI478 conserved hypothetical protein
097 | 082 | 081 | o71 | o77 | o067 | 087 | 111 | 100 | 087 | 1.8 | MW1479 | accC acetyl-CoA carboxylase accC 5 5 :
133 111 0.86 0.67 147 1.14 0.78 112 0.86 073 1.15 | MW1480 | accB acetyl-CoA carboxylase bictin carboxyt carrier subunit i GlISl!
134 1.26 0.84 1.01 1.16 0.79 0.78 0.85 0.96 0.83 1.85 | MWi4si translation elongation factor EF-P oLl
132 | 131 | 080 | 092 | 128 | 123 | 081 | 139 { 078 | 079 | 139 | Mw1482 Xaa-Pro dipeptidase
149 | 093 | 085 | 064 | 093 | 09 | o077 | oo7 | 100 | 088 | 150 | Mwi484 hypothetical protein
1.28 1.12 0.92 0.80 1.32 1.08 0.91 1.23 0.92 0.88 1.04 | MW1485 conserved hypothetical protein
110 | 065 | 065 | 093 | 086 | 051 | oM 0.61 141 | 099 | 137 | MW1486 conserved hypothetical protein
148 | 073 | o065 | 060 | 104 | 051 | 073 | 099 | 083 | 084 | 170 | MW1486n
097 | 10t | 082 | o067 | 104 | 146 | 090 | 1.14 | 068 | 1.0t | 071 | Mwi4s7
109 | 088 | 098 | 05 | 098 | 136 | 084 | 145 | 090 | 095 | 068 | MW1488 g
1.03 117 0.95 0.74 1.07 177 083 1.20 086 | 050 073 | MW1489 | gevT aminomethyltransferase
114 | 081 | 090 | 08 | 102 | 097 | 088 | 081 | 071 | 08 | 1.20 | MW1490 hypothetical protein, simitar to shikimate kinase (SK)
0.94 1.2 084 084 1.13 1.20 0.78 1.02 084 1.05 1.00 [ MW1491 | comYC hypothetical protein, simitar to ComYC protein transformation/competence
067 | 129 | 107 | 107 | 106 | 132 | 091 | 1.09 | 104 | 1.00 | 101 | MW1492 hypothetical protein
055 | 122 | 104 | 102 | 103 | 123 | o091 | 133 | 095 | 087 | 1.07 | MWi492n hypothetical protein



0.88 1.31 084 0.72 1.02 1.57 0.85 1.44 0.75 091 104 | MW1493 hypGthetical protein, similar to competence protein transformation/competence
1.08 1.10 091 0.81 115 1.19 0.98 1.38 0.68 0.92 091 | MW1484 | comGC exogenous DNA-binding protein comGC transformation/competence
0.80 1.26 0.95 091 1.04 1.33 0.76 1.15 0.94 0.88 1.06 | MW14395 hypothetical protein, similar to DNA transpart machinery protein comGB | transformation/competence
091 092 085 0.77 0.88 124 | 085 1.26 084 | 097 1.26 | MW1496 hypothetical protein, similar to late competence protein comGA transformation/competence
1.00 129 1.01 0.99 101 118 0.96 1.15 0.98 0.92 1.21 MW1497 conserved hypothetical protein
153 | 1.07 078 0.91 1.14 092 | 098 1.59 065 | 089 1.7 | Mw1498 conserved hypothetical protein
1.00 1.29 1.08 1.05 1.10 147 0.93 1.25 1.04 094 1.1 MW1499 gleK glucokinase
147 0.82 0.88 0.86 0.85 0.86 1.19 1.08 1.18 0.82 111 MW1500 conserved hypothetical protein
1.26 o8 1.08 0.84 0.89 1.24 115 1.39 0.91 1.02 1.08 MW1501 conserved hypothetical protein
1.10 1.07 1.07 131 1.12 1.08 1.05 112 0.91 0.3 1.03 MW1502 conserved hypothetical protein
150 | o057 | o082 0.74 132 {033 ] 080 | 062 136 | 1.04 | 1.60 | MW1503 | rpmG 508 ribosomal protein L33 e 2
1.57 0.60 1.04 Q.71 0.89 0.56 0.73 073 123 1.17 1.79_ | MW1503n| rpmG 508 ribosomal protein L33 ) i
43¢ | 122 | 122 | 116 | 124 | 155 | 1.06 | 116 |- 139 [ 1.02 { 107 | MW1504 | pbp3 penicillin-binding protein 3 ell wall: <
108 | 11t | o7z | 176 | 085 | 138 085 148 | 100 | oo7 | 098 | MWISO5 | sodA superoxide di SodA detoxification
130 | 090 069 11 073 1.57 9% 158 0.90 0395 1.03 | MW150Sn| sodA superoxide dismutase SodA detoxification
089 | 109 ! 402 | 122 | 119 | 108 | 104 1.01 141 1.01 0.83 | MW1506 3
0.84 1.00 0.82 141 1.08 11 0.8 0.79 1.18 081 064 MW1507
MW1508
MW1509
MW1510
MW1511 conserved hypothetical protein
MW1512 conserved hypothetical protein
MW1S13 | sigh
MW1514 | dnaG DNA primase
MW1§15 conserved hypothetical protein
MW1516 conserved hyp
MWI1517 lyS 2
MW1518 ) : .
MW1519 | bex
Mw1520 cdd cytidine deaminase R D LA
MW1521 protein, similar to diacyl:
MW1522
MW1523 | phoH
MW1524 conserved hypothetical protein
MW1525 conserved hypothetical protein
MW1526 conserved hypothetical protein
Mw1527 | rpsU 308 ribosomal protein S21 S ten sy RthesIS
MW1527n | sy 30S ribosomal protein 521 S brotelsyathesisaa |
MW1528 conserved hypothetical protein
MW1529 conserved hypothetical protein
MW1530 conserved hypothetical protein
MW1531 dnaJ
MW1532 | dnaK
MW1533 | gpE
MwW1534 | hrcA
MW1535 | hemN [
MW1536 | lepA GTP-binding protein
MW1536n} lepA GTP-binding protein
MW1537 | rpsT 30S ribosomal protein $20
MW1538 conserved hypothetical protein
MW1538 hypothetical protein, similar to ComEC late competence protein 3 (comE cpero] tmnsformation/competence
comEB late caméetence oéeron re;uired for DNA bindlné and uétake comEB

transformationfcompetence

1.04 112 0.92 0.95 1.01 1.00 0.92 1.45 093 MW1540
1.04 1.18 092 1.00 1.08 1.03 0.50 1.2 0.88 0.98 1.08 | MW1541 jypothetical protein, similar to late competence operon required for DNA binding and qu transformationfcompetence
086 125 0.8 1.24 1.04 0.99 0.84 0.80 1.15 0.96 1.08 | MW1542 conserved hypothetical protein
113 075 092 0.83 1.08 0.85 0.82 091 1.02 094 1.1 MW1543 conserved hypothetical pratein
1.10 1.10 099 1.00 1.10 1.03 091 093 113 050 1.15 MW1544 conserved hypothetical protein
117 1.03 1.14 1.04 1.06 091 0.97 1.05 114 0s8s 1.09 MW1545 conserved hypothetical protein
1.06 1.08 1.03 1.14 1.10 1.15 0.84 0.80 12 0.84 1.12 MW1546
1.44 0.80 1.04 1.01 117 1.01 1.03 0.87 1.19 088 1.03_| MW1547 | aroE shikimate dehydrogenease
1.15 0.88 1.1 1.05 1.08 096 0.91 0.95 117 0.79 0.8 MW1548 conserved hypothetical protein
1.04 0.94 098 i1 1.03 0.89 0.80 091 0.84 0.83 0.89 MW1549 conserved hypothetical
0.88 0.94 0.85 1.21 1.08 0.6 0.77 0.75 1.47 084 089 | MW1550 pfs
1.18 1.05 1.03 1.05 1.45 0.97 0.92 0.87 143 093 113 | MWi1§51
067 1,47 1 1.2t 1.07 118 0.80 093 | 129 094 096 MW1552
0.92 1.2 1.18 1.12 112 1.10 1.03 0.85 1.10 1.00 116 | MW1552a
0.84 0.79 073 067 1.64 0.85 1.01 1.03 1.18 0.73 1.10 | MW1552b sea
1.00 0.93 1.08 1.23 097 1.04 1.02 076 0.50 1.02 117 | MW1553 conserved hypothetical protein
081 0.96 11 1.05 0.89 1.07 0.80 0.90 1.01 1.07 1.03_ | MW1554 conserved hypothetical protein
0.86 1.15 099 0.83 115 126 091 112 0.82 056 0.94 MW1555
1.05 0.83 | MWI1556
1.00 1.07 MW1557
1.02 1.12 MW1558
096 1.1 MW1559
0.88 1.11 MW1560 | greA
084 1.1 MW1561 udk uridine kinase
081 094 | MW1562 similar to protease
0.92 0.83 MW1563
085 1.00 MW1564
.78 1.03 | MWIS565 conserved hypothetical protein
095 | 116 | Mw1 conserved hypothetical protein
0.80 113 | MW1566n conserved hypothetical protein
0.50 1.16 | MW1567
0.72 110 | MW1568 3las
117 1.36 | Mw1569
083 1.29 | MWiS70 conserved hypathetical protein
0.87 115 | MW1571 | trmU (5-methylaminomethyt-2-thiouridylate)-methyltran sferase
093 105 | MW1572 iron-sulfur cofactor synthesis protein homolog miscellaneous
1.04 114 | MW1573 conserved hypothetical protein
172 | 089 | MW1574 hypothetical protein
1.55 0.4 | MW1574n hypothetical protein
111 | Mw1575 | csbD sigmaB-controlled gene product miscellaneous
098 145 | MW1576 conserved hypathetical protein
099 1.00 | MWi577 conserved hypothetical protein
088 | 083 | MW1578 conserved hypothetical protein
150 | 1.07 | MW1579 hypothetical protein
128 0.84 | MW1579n
094 | 095 | MWI580 | aspS




histidy-tRNA synthetase

N-acetylmuramoyi-L-alanine amidase

conserved hypothetical protein

GTP pyrophosphokinase
adenine phosphoribosyl transferase.
hypothetical protein, similar to single-strand DNA-specific exonuclease

protein-export membrane protein SecDf
conserved hypothetical protein

tRNA-guanine transglycosylase
S-adenosylmethionine tRNA ribosyltransferase
holliday junction DNA helicase
holliday junction DNA helicase
hypothetical protein, similar to chorismate mutase

Spo0B-associated GTP-binding protein
508 ribosomal protei L.27.
conserved hypothetical protein

508 rib | protein L21

50S ribosomal protein L21

hypothetical protein, similar to cell shape determinant mreD

0.88 0.93 091 078 0.98 0.82 0.83 0.96 1.16 0.89 083 | MW1581 hisS
1.18 1.08 0.83 0.80 114 0.64 0.84 0.72 1.07 0.87 1.74 Mw1582 IytH
1.25 0.84 077 0.67 1.28 0.52 0.92 0.61 0.87 0.86 1.55 MW1583
117 0.63 0.67 0‘56 1.05 0.56 1.16 0.81 0.59 0.96 165 | MW1584
1.15 0.92 0.85 1.28 0.69 0.96 0.66 1.29 0.83 1.00 | MW1585
1.29 067 0.67 AAMS% 1.03 0.60 1.08 0.83 0.91 0.87 1.12 | MW1586
1.07 088 0.83 0.78 1.15 0.66 0.98 107 0.83 0.95 1.41 MW1587
1.21 079 0.88 0.93 1.07 0.54 0.89 0.93 0.85 1.01 0.84 MWi588
0.91 1.08 1.02 15 1.10 0.78 0.83 0.82 1.12 091 0.76 MW1589
093 1.02 1.00 1.01 1.14 0.88 0.80 0.76 1.07 0.83 0.85 | MW1590
0.83 117 099 1.07 084 | MWI1591
096 0.90 084 092 08t | Mwi1592
0.82 078 0.80 1.10 084 MW1593
0.83 0738 0.86 0.89 0.81 MW1594
070 0.66 0.50 087 MW1595
2 070 MW1586
062 MW1597
0.76
1.08 MwW1598
1.39 MW1599

hypothetical protein, similar to cell shape determinant mreC

MW1600

hypothetical protein

MW1601

hypothetical protein

MW1602

hypothetical protein

MW1603

MW1604

protein, similar to transporter PAB2175 from P
DNA repair protein RadC homolog

MW1604n

truncated hypothetical protein, similar to DNA repair protein

MW1605
MW1606 folC
A MW1608 tag DNA-3-1 met_hzladenlne glycosidase 1
091 1.03 X MW1609 conserved hypothetical protein
118 | 076 081 | 1.16 MW1610 hypothetical protein
0.88 0.86 0.91 1.25 ) MW1610n
0.68 069 0.50 0.94 MW1611 hemL
1.03 113 1.10 139 MW1612 | hemB
1.14 1.19 0.88 1.28 MWi613 | hemD
1.22 117 0.78 1.27 MW1614 [ hemC
1.41 0.95 0.87 1.21 MW1615 [ hemX
1.07 1.07 0.85 1.16 MW1616 | hemA
1.18 0384 0.88 1.12 MW1617 conserved hypothetical protein
1.11 1.03 0.89 1.12 MW1618 clpX protease ClpX
1.19 162 1.89 1.01 MW1619 tig trigger factor
1.14 0.86 0.88 1.15 - MW1620 hypothetical protein
1.04 057 0.73 0.50 MW1621 conserved hypothetical protein
1.16 1.27 0.52 0.88 MW1622 rpM 508 ribosomal protein L20
1.12 075 0.51 0.70 MW1623 | rpml 508 ribesomal protein L35
1.10 086 054 | 080 MWi1624 infC translation initiation factor If-3 infC
097 MW1625 | lysP lysine-specific permease
1.10 MW1626 thr$ threonyl-tRNA synthetase 1
121 MW1627 dnal primosomal protein
1.07 MW1628 | dnaB chromosome replication initiation/membrane attachment protein
1.15 MW1629 conserved hypothetical protein
1.00 MW1630 | gapB glyceraldehyde 3-phosphate dehydrogenase 2
1.0t MW1631 conserved hypothetical protein
1.18 MW1632 hypothetical protein, similar to formamidepyrimidine-DNA glycosylase
0.7 MW1633 polA DNA polymerase |
1.02 MW1634-35 hypothetical protein
MW1636 alkaline phosphatase synthesis sensor protein

MW1637

alkaline phosphatase synthesis transcriptional regulatory protein ‘

MW1637n

alkaline phosphatase synthesis transcriptional regulatory protein

Satbohydate;

detoxification

Rt

MW1638 isocitrate dehyrogenase
MW1639 citrate synthase Il
MW1640 | aapA D-serine/D-alanine/glycine TRANSPORTER
MW1641 | pykA pyruvate kinase
MW1642 pfk 6-phosphofructokinase
MW1643 | accA acetyl-CoA carboxylase carboxyl transferase subunit alpha
. X . . . . MW1644 acetyl-CoA carboxylase transferase beta subunit
094 110 098 114 1.07 0.85 078 1.00 1.02 MW164S mdh malate dehydrogenase homolog
0.87 1.00 076 0.78 085 0.80 0.91 1.10 0.85 MW1646 | dnaE DNA polymerase lll, alpha chain
099 093 Q.75 069 0.72 1.04 1.24 0.99 MW1646a DNA polymerase lll, alpha chain
1.05 110 1.48 1.07 1.08 1.09 0.69 1.20 MW1647 conserved hypothetical protein
0.95 1.09 1.34 1.00 1.36 0.90 0.97 1.09 MW1648 conserved hypothetical protein
144 072 068 094 075 1.10 0.87 076 MW1649 conserved hypothetical protein
123 065 1.33 1.05 1.36 1.48 1.64 1.04 MW1650 conserved hypothetical protein
MW1651 Xaa-Pro dipeptidase homolo:
MW1652 ald alanine dehydrogenase
MW1653 conserved hypothetical protein
MW1654 | ackA acetate kinase homolo,
MW1655 conserved hypothetical protein
MW1656 hypothetical protein, similar to thioredoxin peroxidase
MW1657
MW1658 |
MW1659
MW1660
MW1661
MW1662 rpsD
MW1663 .
MW1664 conserved hypothetical protein
MW1665 protein, similar to soluble hydrogenase 42 kD subunit
X MW1666 serA
K X X X X .16 . 4 X MW1667 hypothetical protein
075 0.91 067 077 0.86 0.55 080 0.76 1.00 MW1668 | ptaA lucosamine-specific IABC component
1.08 0.70 0.70 0.88 090 0.61 0.81 0.75 1.21 MW1669
0.89 0.93 0.76 0.85 0.75 0.64 0.98 1.15 1.04 MW1670
111 1.52 0.97 1.07 097 0.93 0.99 1.60 1.04 MW1671 tyr§
116 087 0.85 1.02 1.04 1.52 1.03 1.42 0.50 MW1672 sgtA probable transglycosylase
098 115 12 1.10 085 1.14 1,16, 1.51 110, MW1674 hypothetical protein
053 1.48 1.18 1.06 123 1.91 0.99 1.73 1.02 MW1674n hypothetical protein




114 079 | 085 | 079 | MW1675 | fhs
1.02 099 | 127 | 093 | MWI676 | acsA
115 087 | 086 | 1.10 | MW1677 | acuA
115 10t | 091 | 103 | MW1678 | acuC
078 119 | 093 | 150 | MW1679 | copA
1.09 0.65 0.8 155 | MW1679n]| ccpA
110 083 | 081 | 1.47 | MW1680 5
1.46 1.1 106 | 062 | MW1681 hypothetical protein, similar to smooth muscle caldesmon miscellaneous
1.66 104 | 148 | 079 | MW1682 hypothetical protein, similar to general stress protein homolo adaptation to atypica!
125 1.04 1.10 066 | MW1683 | murC UDP-N-Aacel ramate-alanine ligase
112 1.44 1.10 063 | MW1684 |ftsKispolli DNA translocase stage lil sporulation prot homolo,
1.28 1.23 MW1685 henylalanyl-tRNA synthetase (beta subunit) homolos
1.31 1.41 MW1686 conserved hypothetical protein
125 .| . X . K 0.97 MW1687 thioredoxin homalo:
096 112 1.02 1.1 1.00 1.29 095 1.01 1.26 MW1688 endo-1,4-beta-glucanase homolog i I
113 | 086 | 081 | 085 | 095 | 1.01 | 100 | 050 | 09 MW1689 hypothetical protein
09t 1.16 0.99 1.08 1.03 1.10 0.88 0.97 1.04 MW1630 conserved hypothetical protein
092 | 08 | o074 | o079 | 112 | o052 | o8 | o062 | o7s MW1691 conserved hypothetical protein
085 | 095 | 076 | ogo | 103 | 051 | 077 | 057 | 089 Mw1692
o8s | 080 | o080 | cas | 090 | o061 | 074 | 076 | 070 MW1693 | dat
075 | 099 | o089 | 124 | 119 | 101 | o7t | 073 | 086 MW1694
149 | 139 | o7 | 146 | o070 | 186 | 1.69 | 120 | 1.04 MW1695
071 | 100 | 105 | 140 | 102 | 098 | 095 | 074 | 1.0t MW1697
090 | 110 | 124 | 141 | 147 | 129 | 0e8 ! 0%2 | 122 MW1698
MW1699
MW1700
MW1701 leus
MW1702
MW1703 conserved hypothetical protein
MW1704 conserved hypothetical protein
MW1705 | rot
MW1705a rot
MW1706
MW1707
MW1708 ribH
MW1709 ribA
MW1710 { ribB
MwW1711 | ribD
MW1712
MW1713 arsenical resistance operon repressor homolog
MW1714 aesenical pump membrane protein homolog :
MW1715 conserved hypothetical protein
MW1716 hypothetical protein
MW1717 hypothetical protein
081 4 Mw1718 hypothetical protein
084 %y MW1719 hypothetical protein
0.97 200 | MW1720 hypothetical protein
1.00 191 MW1721 hypothetical protein, similar te transaldolase
0.8 140 | MWi1722 hypothetical protein
1.04 1.28 | Mw1723 conserved hypothetical protein
1.00 1.44 | MW1724 hypothetical protein
105 | 1.08 | MW1725 hypothetical protein
1.03 | 175 | MW1726 plant metabolite dehydrogenase homolog miscellaneous
083 | 156 | MW1727
099 | 127 | MW1728 | meK
162 | 1.18 | MW1729 | pckA
133 | 1.00 | MW1730 hypothetical protein
1.22 083 | MW1730n hypothetical protein
1.20 1.08 | MW1731 conserved hypothetical protein
1.16 1.24 | MW1732 conserved hypothetical protein
117 099 | MW1733 conserved hypothetical protein
1.19 1.34 | MW1734 | menC o-succinylbenzoic acid synthetase
1.25 1.38 | MW1735 | menE 0O-succinylbenzoic acid-CoA ligase
1.08 1.45 | MW1736 hypothetical protein
1.26 1.36 | MW1737 [hypothet lar to latent nuclear antigen (Kaposi's sarcom
1.26 116 | MwW1738 conserved hypothetical protein
1.23 096 | MWi739 hypothetical protein
118 | 1.06 | MW1740 hypothetical proteln
1.00 1.02 | MW1741 hypothetical protein
084 | 1.04 | MW1742 hypothetical protein
147 | 1.1 | Mw1743 hypothetical protein
081 | 085 | MW1744 hypothetical protein
1.01 0.90 | MW1745a incated-| truncated transposase transposon and IS
101 | 087 | MW1745b incated- truncated transposase transposon and IS
075 | 099 | MW1746 hypothetical protein (Genomic island nu Sa beta2)
081 | 078 | MWI1747 truncated transposase {Genomic island nu Sa beta2) transposon and IS
072 | 144 | MW1748 hypothetical protein {(Genomic istand nu Sa beta2)
077 | 129 | MW1749 hypothetical protein (Genomic island nu Sa beta2)
0.80 091 | MW1750 | hsdS probable specificity determinant HsdS
1.05 1.06 | MW1750n probable specificity determinant HsdS
1.29 1.00 | MW1751 type | restriction enzyme EcoR1 240 M PROTEIN homolog [Pathogenicity island Sal
12 108 | MwW1752 | splF serine protease Spif
. . - . 1.29 1.19 | MW1753 | spIC serine protease SpiC
064 | 078 | 081 | 100 | 101 | 089 | 122 | 107 | MWI754 | spiB serine protease SpiB
X ; 147 | 146 | 195 | 196 | 165 | 439 §{ 108 | 141 | MW1755 | splA serine protease SplA”
1.02 1.10 117 1.20 1.1 1.20 | MW1756 hypothetical protein (Genomic island nu Sa beta2)
086 | 098 | MWI1757 hypothetical protein, similar to Ear protein detoxification
X 4 1.06 | 104 | Mw1758 | bsaG hypothetical protein, similar to EpiG Jbifiding.
0.89 7.40 1.53 1.76 1.07 111 1.07_| MW1758n Juncated- truncated hypothetical protein
1.30 | 1197 | 190 @ 113 | 092 | 1.02 | MW1759 | bsaE hypothetical protein, similar tpo EpiE
124 | 1766 | 151 | 335 | 103 | 092 | oss | Mwi760 | bsaF |hypothetical protein, similar to EpiF [Genomic island nu Sa beta2]|:/
104 | 647 | 119 | 1.69 | 148 | 121 | 142 | MW1761a hypothetical protein, similar to epidermin leader peptide processing serine {27 pathogenic factor.
109 | 475 | 120 | 1.51 10t | 115 | 1.08 | Mwire1b fypothetical protein, similar to epidermin leader peptide processing serine [5:
140 | 166 | 098 | 147 | 124 | 111 | 107 | Mwize2 | bsaD |hetical protein, similar to lantibiotic epidermin biosynthesis proteif::
125 | 341 1.38 a7 147 | 129 | 119 | Mwi763 [ bsaC |hetical protein, similar to lantibiotic epidermin biosynthesis protei
1 100 | 100 574670 anum | 100 |0457| 000 | Mwi1764 | bsaB |hetical protein, similar to lantibiotic epidermin biosynthesis protei
095 | 113 | 113 | 164 | 120 | 100 | 109 | MW1766 | bsaAl hypothetical protein, similai to gallidermin precursor




084 | 079 | 105 | 098 | 094 | 096 | 109 | 088 | MWI767 | lukD leukotoxin
118 0.89 1.09 1.14 128 1.09 117 1.09 | MW1767n| IukD {eukotoxin, LukD
1.01 1.04 151 1.03 119 | 083 0.89 1.07 | MW1768 IukE k in LUkE
S 0.60 0.84 1.04 1.22 1.08 0.92 085 | MW1768n | IukE leukotoxin LUKE
115 | 132 | 142 | 098 | 1.41 099 | 086 | 1.47 | MWI1768 hypothetical protein (Genomic island nu Sa beta2)
0.80 0.62 0.87 1.00 0.69 0.79 0.76 082 | MW1770 hypothetical protein
147 1.00 115 122 | 132 1.49 1,03 084 MW1771 conserved hypothetical protein
092 1.18 1.10 1.07 1.36 0.97 093 1.00 | MW1771n conserved hypothetical protein
117 1.18 0.85 1.28 126 126 0.87 076 | MW1772 | hemY
1.04 1.33 117 1.20 122 111 0.81 067 | MW1773 | hemH
113 1.31 147 1.14 1.24 1.09 0.81 0.64 MW1774 | hemE
0.63 1.00 052 0.73 062 053 0.99 0.64 MW1775 TRAP
133 1.00 0.57 0.88 0.65 144 0.78 120 MW1776 h
1.31 11 0.83 0.81 0.80 112 0.83 1.03 | MW1777 ABC transporter ecsA homolog
124 1.00 0.92 072 0.71 0.60 2.70 068 | MW1778 hit Hit-tike protein involved in cell-cycle regulation miscellaneous
1.23 076 1.42 1.34 093 0.81 0.5 083 | MW1779 conserved hypothetical protein
129 1.25 088 1.00 1.25 1.59 1.13 126 0.68 0.83 0.83 MW1780 hypothetical protein
1.08 0.85 0.85 085 089 0.88 0.9 077 0.88 088 128 | MW1781 conserved hypothetical protein
122 | os7 103 | 086 | 106 | MW1782 | prsA
1.04 087 0.77 094 1.06 | MW1783 | cbfl cmp-binding-factor 1 ,
115 0.8 0.81 0.84 1.02 | MWi784 conserved hypothetical protein
098 091 0.89 0.89 1.18 | MW1785 conserved hypothetical protein
1.3 0.77 112 1.03 09t | MW1786 conserved hypothetical protein
1.12 0.81 071 1.14 1.28 | MW1787
1.00 084 080 1.04 1.75 MW1789
0.98 1.0t 1.04 1.10 1.38 | MW1780 two-component sensor histidine kinase homolog
1.22 084 0.74 1.04 1.34 MW1791 conserved hypothetical protein
0.80 1.10 0.85 1.18 090 | MWI792 | citG fumarate hydratase, class-It
091 077 0.85 1.00 1.1t MW1793 hypothetical protein
1.07. 1.03 0.57 1.15 1.04 | MW1794 hypothetical protein
112 | 162 | | 104 | 120 ! 102 | MW1794n protein
1.04 1.80 096 1.23 0.76 | MW1795 hypothetical protein
094 | 085 1.23 1.29 1.49 | MW1796a conserved hypothetical protein
110 | 149 086 | 093 1.36 | MW1796b conserved hypothetical protein
074 | 130 093 | 141 | 172 | MW1797 conserved hypothetical proteln
077 1.12 1.14 1.08 1.09 | MW1798 glutamate ABC transporter ATP: ling protein
1.03 0.95 1.20 1.23 1.00 | MW1799 hypothetical protein, similar to glutamine-binding periplasmic protein
1.02 1.10 1.23 1.25 1.05 [ MW1799n hypothetical protein, similar to glutamine-binding periplasmic protein
1.08 1.16 1.25 113 1.30 MwW1800
1.08 0.60 0.76 092 094 | MWI1801
0.94 1.14 1.45 0.94 1.34 | MW1802
1.02 0.85 1.10 0.87 1.06 | MW1803 conserved hypothetical protein
107 1.03 1.33 0.94 1.31 | MW1803n conserved hypothetical protein
094 077 1.09 1.09 1.08 | MW1804 | gsaB glutamate-1-semialdehyde aminotransferase
1.04 050 0.82 0.91 119 | MW1805 conserved hypothetical protein
-087 054 . . 1.00 092 1.06 | MW1806 ABC transporter (ATP-binding protein) homolog
125 085 0.83 0.80 0.7 0.84 089 074 | MW1807 pothetical protein
0.96 0.91 1.00 11 0.90 114 1.03 1.18 | MW1808
0.64 072 0.81 1.08 0952 082 0.85 0.85 Mw1809
070 114 1.08 1.03 1.2t 0957 077 1.42 MW1810
078 0.79 0.83 1:12 1.02 1.13 075 1.16 MWigtl ypothetical protein, similar to teichoic acid translocation ATP-binding protein t:
095 084-] 141 MW1812 conserved hypothetical protein
074 0.79 093 | MW1813 conserved hypothetical protein
0.80 084 127 | MW1814 | sgtB hypothetical protein, similar to penciliin-binding protein 14/18
1.16 0.90 1.02 | MW1i81S conserved hypothetical protein
078 097 125 | Mw1816 conserved hypothetical protein
098 1.03 125 | MW1816n protein
098 0.89 1.14 MW1817 conserved hypothetical protein
083 0.78 139 | MwWigig
0.69 0.87 1.47 | MW1B19 | amp$
077 0.84 123 MW1820
0.68 099 1.36 | MW1820n
096 0.87 0.87 | Mwi821
1.05 0.99 0.81 MW1822
087 0.80 080 | MW1823
092 1.03 Mw1824
115 095 Mw1825
071 095 MW1826
1.08 0.90 MW1827
084 091 Mw1828
077 1.08 MwW1829 conserved hypothetical protein
1.08 116 MW1830 hypothetical protein
1.05 141 MW1831 hypothetical protein
1.34 1.05 MW1832 hypothetical protein, similar to cobyric acid synthase CobQ
112 MW1833 hypothetical protein, similar to UDP-N-acetylmuramyl tripeptide synthetase hom " gell wal
1.07 hypothetical protein, similar to feritin miscellaneous
074 K MW1835 hypothetical protein, similar to DNA polymerase ill, alpha chain PolC type ;
137 1.03 098 | MW1836 hypathetical protein, similar to DNA-damage inducible protein P
1.09 1.05 050 | Mw1838 RNA methyltransferase homalog
132 0.86 0.89 | MW1839 conserved hypothetical protein
1.4 072 1.09 | MWI1840 glutamy!-tRNAGIn amidotransferase subunit B
129 1.03 1.18 | MW1841a glutamyl-tRNAGIn amidotransferase subunit A
083 1.07 1.14- | MW1841b glutamyl-tRNAGIn amidotransferase subunit A
1.00 081 0.91 MW1842 glutamyl-tRNAGIn amidotransferase subunit C
0.80 1.10 0.94 | MW1843 putP high affinity proline permease
1.15 1.02 110 | MW1844 conserved hypothetical protein
078 093 | 119 | Mwisds | lig DNA figase
0.87 0.90 142 ) MWi846 | perA ATP-depentend DNA helicase
1.4 089 114 | MW1847 | pciB conserved hypothetical protein
0.77 094 087 | MW1848 - conserved hyp
1.14 0.89 098 | MW1849 purB
0.66 0.70 1.49 | MW1850
0.80 0.89 1.30 | MWi1851 hypothetical protein
0.60 084 1.33. | MW1852 conserved hypothetical protein
103 086 | 086 | MW18S3 | nadE NAD synthetase, prefers NH3 over glutamine miscellaneous
088 079 | oses [ Mwisse coenzyme metabolistis,
115 084 | oes | mMwiass nitric-oxide synthase homolog detoxification




128 | 081 | 088 | 084 | MWIBSE
106 | 050 | 126 | 097 | MW1857
121 | 08t | 104 | 104 | MW1858
o71 | 083 | o081 | 138 | MW1859
079 | 054 | 100 | 1.39 | MW1860 g
0.79 .03 098 |- 1.38 | MW1861 aldH aldehyde dehydrogenase
0.82 0.90 095 081 | MW1862 conserved hypothetical protein
095 | 064 | 101 | 124 | MW1863 . hypothetical protein
085 | 086 | 104 | 118 | MW1864 ncated- tr dt transposon and IS
095 | 172 | 091 | 108 | 098 | MW1864n jncated- truncated transposase ‘transposon and IS
173 | 158 | 080 | 147 | 082 | MWI1865 hypothetical protein
184 | 126 | 109 | 142 | 081 | MWI18G5n hypothetical protein
1.09 | 089 | oss | 102 | 121 | MW18GE hypothetical protein 3
091 | 093 | 083 | 107 | 1.30 | MWI867 hypothetical protein
1.00 092 0.97 0.96 1.49 | MW1868 conserved hypothetical protein
0.67 0.63 1.01 087 0.87 | MW1869 hypothetical protein
0.88 0.67 1.62 055 113 | Mwig7i conserved hypothetical protein
04 | 073 [ 144 | 095 | 107 | Mwiazz hypothetical protein, similar to ABC transporter, ATP-binding protein transport/binding -
1.07 | 109 | 118 | 082 | 116 | MW1873 hypothetical protein
0.88 072 175 088 1.15 | MW1874 hypothetical protein, similar to ABC transporter, ATP-binding protein
084 0.83 161 0.93 115 | MW1875 pothetical protein, similar to transcription regulator, GntR famik
X 196 | 108 | os4 | 100 | Mw1876 hypothetical proteln
117 | MW1876n hypothetical protein
1.16 | MW1877 hypothetical protein
158 | MW1878 protein, simifar to aspartate transaminase protein
MW1880a [cated#n] truncated map-w protein
.01 | MW1880b truncated map-w protein
truncated beta-hemolysin
hypothetical protein (Bacteriophage phi Sa 3mw)
hypothetical protein (Bacteriophage phi Sa 3mw}
hypothetical protein
5.75 .| MW1884 hypothetical protein
078 | Mw1885 | sak STAPHYLOKINASE PRECURSOR
0.82 | MWig8e Iytic enzyme
087 | Mwigaz holin homolog
| o051 | Mwigss hypothetical protein (Bacteriophage phi Sa 3mw)
0.67_| MW1888n hypothetical protein (Bacteriophage phi Sa 3mw)
064 | MW1889 | sea SEA
0.90 | MW18390 hypothetical protein (Bacteriophage phi Sa 3mw)
0.87 | MW1891 hypothetical protein (Bacteriophage phi Sa 3mw)
096 | MW1892 | ° hypothetical protein (Bacteriophage phi Sa 3mw)
083 | MW1892n hypothetical protein {Bacteriophage phi Sa 3mw;
085 | MW1893 hypothetical protein (Bacteriophage phi Sa 3mw)
1.0t | MW1894 hypothetical protein (Bacteriophage phi Sa 3mw)
103 | 163 | 083 | 140 | 102 | MW1894n hypothetical protein (Bacteriophage phi Sa 3mw)
141 | 152 | 087 | 147 | o083 | MW189S5 hypothetical protein (Bacteriophage phi S2 3mw)
0.95 122 | 097 | 147 | 102 | MWI1897 hypothetical protein (Bacteriophage phi Sa 3mw)
1.07 1.08 092 1.07 0.89 | MW1898 hypothetical protein (Bacteriophage phi Sa 3mw)
0.95 128 | 094 | 120 | 1.01 | MWI899 hypothetical protein (Bacteriophage phi Sa 3mw)
094 | 129 | o8t 1.24 | 1.08 | MW1900 hypothetical protein (Bacteriophage phi Sa 3mw)
0.95 1.1 085 | 1.26 | 1.33 | MW1901 hypothetical protein (Bacteriophage phi Sa 3mw)
108 | 119 | 103 { 145 | .17 | Mw1902 hypothetical protein (Bacteriophage phi Sa 3mw)
097 | 141 0.81 1.14 1.33_| MW1903 hypothetical protein (Bacteriophage phi Sa 3mw)
142 | 138 | 097 | 127 | 112 | MW1304 capsid protein
08 | 090 | 107 | 122 | 1.01 | MWI1906 portal protein
0.94 148 | 1.04 [ 1.14 141 | MW1307 hypothetical protein (Bacteriophage phi Sa 3mw)
107 | 131 106 | 134 | 103 | MWI908 hypothetical protein (Bacteriophage phi Sa 3mw)
106 | 125 | 108 | 129 | 090 | MWi909 hypothetical protein (Bacteriophage phi Sa 3mw)
109 | 082 | 084 | 126 | 112 | MWI1910 hypothetical protein (Bacteriophage phi Sa 3mw)
092 | 119 | 16 | 145 | 1.10 | Mwi1911 hypothetical protein (Bacteriophage phi Sa 3mw)
088 | 147 | 117 | 124 | 1.01 | MWI1912 hypothetical protein (Bacteriophage phi Sa 3mw)
0g8 | 151 057 | 122 | 085 | MW1914 hypothetical protein (Bacteriophage phi Sa 3mw)
153 | 106 | 084 | 142 | 123 | MW1915 hypothetical protein (Bacteriophage phi Sa 3mw)
144 | 109 | 109 | 145 | 088 | MW1916 hypothetical protein (Bacteriophage phi Sa 3mw) Wphaasireiate;
1.15 147 1.05 113 0.87 | MW1817 hypothetical protein(phiN315
087 | 153 | 108 | 115 | 079 | MWI918 hypothetical protein (Bacteriophage phi $a 3mw)
1.09 1.54 0.97 117 095 | MWig18 hypothetical protein (Bacteriophage phi Sa 3mw)
141 1.55 0.70 1.27 0.81 MW1920 hypothetical protein (Bacteriophage phi Sa 3mw]
104 | 121 126 | 1.26 | 097 | Mwi921 | ssb single-strand DNA-hinding protein
0.88 1.87 071 1.23 085 | MW1921n| ssb single-strand DNA-binding protein
1.03 0.80 0.94 127 0.80 | Mwi922 hypothetical protein (Bacteriophage phi Sa 3mw)
1.08 0.89 1.13 1.03 0.85 | Mw1923 hypothetical protein (Bacteriophage phi Sa 3mw)
095 1.45 0.85 1.18 082 | MW1924 hypothetical protein (Bacteriophage phi Sa 3mw)
0.92 1.02 0.87 1.16 1.06_| Mw1925 hypothetical protein (Bacteriophage phl Sa 3mw)
087 | 109 | 103 | 117 1.24 | MW1926 hypothetical protein (Bacteriophage phi Sa 3mw)
0.81 0.80 1.37 1.02 0.83 | MW1326n hypothetical protein (Bacteriophage phi Sa 3mw)
102 | 095 | 078 | 119 | 126 | Mwiga7 hypothetical protein (Bacteriophage phi Sa 3mw)
0.84 1.10 0.69 1.10 114 | MW1927n * hypothetical protein (Bacteriophage phi Sa 3mw)
092 | o076 | 098 | 106 | 154 | MW1930 hypothetical protein (Bacteriophage phi Sa 3mw)
083 | o068 | os4 | 115 | 104 | Mw1932 anti repressor & phages z
081 | o092 | oes | 102 | 102 | Mw193s hypothetical protein (Bacteriophage phi Sa 3mw) S Phagerelateds |
083 | 074 { 142 | 101 | 091 | Mwi93e phage repressor (Bacteriophage phi Sa 3mw)
0.92 0.76 1.10 0.8 0.91 | MW1936n repressor homolog (Bacteriophage phi Sa 3mw|
088 | MW1937 | seg? staphylocaccal enterotoxin SeG S pathogencractor > |
| 1.03 | Mw1938 | sek2 staphylococcal enterotoxin Sek Hoqe 2
1.05 | MW1938a] sek SEK
Mw1939 | int integrase (Bacteriophage phi Sa 3mw)
0.81 1.03 1.03 MW1940 pncated# truncated beta-hemolysin
0.67 0.64 1.20 MW1841 tuk__lal protein, similar to synergohymenotropic toxin precursor - Staphylococcus i
0.73 0.81 1.08 MW1942 lukM hypothetical protein, similar to leukocidin chain lukM precursor
1.50 1.19 1.08 1.03 111 | MW1943 hypothetical protein, similar to succinyl-diaminopimelate desuccinylase
104 | 114 | 116 1145 | Mw1947 | hypothetical protein, similar to acetyltransferase ( ic island nu Sa 4mw)
133 | 126 | 1.01 1.02 | MW1948 hypothetical perotein (Genomic island nu Sa 4mw)
097 | 085 | 086 | 062 | 083 | 104 | 097 | 086 | 083 085 | MW1949 hypothetical protein, similar to bacteriophage terminase small subu
1.03 141 1.06 1.36 1.11 1.37 1.02 0.93 1.12 1.03 0.76_{ MW1949n hypathetical protein, similar to bacteriophage terminase small subunit
0.93 1.26 0.85 0.98 0.75 1.05 1.16 1.2 1.00 0.95 1.09 | MW1950 truncated hypothetital protein (Genomic island nu Sa 4mw)
093 | 114 | 120 | 135 | 1.06 | 152 | 109 | 105 | 102 | oss [ 4.01 | MW1950n hypothetical protein | |




0.94 1.1 088 0.99 MW1951 fruncatefed hypothetical protein, similar to integrase (Genomic island nu S
089 | 1.02 Mw1952 fruncateled hypothetical protein, similar to integrase (Genomic island nu S35
092 | 079 MW1953 | groEL GroEL protein
092 0.72 MW1954 | groES GroEs protein
116 | 086 MW1955 conserved hypothetical protein
1.30 097 MW1956 hypothetical protein, similar to SdrH
1.41 1.40 MW1957 conserved hypothetical protein
1.55 1.41 MW1958 L hypothetical protein
249 | 1159 hid delta-hemolysin
1872 | 13.15 hid delta-hemolysin
575 | 508 agrB accessory gene regulator B
289 | 349 agr accessory gene regulator B
564 | 2376 p X MW1961 | agrD AgrD
167 | 059 | MW1962 | agrC AgrC
142 074 | MW1962n| agrC accessory gene regulator C
149 095 | MW1963 | agrA accessory gene regulator A
128 124 | MW1964 hypothetical protein, similar to fructokinase
130 131 MW1965 | scrB sucrose-6-phosphate hydralase
1.26 058 | MW1966 | scrR SUCToSe operon repressor
1.35 1.24 MW1967 nrgA probabale ammonium transporter
147 1.66 | MW1968 conserved hypothetical protein
1.14 1.67_| MW1969 conserved hypothetical protein
0.8 149 | MWI1870 conserved hypothetical protein
1.05 115 | MWI1971 vga hypothetical ABC transporter ATP-binding protein
1.02 1.06 | MW1972 hypothetical protein, similar to DNA mismatch repair protein MutS
1.01 124 | MW1973 hypothetical protein, similar to O-staloglycoprotein endopeptidase
1.01 135 | MW1974 hypothetical protein, similar to ribosomal-protein-alanine N-acetyitransfer
089 127 | MW1975 hypothetical protein, similar to glycoprotein endopeptidase
0.87 1.26 MW1976 conserved hypothetical protein
1.10 0.88 | MW1977 ivD dihydroxy-acid dehydratase
0.97 093 | MWi1978 ilvB acetolactate synthase large subunit
056 1.10 | MW1979 hypothetical protein, similar to acetolactate synthase small subunit
097 | 083 | MWI1980 | ilvC alpha-keto-beta-hydroxylacil reductoisomerase
1.00 097 | MW1981 2-isopropylmalate synthase
107 | 114 | MW1982 3-isopropylmalate dehydrogenase
115 | .07 | MW1983 3-isopropylmalate dehydratase large subunit
1.07 1.20 | Mw1984 3-isopropylmalate dehydratase small subunit,
1.1 1.18 | Mw1985 thereonine dehydratase
0.87 1.16 | MW1986 conserved hypothetical protein
107 | 111 | Mw1987 il
1.03 1.15 MW1988 sigma factor B
0.91 1.02 | MW1989 anti-sigmaB factor
0.85 086 | MW1990
0.86 094 | MW1991
0.85 085 | MWi992 conserved hypothetical protein
084 | 098 | MW1993 hypothetical protein
872 0.83 | MW1933n
0.89 096 | MW1994 alanine racemase
0.84 1.01 | MW1995 holo-ACP synthase
087 108 | MWig96 conserved hypothetical protein
085 1.08 MW1997 conserved hypothetical protein
1.05 1.05 | MW1998 hypothetical protein
0.93 1.05 MW1999 kdpC probable potassium-transporting ATPase € chain
0.97 1.02 | MW2000 | kdpB probable potassium-transporting ATPase B chain
1.01 0.50 | MW2000n| kdpB probable potassium-transporting ATPase B chain
076 0.81 MW2001 kdpA probable potassium-transporting ATPase A chain
1.02 1.05 | Mwz002 | kdpD sensor protein KdpD
1.07 1.01 | MW2002n sensor protein KdpD
1.08 1.20 | MWw2003 KDP operon transcriptional regulatory protein Kdp&
1.14 0.82 | MW2003n
132 0.75 | Mwz2004
097 1.17 | MW2005
0.93 1.18 MW2006
1.22 1.49 | MW2007
098 | 050 | MW2008 hypothetical protein
1.10 0.72 | MW2008n hypothetical protein
0.92 1.03 1.02 MW2009 hypothetical protein
1.00 0.86 MW2010
1.00 1.8 | Mw2011
1.05 125 | Mw2012 conserved hypothetical protein
1.01 0.80 | MW2013 lipoprotein precursor
0.8 1.04 | MW2014
1.20 0.86 { MW2015
1.08 078 | MW2016 phosphomethylpyrimidine kinase
1.09 0.87 MW2017 pothetical protein, similar to trasncriptional activator TenA
101 | 116 | Mw2018 h
1.06 1.03 | MW2018 hypothetical protein
1.13 0.97 | Mw2020 hypothetical protein, similar to SceD precursor
1.08 110 | MW2021 hypothetical protein, similar to single strand DNA binding protein
1.00 0.84 Mw2022 conserved hypothetical protein
083 1.25 | Mw2023 fabZ (3R)-hydroxymyristoyi-[acy! carrier protein} dehydratase
072 | 1.05 | MW2024 | murA UDP-N-acetylgl! 1-carboxyvinyl transferase 1
. . X 085 1.24 | MW2024n UDP-N-acetylglucosamine 1-carboxyvinyl transferase 1
0.97 1.00 0.98 112 0.84 1.30 0.94 1.0t 1.02 | MW2025 conserved hypothetical protein
080 | 097 1.1 1.02 1.14 066 124 | 095 081 | MW2026 | atpC FoF1-ATP synthase epsilon subunit
089 1.26 1.33 1.26 117 Q.77 1.40 0.82 0.95 MW2027 | atpD ATP synthase beta chain
0.78 1.16 145 1.26 1.18 1.05 1.60 0.76 075 | MW2028 | atpG ATP synthase gamma chain
093 1.30 1.45 145 133 1.13 139 083 0.77 | MW2029 | atpA ATP synthase alpha chain
1.28 1.19 1.34 1.04 1.30 1.00 1.45 073 0.78 MW2030 | atpH ATP synthase delta chain
1.08 135 1.71 137 1.33 1.18 1.72 0.78 0.84 | MW2031 { atpF ATP synthase B chain
1.09 1.07 167 155 1.14 1.32 1.68 076 083 | MW2032 | atpE ATP synthase C chain
1.06 088 181 0.89 0.94 1.69 1.30 0.84 087 | MW2033 atpB ATP synthase A chain
1.02 1.00 1.28 071 0.90 131 1.05 0.69 0.71 MW2034 hypothetical protein
092 0.88 061 1.02 0,67 136 0.92 074 1.2 | MW203S | mnaA UDP-GIcNAc 2-epimerase
0.85 104 1.08 1.07 095 1.56 1.07 0.94 1.37 | Mw2036 upp. uracil phosphoribosyl transferase
097 051 0.89 073 066 1.68 0.86 0.84 132 | MW2037 | glyA serine hydroxymethyl transferase
085 0.88 067 075 071 1.68 083 0.78 116 | MwW2038 conserved hypothetical protein




097 0.76 0.64 077 0.67 0.91 1.09 0.79 0.88 0.74 1.08 MW2039
085 0.90 0.80 0.85 0.76 0.94 0.99 0.95 0.99 0.74 0.86 MW2040
1.07 054 0.88 0.59 0.71 0.59 1.26 1.10 1.01 0.82 0.67 MW2041
1.29 0.94 1.09 0.67 1.07 0.94 0.86 1.17 110 088 068 | MW2042 | prfA
1.23 1.14 1.07 0.89 117 121 0.86 1.2 1.09 0.82 069 | MW2043 tdk
1.68 0.84 0.88 0.73 in 0.69 1.01 0.99 0.78 0.81 1.00 | MW2044 | rpmE
1.00 1.41 0.98 0.67 1.26 1.26 093 1.65 0.84 0.87 1.16 MW2045 tho
0.83 154 0.91 1.46 082 {iRdRE] 1.91 1.29 1.1 1.03 0.76 MW2046
1.37 087 1.10 0.87 0.98 1.35 1.24 1.29 1.02 1.26 079 | MW2047 conserved hypothetical protein
104 | 121 | 094 | o088 | 116 | 124 | o84 | 162 | 066 | 083 | 068 [ MW2048 | murZ UDP-N-acetylgl ine 1-carboxylvinyl transferase 2
1.07 1.10 091 1.00 112 1.09 0.91 1.24 0.73 079 0.75 | MW2048n | murZ UDP-N-acetylglucosamine 1-carboxylvinyl transferase 2
1.05 0.8 0.51 121 1.30 0.84 0.80 |82 MW2049 fbaA
0.98 1.09 0.83 0.89 0.4 0.96 Q.68 0.91 MW2050
0.68 0.99 0.84 0.98 0.93 0.89 0.63 1.18 MW2051 CtrA CTP synthase
1.00 075 076 0.69 081 0.55 0.65 0.87 MW2052 poE probable DNA-directed RNA pol;
0.76 028 0.85 0.88 0.85 085 0.85 1.18 MW2053 i
0.89 1.16 111 142 0.59 0.75 0.92 0.9t MW2054 hypothetical protein, simitar to hypothetical protein T1308.31 - Arabidopsis thaliana
1.00 0.8 0.69 0.85 1.16 0.61 0.82 081 MW20S5 hypothetical protein
0.81 076 0.77 0.70 0.86 0.76 0.77 0.90 MW2056 hypothetical protein
077 0.97 085 0.81 092 0.94 073 145 X p MW2057 similar to amidase (HmrA)
1.10 079 036 1.02 085 0.2 0.89 0.87 0.92 096 1.48 MW2058 autoinducer-2 production protein LuxS
oo7 | 109 | 122 | 198 | 100 BRG] 120 | 152 | os9 | 102 | 076 | Mw2oss
0.88 1.48 1.33 4 1.07 3.37 1.08 1.83 1.02 1.08 0.65 MW2060
0.76 11 129 1.45 096 2daky 1.4 1.57 0.87 123 075 MW2061
117 078 0.77 122 0.86 1.07 1.05 1.04 1.01 093 1.46 MW2062
0.89 0.98 0.82 1.09 167 | MW2062n e e hali v
070 | 073 | 066 | 152 096 | MwW2063 | dps general stress protein 20U adaptation to atypical
1.03 0.97 0.97 1.06 1.74 | MW2064 conserved hypothetical protein
1.00 071 a.77 0.70 120 | MW206S hypothetical protein
1.07 084 0.83 0.87 0.97 MW2066
0.84 1.00 0.80 1.08 1.08 MW2067
1.09 1.27 1.07 1.38 0.78 MW2068
093 0.73 1.15 129 112 | MW2069 | czrA
. 122 1.16 115 | Mw2070 | carB |
1.18 121 0.76 0.78 A . . . . X 0.77_| Mw2071 |incate
114 1.46 0.88 1.00 0.90 0.53 0.81 0.64 1.26 0.99 0.79 | MW2071a |incated:
192 | 057 | 1.00 120 | 129 | 078 | MW2072 hypothetical protein
145 | o097 | 1.02 089 | 110 | 114 | Mw2073 hypothetical protein, similar to transposase for [S232 transposon and IS
105 | 094 | 086 088 | 107 | 1.04 | MW2073n hypothetical protein, similar to transposase for 5232 transposon and IS
111 0.96 1.03 085 | 143 | 098 | MW2074 hypothetical protein, similar to transposase for 15232 transposon and IS :
124 | 097 | o089 096 | 100 | 101 | MW2075 hypothetical protein, similar to transposase for 15232 transposon and IS
1.20 1.01 1.05 1.03 147 1.20 | MW2075n hypothetical protein
092 | 1.04 | 104 094 | 109 | 116 | MW2076 hypothetical protein, similar to transposase for 15232 " transposon and IS
110 | 077 | 084 oso | og7 | 101 | Mw2o77 hypothetical protein
1.05 0.93 1.02 0.97 1.18 099 | Mw2078 conserved hypothetical protein
084 1.00 087 0.76 1.1 0.87 | Mw2079 hypothetical protein, similar to transposase for 15232
0.89 098 1.15 0.71 127 o.68 MW2080 | gimS
094 | 120 | 116 o3 | 147 | os2 | mw2osi [ protein
05 | 128 | 118 127 | 146 | 103 | Mwz081n hypothetical protein |
0.87 1.05 0.85 1.00 3.10 0.93 | MW2082 mtlF PTS system, mannitol specific lIBC component
083 1.04 0.94 0.0 1.68 0.60 MW2083
1.04 1.14 083 0.87 133 0.82 | MW2084 mtlA
o081 1.40 115 118 134 073 MwW2085 mtiD
087 0.70 1.04 1.07 132 0.86 [MW208! FmtB protein
073 | 130 { 131 100 | 133 | 101 | MW2087 truncated FmtB
1.00 085 0.97 113 1.07 119 | MW2088 | lucosamine-mutase
132 1.02 0.80 1.30 0.80 1.04 | MW2089 conserved hypothetical protein
0.85 0.53 0.85 1.16 0.74 0.87 MW2030 protein
1.24 0.79 1.33 1.33 1.07 0.84 MW2091 arg arginase
1.21 0.84 1.18 1.10 1.02 0.89 | Mw2092 protein, similar to ATP-binding Mrp-like protein
0.92 1.12 1.10 1.32 117 121 | Mw2093 hypothetical protein, similar to multidrug resistance protein
090 | 084 1.01 1.09 | 121 1.39 | MW2093a hypothetical protein, simifar to multidrug resistance protein
1.15 1.07 1.22 1.02 120 119 | Mw2094 hypothetical protein
102 | 1.13 1.12 068 | 108 114 | MW2095 hypothetical protein, similar to multidrug transporter
1.39 0.86 1.03 0.96 1.27 0.85 | MW2036 hypothetical protein, similar to hemolysin il
1.08 117 1.30 0.96 1.15 0.84 | MW2097 hypothetical protein, similar to UDP-N-acetylglucosamine hosphorylasel
097 1.26 112 1.15 1.18 1.02 | MW2098 conserved hypotehtical protein
1.01 1.70 0.68 148 1.33 | MW2098 conserved hypothetical protein
0.78 124 059 | MW2100 conserved hypotehtical protein
0.88 058 084 | MW2101 othetical protein, similar to ferrichrome ABC transporter (permease;
075 097 092 | MW2102 hypothetical protein, similar to ferrichrome ABC transporter (permease)
0.74 0.73 1.01 | MW2103 hypothetical protein, similar toferrichrome ABC transporter (binding pf:i%
1.02 0.73 119 | MW2103n hypothetical protein, similar toferrichrome ABC transporter (binding prote) |-
2 1.18 0.96 1.01 | MW2104 conserved hypathetical protein
0.82 0.84 078 1.08 0.89 1.08 | MW2105 conserved hypothetical protein
085 | 160 | 110 1.06 | 092 | 1.00 | MW2106 hypothetical protein, similar to transporter % ¥ransport/binding -
1.00 117 1.00 . . . 0.81 1.09 092 | MW2107 hypothetical protein
140 | 316-| 087 | 1.17 | 066 11995 | 537: |- 321 | 088 | 146 | 066 | MW2108 | asp23 alkaline shack protein 23, ASP23 adaptation to atypical
164 305 081 1.21 062 33.96 6.53 3.60 0.92 1.43 078 Mw2109 hypothetical protein
1.20. 468 1.13 1.38 073 31.70 5.53 |- 3.18" 0.95 1.58 0.67 MW2110 hypothetical protein
123 177 097 1.17 077 1.41 1.15 116 084 | MW2111 glycine betalne transporter opuD homolog
1.42 1.12 1.10 1.08 0.87 0.89 0.94 1.20 081 | MW2112 hypothetical protein, similar to alginate lyase
1.01 f 138 0.91 1.26 087 | Mw2113 hypothetical proteln, similar to quinone oxidoreductase
. 110 1.73 1.04 1.28 0.92 1.14 0.86 MW2114 conserved hypothetical protein
068 | 1140 |:2553 1.08 1.08 1.78 113 1.38 0.84 137 081 | MW211S lacG 6-phospho-beta-galactosidase
079 | 1422 |'3467 1.18 1.08 173 1.26 133 1.10 145 092 | MW2116 | lacE PTS system, lactose-specific IIBC component
0.83 5.08: |- 20.37 1.16 112 1.28 1.20 118 1.05 1.21 1.04 MW2117 facF PTS system, lactose-specific IlA component.
070 | 10.67-]-16.83 1.2 1.16 1.61 1.09 1.20 1.07 1.50 089 | MW2118 { facD tagatose 1,6-diphosphate aldolase
0.83 7.93. ) 24.60 1.33 1.07 1,48 1.05 1.28 0.96 1.54 083 | MW2119 | lacC tagatose-6-phosphate kinase
074 145 |+ 16,33 1.17 1.10 0.95 1.1 0.70 1.00 1.48 0.94 | MW2120 | lacB galactose-6-phosphate isomerase LacB subunit
0.79 1.04 1.32 112 0.92 1.05 1.59 089 | MW2121 | lacA galactose-6-phosphate isomerase LacA subunit
0.84 1.14 1.48 098 | 0.96 1.14 1.20 146 | Mwe12z | lacR lactose phosphotransferase system repressor
085 N 1.09 1.21 1.00 1.09 | 094 | 124 | 096 | MW2123 hypothetical protein, similar to regulatory protein, SIR2 famil
098 | 116 | 136 107 | 128 | 105 | 134 | os2 | 114 | 102 | Mw2i24 hypothetical protein
0.85 118 095 1.00 0.82 0.80 1.1 1.02 1.10 1.10 1.35 | MW2124n . hypathetical protein
083 | 142 | 173 | o083 | 113 | 1.08 | 106 | 154 | 062 | 1.19 | 1.15 | MW2125 hypothetical protein, similar to Ynak
0.77 1.28 173 1.64 1.04 1.34 1.24 1.14 0.98 1.34 1.76 MW2i26 hypothetical protein




Mw2127

0.8 1.34
0.86 1.48 Mw2128
0.78 1.01 MW2129 | hysA
075 117 MW2130
073 | 050 MW2131
0.92 0.74 MW2131n
057 068 Mw2132 alss,
061 | 083 MW2133 hypothetical protein
081 1.20 MW2134 . hypothetical protein
0.96 144 MW2135 hypothetical protein
1.00 073 MW2136 | rpst 308 ribosomal protein $9
121 053 MW2137 | rpiM 508 ribosomal protein L13
123 038 MW2138 truA tRNA pseudouridine synthase A
1.10 095 MwW2139 conserved hypothetical protein
1.07 1.02 Mw2140 hypothetical protein, similar to ABC transporter (ATP-binding protein)
0.92 115 MW2141 hypothetical protein, similar to ABC transporter (ATP-binding protein)
1.1 130 MW2142 pio 508 ribosomal protein L17
0.8 1.26 oA DNA-girected RNA polymerase alpha chain
1.27 1.07 rpsK 308 ribosomal protein §11
1.27 1.01 rpsM 308 ribosomal protein $13
096 1.29 pmd 50S rib | protein L36
1.9 1.0 rpmJ 50 ribosomal protein L36
1.08 110 infA translation initiation factor IF-1
0.82 1.70 adk adenylate kinase
0.79 1.45 secY preprotein transiocase SecY subunit
0.88 137 MW2150 plo 508 ribosomat protein L15
067 1.47 MW2151 | rpmb 50S ribosomal protein L30
0.76 1.46 MW2151n] rpmD 508 ribosomal protein L30
tpSE 308 ribosomal protein S5
rplR i} 508 ribosomal protein L18
lF 508 ribosomal protein L6
| _rpsH 308 ribosomal protein S8
rpsN 308 ribosomal protein $14
rplE 50S ribosomal protein LS
rplX 508 rbosomal protein L24
pIN 50S ribosomal protein L14
£psQ 30S ribosomal protein $17
rpmC 508 ribosomal protein 129
| _rplP | 508 ribosomal protein L16
psC 308 ribosomal protein $3
eV, 508 ribosomal protein L22
rpsS 308 ribosomal protein $19
rpi8 508 ribosomal protein L2
073 086 MW2167 rplw S50S ribosomal protein 1L.23
0.77. 11 MW2168 rplD 508 ribosomal protein L4
0387 129 MW2169 piC 508 ribosomal protein L3
079 1.00 MW2170 | rmpsd 308 ribosomal protein 510
1.26 097 1.00 118 0.84 Mw2171 hypothetical protein
094 085 095 gg2"| 098 0.59 0.92 0.67 1.03 MW2172 conserved hypothetical protein
0.77 074 0.62 0.89 0.94 0.85 097 { MW2173 | topB DNA
087 0.84 059 0.78 0.76 0.94 099 | MW2174 conserved hypothetical protein
0.92 0.87 0.65 0.90 0.7 1.20 144 | MW2175 | glct glucose uptake protein homolog
0.95 064 0.57 0.86 0.74 0.51 142 | Mw2176 conserved hypothetical protein
120 102 | 056 | 092 | o7 | 100 140 | MW2177 conserved hypothetical protein
1.27 1.03 056 0.98 0.59 1.15 1.32 | MW2177n conserved hypothetical protein
1.1 0.82 0.80 084 0.81 0.54 1.01 0.60 1.29 1.42 MW2178 hypothetical protein
102 | 091 0.91 106 | 110 | 107 | 142 | 108 | 083 121 | Mw2i80 | fmhB FmhB protein i cellwalk
133 1.04 0.89 0.84 1.02 117 1.00 125 0.85 1.09 MW2181 hypothetical protein
1.04 0.91 1.02 082 0.85 1.09 0.89 0.78 0.80 122 MW2182 ) hypothetical protein
1.15 117 093 083 | 141 1.15 1.04 1.44 067 0.88 MW2183 hypothetical protein, similar to transcription regutator MarR famnil
1.24 1.07 1.07 0.83 0.88 1.02 112 1.22 0.85 1.04 | MW2184 hypothetical protein
1.27 1.18 0.87 0.76 112 1.06 0.88 1.01 0.79 1.27 [ Mw218S | sarV staphylococcal accessory regulator A homolog
115 1.20 1.08 086 1.18 096 1.00 1.51 0.86 1.15 | MW2186 | moaA ) molybdenum cofactor biosynthesis protein A
123 1.05 1.03 087 1.36 109 | 090 1.36 0.92 111 ] MW2187 | mobA molybdopterin-guanine dinucleotide biosynthesis mobA
1.15 1.10 088 0.91 110 | 080 | 092 0.83 1.02 094 | MW2188 | moaD probable molybdopterin synthase small subunit
1.08 0.93 0.81 087 099 0.82 0.92 117 0.84 093 | MW2189 | moaE molybdopterin converting factor moa
1.34 0.89 095 0.82 1.07 0.90 084 1.18 0.72 090 | MW2130 | mobB probable molybdopterin-guanine dinucleotide biosynthesis mobB
1.28 085 117 0.83 1.28 0.96 1.08 1.35 0.73 089 | MW2191 | moeA molybdopterin biosynthesis protein moeA
1.10 0.88 0.92 088 1.03 0.89 0.94 0.82 0.85 1.01 MW2192 | moaC molybdenum cofactor biosynthesis protein C
114 0.80 1.10 089 1.29 0.85 0.83 1.30 079 086 | MW2193 | moaB molybdopterin precursor biosynthesis moaB
0.97 0.70 1.04 0.85 0.85 0.88 0.88 1.16 Q.72 075 | MW2194 | moeB molybdopterin biosynthesis protein moe8
091 0.82 0.72 o9 MW21935 | modC molybdenum transport ATP-binding protein ModC
0.50 0.63 0.79 0.70 MW2196 [ modB probable molybdenum transport permease
0.77 0.86 0.74 0.61 MW2197 { modA probable molybdate-binding protein
1.02 1.18 in 1.04 091 0.98 066 08t | MW2198 | narQ FdhD protein homolog
1.00 1.01 0.84 0.97 0.80 071 1.07 103 | Mw2199 hypothetical protein
1.25 1.08 0.83 084 0.65 077 0.93 1.10 | Mw2200 hypothetical protein, similar to biotin biosynthesis protein
1.08 1.11 0.82 0.79 0.85 0.77 1.01 101 | Mw2201 hypothetical protein, similar to inosine-adenosine-guanosine-nucleoside hydrola i
0.93 1.00 0.53 074 0.58 057 1.04 1.49 | MwW2202 hypothetical protein, similar to ferrichrome ASC transporter fhuD precursor
0.88 0.98 0.85 0.91 0.92 0.72 1.05 1.38 | Mw2203 hypothetical protein, similar to butyryi-CoA dehydrogenase-
142 | o097 | 107 | 093 | o098 | oss | 103 | 104 | MW2204 hypothetical protein
115 0.98 0.85 0.87 1.05 097 0.96 086 | MW2204n hypothetical protein
1.04 1.01 1.10 0.80 0.86 097 1.00 1.06 MwW2205 protein, similar to urea transporter
1.31 147 1.36 1.00 1.14 115 119 0.96 MW2206 ureA
1.37 1.09 1.09 1.15 0.89 0.7 1.1 084 MW2207 ureB
1.2 111 1.21 1.08 0.76 0.88 1.21 092 | MW2208 ureC
147 1.04 1.25 0.83 0.92 0.84 113 1.08 | MW2209 ureE
1.21 116 1.26 0.98 1.03 1.04 1.1 098 | MW2210 ureF
1.51 1.25 122 0.86 0.69 1.16 1.12 092 | Mw2211 ureG
1.02 1.36 1.36 0.85 1.7 1.04 0.97 1.02 | MW2211n ) ureG
0.80 MW2212 | ureD
0.78 Mw2213 sarR
1.00 Mw2214
0.94 MW2215
027! MW2216 hypothetical protein, similar to transcription regulator
0.69 MW2217 secretory antigen precursor SsaA homolog
0.60 1.75 0.55 0.83 0.85 0.93 0.63 0.50 | MW2217n| ssaA secretory antigen precursor $saA homolog




MW2218 —hypothelical prfein T
MW2218n hypothetical protein

MW2219 pothetical protein, simitar to Na+/H+ antiporter

MW2220

Mw2221

MW2222 | sseA

[ Mwaz2zn | ssan |

Mw2223
| Mw2224
MW2225
MW2226 hypothetical protein, similar to autolysin &
MW2227 hypothetical protein
Mw2228
Mw2229
Mw2230
Mw2231
Mw2232 Vi AR EI
MW2233 tr  transposase " transposon and IS’
MW2z234 hypothetical protein, similar to protein of pX02-46
MW2235 i
MW2236
Mw2237 hypothetical protein, similar to transport protein
X K MwW2238 hypothetical protein
| 096 | 106 | 099 | 100 | 108 | MW2239 hypothelical protein
1.15 074 0.79 MW2239n hypothetical protein
1.08 082 074 MW2240 hypothetical protein
1.02 082 068 Mw2241 hypothetical protein, similar to phosphoglycolate phosphatase
0.84 071 0.74 Mw2242 hypothetical protein, similar to sodium-dependent transporter
0.87 088 078 Mw2243 hypothetical protein
0.77 1.06 0.85 MW2244 | givC PTS system, arbutin-like BC component
0.83 0.96 0.82 MW2245 hypothetical protein, similar to transcriptional regufator
1.20 0.78 0.85 MW2246 hypothetical protein
0.66 085 0.84 MW2247 hypothetical protein, similar to Na+/H+ antiporter, putative
0.82 1.03 085 MwW2248 hypothetical protein
0.88 1.33 098 Mw2249 hypothetical protein, similar to dehydrogenase
072 | 084 1.09 MW2250 hypothetical protein, similar to amino acid amidohydrolase
0.80 092 1.04 MW2251 hutl imidazolonepropionase
0.79 1.02 1.00 MW2252 | huty urocanate hydratase
0.89 137 1.07 MW2253 hypothetical protein, similar to transcription regulator LysR famil
1.32 1.49 0.96 MW2254 hypothetical protein, similar to formiminoghutamase
0.89 066 0.70 i MW2255 hypothetical protein
1.04 0.86 0.87 1.15 1.2 085 MW2256 hypothetical protein, similar to ribose S-phosphate isomerase (rp{ TR DR
087 | o8 | 104 | 141 | 112 | os7 MW2257 conserved hypothetical protein ]
080 | 083 | o072 | 120 | 096 | 070 MW2258 hypothetical protein, similar to aldose 1-epimerase
095 073 076 083 | 1.03 0.83 MW2259 conserved hypothetical protein
1.07 1.13 MW2260 conserved hypothetical protein
109 | 103 Mw2261 hypothetical protein, similar to ABC transporter (ATP-binding protein) | transport/binding ™
1.00 0.89 MW2263 conserved hypothetical protein
095 | 085 MW2264 hypothetical protein
105-1 088 MW2265
068 0.66 MW2267 foi
0.92 0.87 MW2268 hypothetical protein, similar to divalent cation transport i
083 12 MW2269 conserved hypothetical protein
086 1.02 Mw2270
082 275 Mwa271
0.68 0.59 MW2272 hypathetical protein
0.70 0.84 MW2273 hypothetical protein, similar to multidrug resistance protein B
0.79 0.84 MW2274 conserved hypothetical protein
067 0.77. MW2276 | tcaB TcaB protein
0.87 0.80 MW2277 | tcaA TcaA protein
0.80 0.68 MW2278 | tcaR iption regulator
1.02 079 Mwaz79
1.14 1.09 MW2280
0.98 1.27 MW2281
1.41 1.48 MW2282
1.06 1.36 MW2283 h
1.1 1.28 Mw2284 conserved hypothetical protein
0.80 112 . K Mw2285 hy
1.07 1.32 1.05 111 0.80 Mw2286
142 0.69 L-lactate permease IctP homolog :
054 0.77 0.60 1.42_| Mw2288 hypothetical protein
0.87 174 0.82 059 | Mwz289 hypothetical protein, similar to TpgX protein
0.96 115 1.25 1.07_| Mw2290 |/pothetical protein, similar to transcription repressor of sporulation, septation and degrf
113 | 147 105 | os7 | o0g5 | Mwz201 conserved hypothetical protein
087 | o7 084 | 080 | 079 | MW2292 hypothetical protein, similar to export protein
1.26 1.48 0.87 1.06 092 | MW2293 protein, similar to attachment to host cells and virulence
114 | 136 120 | 125 | 1.00 | MW2294 hypothetical protein, similar to thioredoxin reductase
1.04 1.29 084 1.19 0.93 | MW2294n protein, similar to thioredoxin reductase
1.04 0.3t 1.05 1.08 0.98 Mw2295
1.25 127 0.85 1.32 0.96 MW2296
1.18 1.06 1.07 1.14 0.93 MW2297
1.18 1.20 0.88 1.05 121 MwW2298
1.08 1.45 1.08 424 1.64 MW2299 ScrA
. 118 1.82 0.99 1.48 134 MW2300
072 0.87 1.00 0.72 1.26 1.78 Mw2301
0.68 085 1.00 0.84 1.01 1.02 Mw2302
0.79 077 0.30 1.01 0.86 0.97 MW2303 hypothetical protein
0.87 056 0.65 0.96 0.25" 0.72 1.08 0.90 MW2304 ItT proton/sodium:
0.8 073 0.64 1.19 032 0.89 0.74 1.03 MW2305 hypothetical protein
1.27 0.61 0.64 1.01 0.60 061 | 0.82 175 | MW2306 hypothetical protein, similar to transcriptional regulator
1.10 0.80 0.85 1.07 1.04 0.96 1.13 | MW2307 hypothetical protein, similar to small heat shock protein
141 0.81 1.29 1.62 108 | 097 | MW2308 [ nark nitrite extrusion protein
151 | 080 069 | 108 148 | 103 | 1.02 | MW2309 hypothetical protein .
1.16 1.50 1.08 1.27 1.26 098 1.15 MW2312
152 0.85 0.70 1.04 1.39 097 | 089 | MW2313 pothetical protein, similar to response regulators of two-component regulatg i )
128 | 143 136 | 145 160 | 096 | 085 | Mwz314 dlnsene
1.68 1.12 1.07 1.20 1.54 093 0.97 MW2315 hypothetical protein




1.76 1.07 091 097 1.26 1.10 1.08 1.46 1.02 098 | MW2316 nar nitrate reductase gamma chain

1.76 0.94 1.03 1147 1.38 122 &TQ 0.85 1.54 1.01 1.01 MW2317 hypothetical protein, similar to nitrate reductase delta chain
1.31 0.98 094 1.28 1.46 1.36 096 1.64 102 | 076 | Mw2318 | narH nitrate reductase beta chain narH

143 | o092 090 0.93 1.26 1.25 106 | 142 | 102 | 090 | MW2319 | narG respiratory nitrate reductase alpha chain

1.34 1.05 097 1.09 1.38 1.13 0.80 159 | 093 0.77 | MW2320 | nasF uroporphyrinil C-methyl transferase

168 | 096 | 096 0.67 143 | 091 088 | MW2321 | naskE assimilatory nitrite reductase

1.43 0.71 0.59 1.27 1.07 0.80 087 | Mw2322 | nasD nitrite reductase

1.04 085 0.86 078 1.2 0.78 084 | MW2323 hypothetical protein, similar to NirR

1.12 0.91 0.8 0.92 117 0.85 097 | MW2324 conserved hypothetcial protein

112 064 1.46 1.04 1.24 097 135 | MW2325 hypothetical protein, similar to NirC :
159 | 076 | 118 08t | 135 | o072 | 127 | mwo3ze hypothetical protein

126 1.09 1.06 1.23 11 075 1.29 | MW2326n hypothetical protein

1.05 0.98 0.94 0.87 1.10 082 091 | MW2327 conserved hypothetical protein

104 | ogs | oo7 057 | 102 | 088 |:'042:| MWw2328 hypothetical protein, similar to Zn-binding lipoprotein adcA

1.18 o9t 1.01 094 0.95 1.00 0.87 | Mw2329 conserved hypothetical protein

1.28 0.69 0.71 061 081 087 083 | MW2330 conserved hypothetical protein

0.98 0.74 0.70 0.62 0.86 074 147 | _Mw2332 hypothetical protein

0.6 073 0.78 0.91 0.74 0.85 0.84 MW2333 fmhA fmhA protein

0.80 0.81 053 0.88 0.68 0.82 3.38- | MW2334 hypothetical protein, similar to ABC transporter, ATP binding subunit
087 1.00 0.58 0.50 0.77 085 335 | Mw2335 hypothetical protein, similar to ABC transporter, permease protein
067 0.82 0.66 088 0.88 0.82 3.01:| MW2336 hypothetical protein, similar to ABC transporter, periplasmic amino acid-binding pl
081 0.87 0.69 0.84 0.8 0.81 132 | Mw2337 hypothetical protein, similar to multidrug resistance protein
0g9 | 088 | oss 104 | 097 | 101 MW2338 hypothetical protein

0.65 1.18 072 119 0.66 101 MW2339 hosphoglycerate mutase, pgm homolos

0.76 115 0.84 080 0.95 0.83 0.77 1.15 0.80 099 1.47 | MW2340 conserved hypothetical protein

1.2 055 0.64 052 1.02 0:24 0.65 0.67 0.67 0.83 4.3 MW2341 sbi IgG-binding protein SBI

080 | 094 | 121 | 106 | 115 | 078 | 107 | 107 | 112 | 114 | 086 | MW2342 | higA gamma-hemolysin chain il precursor

114 074 0.80 079 1.10 0.90 0.85 0.86 0.73 1.02 098 | MW2342n| higA amma-hemolysin chain i precursor

0.93 1.05 1.06 1.27 1.06 1.07 0.83 1.86 1.03 1.02 1.08 | Mwa343 higC gamma-f lysin component C

0.85 1.14 1.47 087 1.03 0.89 09 1.14 1.08 1.12 089 | MW2343n| higC amma-hemolysin component C

067 | 105 | 122 | 131 | 086 | 103 | 13 | 128 | 1.00 | 125 | 1.23 | MW2344 | higB gamma-hemolysin component B

076 | 139 | 197 | o095 | 102 | 126 | 120 [E5hos| oe7 | 120 | 110 | Mw2344n| higs amma-hemolysin component 8

0.78 1.78 121 1.08 118 1.02 1.01 1.47 0.82 1.18 1.06 | MW2345 hypothetical protein, similar to BioX protein

0.71 1.77 1.43 124 1.48 1.53 1.12 177 1.01 1.10 110 | MW2346 hypothetical protein, similar to 6-carboxyhexanoate—CoA ligase
073 1.28--[--1.32-- |- 1.92 117 122 1.28 144 0.70 124 0.88 | MW2348 bioB biotin synthase

0.73 1.37 1.33 121 1.16 1.36 1.13 1.24 0.78 1.30 093 | MW2349 adenosylmethionine-8-amino-7-oxononanoate aminotransferase
077 1.08 155 .| 129 117 1.20 1.1 1.21 0.0 137 0.98 | MW2350 dethiobiotin synthetase

077 1.08 1.47 1.39 1.08 1.14 1.04 0.90 1.04 119 117 | Mw2351 hypothetical protein, similar to ABC transporter, ATP-binding protein
072 1.11 1.24 1.24 1.13 1.31 1.06 1.15 1.02 1.1 111 | MW2352 hypothetical protein, similar to lipoprotein inner membrane ABC-transporter
112 1.07 1.21 116 11 1.39 119 0.96 032" 1.18 1.36 | Mw2354 hypothetical protein

076 1.51 118 121 1.04 1.28 0.3 117 1.09 1.18 0.90 | Mw2355 conserved hypothetical protein

075 1.04 1.07 1.38 1.02 1.30 0.85 0.84 0.87 1.09 0.71 MW2356 conserved hypothetical protein

0.76 1.05 0.98 1.25 0.93 1.27 0.82 0.69 0.92 1.05 0.84 MW2357 hypaothetical protein

0.76 1.26 134 152 111 0.92 1.00 0.66 1.19 1.26 1.83 MW2358 hypothetical protein, similar to bicyclomycin resistance protein TcaB
1.01 095 1.29 1.48 0.89 1.07 1.14 0.75 1.01 1.24 0.89 MW2359 hypothetical protein, similar to transcriptional activator

0.85 1.00 1.01 1.20 0.80 1.28 0.81 0.80 0.81 1.18 1.42 MW2360 hypothetical protein

0.77 115 1.21 133 113 129 0.88 0.82 1.06 1.15 1.25 MW2361 conserved hypothetical protein

0.83 1.37 1.2 129 1.21 1.29 096 052 1.03 1.28 1.14 | MW2362a juncated-§uncated hypothetical protein, similar to D-serine/D-afanine/glycine transport;
086 1.18 1.25 137 1.04 0.87 0.89 o7 1.00 incated-| truncated-SA

081 1.06 0.77 1.01 093 0.79 074 0.67 1.00 X conserved hypothetical protein

0.82 11 0.98 1.03 0.50 087 091 0.87 1.12 1.06 1.60 | MW2365 protein, similar to beta-lactamase

0.93 0.87 1.00 080 080 0.80 1142 0.80 0.95 1.09 1.05 | MW2366

0.72 081 078 084 080 075 073 0.77 0.82 086 1.64 | MW2367

0.96 0.88 1.13 1.48 1.23 0.53 118 Q.77 1.48 0.93 1.00 | MW2369 | opuCD

0.83 081 1.01 1.09 092 053 1.07 0.68 1.36 0.88 0.86 | MW2370 | opuCC glycine betaine/camitine/chaline ABC transporter opuCC

0.88 064 1.10 132 1.18 0.79 0.94 0.74 0.93 0.87 089 | MW2371 | opuCB probable glycine betaine/camitine/choline ABC transporter opuCB
0.95 097 1.09 150 119 0.86 0.86 0.81 0.85 0.87 0.82 | MW2372 | opuCA glycine betaine/camitine/choline ABC transporter opuCA

097 056 0.73 088 081 0.68 1.13 0.78 0.83 072 0:84 | MW2373 conserved hypothetical protein

0.94 0.62 0.87 054 0.94 0.76 1.46 0.86 0.85 0.90 0.88 MW2374 protein, similar to amino acid transporter

1.08 0.65 0.68 075 0.89 172 117 1.03 0.95 0.82 0.67 Mw2375 a

0.98 1.18 1.26 1.10 1.28 1.32 1.32 1.02 0.88 1.23 1.55 MW2376 hypothetical protein, similar to chloramphenicol resistance protein
116 | 060 072 058 0.69 1.15 conserved hypotehtical protein

113 | 054 | 086 059 1.02 1.03 pothetical protein, similar to ABC transporter (ATP-binding protein
080 | 1.04 | 097 1.42 1.14 1.24 hypothetical protein, similar to endo-1,4-beta-glucanase

167 | o085 0.70 064 128 | 079 conserved hypothetical pratein

1.99 053 0.70 0.62 1.33 0.64 hynothetical protein

0.95 062 0.79 094 1.1 0.94 conserved hypothetical protein

0.8 137 1.00 078 1.07 0.94 hypothetical protein, similar to ghstamate synthase (ferredoxin)
146 | 092 | 091 | 109 | 089 | 093 hypothetical protein .
1.51 0.84 1.03 0.84 1.18 1.18 hypothetical protein

1.00 151 1.50 1.15 1.64 1.25 b Mw2386 hypothetical protein, similar to antibiotic resistance pratein
0.9 1.33 1.39 1.15 MW2387 | opp-1F oligopeptide transporter putative ATPase domain

0.91 1.34 MwW2388 | opp-1D oligopeptide transporter putative ATPase domain

1.01 1.56 MW2389 | opp-1C tative membrane permease domain
0.89 0.64 MW2390 | opp-1B oligopeptide transporter putative membrane permease domain
0.85 1.77 MW2391 | opp-tA oligopeptide transporter putative substrate binding domain
0.80 1.47 MW2391n | opp-1A oligopeptide transporter putative substrate binding domain B
0.81 1.47 MW2392 conserved hypothetical protein

088 1.13 MW2393 conserved hetical protein

0.95 0.85 MW2394 hypothetical protein, similar to diaminopimelate epimerase
083 1.04 MW2335 hypothetical protein

1.02 1.15 MW2396 hypothetical protein, similar to glucose 1-dehydrogenase

094 0.65 Mw2397 hypothetical protein, similar to efflux pump

11 0.97 Mw2338 conserved hypothetical protein

120 147 X Mw2399 hypothetical protein

255 161 | 113 | o078 | Mw23gen hypothetical protein

117 070 | 075 | 0.80 | MW2400 hypothetical protein

1.08 093 | 02 | 108 | MW2401 hypothetical protein

1.28 067 | 1.00 | 1.01 | MW2402 hypothetical protein

1.08 0.91 0.96 1.09 | MW2402n hypothetical protein

1.19 5 097 111 147 | Mw2403 protein, similar to oxidoreductase

125 | 1.07 1.16 145 | 118 | 1.02 | MW2404 hypothetical protein

144 | 091 1.64 1.26 1.26 | 1.44 | MW240S hypothetical protein

134 | o081 | 10t 098 | 094 | 101 | Mw2406 hypothetical protein

087 0.97 1.05 1.00 0.98 1.03 | MW2406n hypothetical protein

1.15 1.07 096 1.24 | 098 1.0t | Mw2407 hypothetical protein

1147 0.88 1.00 1.27 0.98 1.07 | MW2407n hypothetical protein




h hetical protein

1.08 0.82 0.97 0.96 0.86 0.93 1.04 112 MW2408

o075 | 183 | oge 76 | 100 | 352 108 | 122 | Mwe409 conserved hypothetical protein

1.05 0.81 0.86 114 0.98 0.80 1.07 0.87 | MW2409n conserved hypothetical protein

11 0.87 1.05 1.08 0.90 0.6 1.1 085 | MW2410

0.96 0.95 1.08 1.08 1.00 1.08 . K K 1.18 125 | Mwz411

1.21 1.21 148 1.56 1.15 1.18 1.04 1.08 1.82 0.99 111 MW2412 hypothetical protein

1.08 1.10 1.18 0,98 091 0.97 1.40 1.36 1.20 1.21 1.33 MW2413 hypothetical protein

1.09 1.2 124 1.24 0.95 1.25 1.13 138 1.08 1.4 1.39 Mw2414 hypothetical protein

104 | 089 | 131 | o068 | 099 | 080 | 12 | 108 | 101 | 107 | 172 | MW2415 conserved hypothetical protein

1.09 085 0.89 0.65 0.87 0.70 1.04 1.21 0.87 1.07 1.27 | MW2415n

081 | 058 | 073 | 066 | 175 | 079 | 147 | 084 | 077 | 082 | 396 | MW2416 hypothetical protein, similar to surface protein precursor
088 0.87 098 0.87 098 0.93 1.09 0.94 1.16 1.07 415 | MW2416n protein, similar to accumulation-associated
081 1.10 087 0.85 1.09 0.82 MW2417 sarT

0.82 0.83 113 0.74 114 0.87 MW2418 [arH2{sar]

0.87 0.68 078 Mw2419

0.69 058 0.63 MwW2420

070 073 0.88 Mw2421

0.82 1.14 1.21 MWw2422

088 1.40 MW2423

084 151 Mw2424 ghuconokinase

0.84 176 MW2425 | gntR eron transcriptional repressor

087 1.81 MW2426

0.98 195 1.24 Mw2427

171 313 1.04 MW2428 conserved hypothetical protein

0.8 152 1.34 Mwz429 conserved hypothetical protein

085 | 144 | 121 MW2430 hypothetical protein

1.02 1.67 1.65 MW2431 protein, similar to glucarate transporter
1.07 1.08 120 Mw2432

0.86 0.64 081 Mw2433

0.89 0.86 068 Mw2434

0.84 1.10 1.14 MwW2435 fbp

1.08 097 1.08 MW2437 conserved hypothetical protein

orr | 118 | 122 MW2438 conserved hypothetical protein [
0.78 1.34 1.21 MW2439 i i i
1.04 0.89 1.19 MW2440

0.82 1.20 127 MW2442

076 1.43 138 Mw2443

077 0.92 1.50 MW2444 ddh 2

0.76 1.09 11 MW2445 conserved hypothetical protein

0.64 127 1.28 MW2446 hypothetical protein, similar to ABC transporter (ATP-binding protein) )
1.00 1.04 1.08 MW2447 conserved hypothetical protein

0.85 1.2 1.04 MW2448 | srtA sortase

075 1.08 1.01 MW2449 hypothetical protein, similar to N-acetyltransferase
083 | 083 | 103 MW2450 hypothetical protein

0.86 1.10 119 MW2451

078 1.53 113 MW2452

086 1.10 138 MW2453

076 0.89 1.02 MW2454

078 0.93 1.09 MW2455

0.81 1.26 1.10 MW2456

0.70 1.00 1.04 Mw2457

0.84 0.51 050 MW2458 conserved hypothetical protein

060 | 1.18 | 065 MW2459 | pisG PTS system glucose-specific lIABC component
068 083 077 MW2459n | ptsG glucose-specific IIABC component
062 0.84 052

067 1.1 055 conserved hypothetical protein

063 0.87 0.53 conserved hypothetical protein

MW2463

MW2464

MW2465

MW2466 | mvaA
MW2467 | mvas |

probable methylated DNA-protein cysteine methyltransferase

1.07 0.65 MW2468 | adaB

3.16 0.68 0.97 062 | MW2469 | clpL ATP-dependent Clp proteinase chain clpl.

108 | 0. 093 | 092 | Mw2470 hypothetical protein

0.76 1,28 0.84 1.04 | MW2470n hypothetical protein

11 072 1.0t 4.03 | Mw2471 feoB ferrous iron transport protein B homolog

1.02 097 1.08 085 | MW2472 hypothetical protein

0.82 0.69 117 113 | Mw2473 protein, similar to antibiotic transport-associated
0.96 085 0.78 0.83 MW2474

1.57 1.08 1.18 1.00 | MW2474n

084 112 - . X 1.2 1.02 MW2475 rocA

1.19 1.16 1.82 1.24 1.66 0.88 1.0 1.08 MW2476

081 | o076 | 089 | 175 | 112 | o093 | 103 | o082 | mweszz hypothetical protein

050 1.04 1.36 1.49 1.54 079 0.5 0.80 | MW2477n hypothetical protein

09 1.39 075 1.18 177 | Mw2478 copper-transporting ATPase copA

0.80 1.07 0.82 0.92 157 Mw2479

0.98 0.66 1.02 1.04 0.98 MW2480

0.85 137 072 0.87 123 MW2481

1.04 114 0.94 1.15 o84 MWw2482

120 157 0.97 1.08 082 MW2483

1.58 122 1.01 1.07 0.80 MW2484

082 176 0.74 112 0.72 MW2485

1.05 1.1 1.02 1.01 0.76 MW2486 !

096 1.37 0.90 0.97 095 | MW2487 hypothetical protein, similar to secretory antigen precursor SsaA
095 0.91 1.00 1.14 115 | MW2487n protein, similar to secretory antigen precursor SsaA
1.09 0.78 118 0.90 1.00 | Mw2488 hypothetical protein, similar to acyltransferase
081 1.07 0.80 0.82 0.71 Mwz2489 conserved hypothetical

127 0.95 MW2490 isaA

061 1.14 MW2491

0.83 0.96 MW2492

050 1.1 K MW2493 hypothetical protein

1.16 1.04 141 | Mw2494 conserved hypothetical protein

1.05 1.20 097 | MwW2495 conserved hypothetical protein

1.16 . 5 . 1.06 | 096 | MW2496 conserved hypothetical protein

1.51 085 114 0.97 0.82 0.86 1.12 1.32 MW2487 i it

1.25 1.00 1.48 0.85 1.08 1.2 1.02 086 | Mw2498 n regulator acrR




hypothetical protein, similar to short chain oxidoreductase

conserved hypothetical protein

conserevd hypothetical protein

hypothetical protein, similar to cobalamin synthesis related protein CobW

hypothetical protein, similar to ferrous iron transporter protein B

conserved hypothetical protein

conserved hypothetical protein

0.79 1.40 1.18 1.36 121 1.00 1.12 Mwz499
0.76 1.48 1.27 1.39 1.26 1.13 1.15 MW2500
or7 | 101 | 145 | 175 104 | 102 | 11 MW2501
065 | 137 | 124 | 139 120 | 145 | 141 MW2502
079 | 147 MW2503
065 | 147 MW2504
074 | 1.00 MW2505
080 | 1.04 MW2506

hypothetical protein

097

MW2508

conserved hypothetical protein )
hypothetical protein, similar to dihydroorotate dehydrogenase m
hypothetical protein

MW2511 conserved hypothetical protein

MW2512 conserved hypothetical protein

MW2513 hypothetical protein, similar to transcriptional regulator tetR-famil 1
MW2513n hypothetical protein, similar to transcriptional regulator tetR-fami
MW2514 conserved hypothetical protein

MW2515 hypothetical protein

MW2516

aspartate 1-decarboxylase

MW2527

112

101 0.61 MW2516n aspartate 1-decarboxylase

0.89 061 MW2518 3-methyi-2-oxobutanoate hydroxymethyitransferase
MW2519 hypothetical protein, similar to 2-dehydropantoate 2-reductase
MW2520
MW2520n hypothetical protein, similar to alpha-acetolactate decarboxylase
MW2521 L-actate dehydrogenase
MW2522 hypothetical protein, similar to amino acid transporter
Mw2523 othetical protein, similar to pyridoxal-phosphate dependent aminotransfera]
Mw2524 hypothetical protein
MW2525 fructose-bisphosphate aldolase homolog
MW2526 malate:quinone oxidoreductase

hypothetical protein

MW2527n

hypothetical protein

MW2592

0.92 0.94
073 1.00 MW2528 acetate-CoA ligase i
0.69 112 MW2529 conserved hypothetical protein
0.50 094 MW2530 hypothetical protein
066 | 1.19 MW2531 | betA choline dehydrogenase adaptation to atypical
058 | 136 MW2532 | gbsA glycine betaine aldehyde dehydrogenase gbsA adaptation to atypical
0.84 0.87 MW2533 conserved hypothetical protein
076 1.23 MW2534 hypothetical protein
0.72 1.15 MW2535 | cudl choline transporter
0.81 1.05 hypothetical protein, similar to anaerobic ribonucleatide reductase activator prof
0.97 087 MW2537 | nrdD anaerobic ribonucleoside-triphosphate reductase
0.67 113 MW2538 hypothetical protein, similar to magnesium citrate secondary transporter
0.75 1.19 Mw2539 hypothetical protein; similar to uroporphyrin-lii C-methyltransferase
068 1.10 MW2540 | cys) sulfite reductase flavoprotein
0.80 1.31 MW2541 hypothetical protein, similar to glutathione peroxidase
MW2542 hypothetical protein, similar to ABC transporter (permease)
MW2543 hypothetical protein, similar to ABC transporter (ATP-binding protein)
X . MWw2544 hypothetical protein, similar to two-component sensor histidine kinase
130 112 1.30 0.88 1.03 1.23 1.03 1.02 | MW2545 hypothetical protein, similar to two-component response regulatar
134 0.93 1.40 0.96 1.00 1.18 1.10 1.04 | MW2546 hypothetical protein
142 1.07 118 1.04 1.17 1.1 123 .89 MW2547 | phoB alkaline phosphatase lil precursar
0.0 0.97 1.08 0.99 0.68 0.95 088 122 MW2548 hypothetical protein
1.49 1.05 0.82 0.92 0.85 1.08 1.01 090 | MW2549 hypothetical protein, simifar to transcriptional regulator
142 1.04 121 0.81 0.84 1.1 1.09 091 | MW2550 hypothetical protein, similar to tributyrin esterase
072 0.83 0.61 0.5 0.87 0.85 1.55 167 | MW2551 clfs Clumping factor B
0.97 1.02 0.88 1.2 1.40 074 1.58 1.68 | MW2551a f=li:3 Clumping factor B
151 1.18 1.52 1.08 121 1.17 133 094 | MW2552 hypothetical protein, similar to transcription regulator Crp/Fnr family proteis
084 1.08 1.34 1.10 1 0.98 129 085 | MW2553 | arcC carbamate kinase
141 122 1.69 1.15 1.37 1.25 1.19 0.83 | MW2554 | arcD arginine/oimithine antiporter
1.39 1.43 1.61 1.07 1.12 0.95 1.27 0.77 | MW2555 [ arcB ornithine transcarbamoylase
1.36 117 1.90 1.42 1.31 1.32 1.31 079 | MW2556 arcA arginine deiminase
092 0.98 1.28 0.96 1.42 1.1 1.23 1.00 | MW2557 hypothetical protein, simifar to arginine repressor
1.25 1.22 1,60 1.04 1.38 1.25 114 084 | MW2558 aur zinc metalloproteinase aureolysin
1.43 096 1.01 1.34 1.28 1.06 058 | MW2559 | isaB immunodominant antigen 8
1.28 1.04 1.21 1.14 0.91 1.25 1.11 0.74 MW2560 conserved hypothetical protein
1026 0.66 0.92 1.12 1.35 0.71 1.01 082 | MW2561 hypothetical protein, similar to transcription antiterminator BgiG famil
070 079 0.77 1.03 1.07 0.94 1.05 145 | MW2562 fructose phosphotransferase system enzyme fruA homolog
059 1.00 0.82 0.78 0.99 1.07 118 1.39 MW2563 pml mannose-6-phosphate isomerase
053 0.64 058 1.16 1.1 0.86 091 1.34 | Mw2564 hypothetical protein, similar to phage infection protein
0.68 0.87 .70 1.13 0.95 0.85 0.8t 113 | Mw2565 hypothetical protein, similar to autolysin precursor.
126 1.1 1.21 0.91 0.89 1.03 0.93 0.87 | MW2568 hypothetical protein, similar to N-Carbamoyisarcosine Amidohydrolase
112 099 147 1.08 1.2 1.27 1.03 124 | MW2567 conserved hypothetical protein
1.01 098 101 118 1.15 113 1.16 1.00 | MW2568 hypothetical protein I
0.95 1.08 1.30 143 1.37 0.95 1.01 1.04 | MW2569 hypothetical prot:
1.09 | MW2570 preprotein translocase secA homolog protein secretion
115 | Mw2571 hypothetical protein
1.03 | Mw2572 hypothetical protein
141 | MW2573 hypothetical protein
116 | MW2574 hypothetical protein, similar to preprotein translocase secY rotein secretion
1.24 | MW2575 hypothetical protein, similar to streptococcal hemagglutinin protein
0.88 | MW2576 - conserved hypothetical protein
099 | MW2577 hypothetical protein
089 | Mw2578 hypothetical protein
0.97 | Mwas79 conserved thetical protein
118 | Mw2580 hypothetical protein, similar to ide methionine sulfoxide reductase
096 | MW2581 conserved hypothetical protein
090 | MW2582 | capC capsular polysaccharide biosynthesis, capC adaptation to atypical
098 | MW2583 | capB capsular polysaccharide biosynthesis, capB adaptation to atypical
0.87 Mw2584 . i
1.4t Mw2585
1.07 | Mw2586 intercellular adhesion protein A
1.06 | MW2587 intercellular adhesion protein D
1.10 | MwW2588 intercellular adhesion protein 8
1.26 | MW2589 intercellular adhesion protein C
095 | MW2530 triacylglycerol lipase precursor
0.96 | MW2591 histidine biosynthesis bifunctional protein HislE

cyclase-fike protein hisF




078 1.32 1.32 132 1.1 137 0.95 0.98 111 1.21 086 | MW2593 [thetical protein, similar to phosphoribos; formimino-5-aminoimidazole carboxamide ribg
140 | 142 | 411 | 149 | 104 | 412 | oot | 141 | 067 | MW2594 | hisH amidotransferase hisH
124 1 146 | 106 | 131 | 083 | 090 | 083 | 149 | 096 | MW2595 | hisB
134 | 135 | 105 | 157 | 080 | 105 | 098 | 114 | 1.05 | MW2596
136 | 127 | 103 | 137 | 083 | 103 | 108 | 126 | 084 | MW2597
129 | 143 | 141 | 147 | 106 | 094 | 099 | 119 | 085 | MW2598
144 | 120 | 085 | 427 | ©81 | 094 | 095 | 118 | 089 | Mw2599
107 | 120 | 086 | 145 | 083 | 095 | 103 | 147 | 1.1 | Mw2600 hypothetical protein
095 0.91 0.78 1.03 0.87 1.06 0.83 1.12 1.39 | MW2601 conserved hypothetical protein
113 092 071 0.95 085 093 | 068 | 1.20 1.40 | Mw2602 conserved hypothetical protein ;i transport/binding -
105 | 11 | 108 | 124 | o063 | 122 | 073 | 102 | 113 | mMw2603 hypothetical protein, simitar to cation ABC transporter “transport/binding:
120 | 105 | 097 | 093 | o8 | 02 | o071 | 118 | 1.09 | MW2603n hypothetical protein, similar to cation ABC transporter (ATP-binding protel) |- transport/bindifig
067 | 122 | o72 | 097 | 079 | oeo | 080 | 101 | 141 | MW2604 conserved hypotehtical pratein
0.99 1.10 0.86 1.02 079 0.88 0.80 1.09 0.97 | MW2605 conserved hypothetical protein
150 | 156 | 089 | 147 | 135 | 126 | 133 | 138 | 118 | Mw2606 conserved hypothetical protein
0s2 | o8 [55E 109 | 139 | 1144 | 10t | oss | ogr | Mw2s07 hypothetical protein :
139 | 154 | 108 | 108 | 1.1 084 | 104 | 124 | 093 | MW2608 | dm35 Drp35 cellwall_
1.06 1.29 092 0.85 1.18 0.88 1.18 1.05 098 | MW2609 conserved hypotehtical protein
1.03 118 0.87 0.77 1.01 0.84 110 1.00 100 | MW2610 pcp rolidone-carboxylate peptidase
1.05 | 180 112 | o079 | 130 | 143 | mMwee12 | can collagen adhesin precursor i
. 1227 186 1.1 | 129 | 142 | 143 | Mw2613 2-oxoglutarate/malate translocator homolog “transport/binding:-
083 | 106 | 092 | 085 099 | 094 | 090 | 100 | MW2616 hypothetical protein
098 | 126 | 149 | 089 . . 4 161 | 083 | 102 | 119 | Mw2617 hypothetical protein, similar to high-affinity nickel-transport protein transport/binding
0.92 1.48 147 112 132 1.56 1.04 1.70 084 055 099 | MW2618 hypothetical protein, similar to N-hydroxyarylamine O-acetyitransferase %W%ﬁ%ﬁ
0.88 1.15 0388 0.93 061 1.43 095 0.90 | MW2619 conserved hypothetical protein
087 | 127 | 109 | 120 | 143 | 108 1.07 | 003 | MW2620 | wvraD hypothetical protein, similar to ABC transporter i transport/binding
089 | 083 | 08 | 091 | 084 | 112 086 | 1.03 | MW2620n| vraD hypothetical protein, similar to ABC transporter {itransport/binding. -
o7 | 101 | s08 | 105 104 | 120 107 | 156 | Mwee2? hypothetical protein
074 | 143 | 115 | 116 | 105 | 129 106 | 124 | MW2622n hypothetical protein
124 | 051 091 072 | 066 |02 151 117 | MW2623 | cspB cold shock adaptation to atypical
104 | 079 | 080 | 101 | 12 | o080 070 | 144 | Mw2624
102 | 095 | 099 | 144 | 126 [ 122 087 | 097 | MW2625
089 | 066 | o067 | 00 | 0s0 | o077 068 | 085 | MW2626
091 | 103 | 110 | 102 | 105 | 142 1.00 | 086 | Mw2627
11 | 129 ] 108 | 121 | 142 | 138 089 | 081 | Mw2628 | gidB
0s5 | 137 | 121 | 105 | 148 | 151 1.02 | 080 | MW2629 | gidA b celiidivision
124 | 090 | 143 | o7 | 137 | 125 105 | 076 | MW2630 | thdF possible thiophene and furan oxidation protein
096 | 131 | 100 | 142 | 104 | 116 og8 | 084 | MW2631 | mpA ribonuclease P protein component N ifica
1.53 0.87 1.00 074 1.04 030 . 1.05 067 | MW2632 [ rpmH 508 ribosomal protein L34 \ it} i
157 | 100 | 079 | 066 | 098 | 023 o7z | oss | 1.02 | 1.02 | 063 | MW26320| rpmH 505 il 1 protein L34 otEleynthesiss |






