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o Al A

B 7]

A7 1

G E}-3)| 2 g}o] 2l (delta-hemolysin) (GenBank accession ID: NP_646776.1), WIS =&Y ¢ 2% vz x|
(immunoglobulin G binding protein precursor; SPA)(GenBank accession ID: NP_644899.1), &= -+ <l

2ZEA A AGA (staphylococcal enterotoxin A precursor)(GenBank accession ID: NP_646706.1), X|wkaz
(lipoprotein)(GenBank accession ID: NP_644901.1), IgG-ZA3 w2 & SBI(IgG-binding protein SBI)(GenBank
accession ID: NP_647158.1), &9 <A B(Clumping factor B)(GenBank accession ID: NP_647368.1),
AgrC(GenBank accession ID: NP_646779.1), orAlAle] 72 2 A} A(accessory gene regulator A)(GenBank
accession ID: NP_646780.1), <ehd fslo]=ZAIYA|(alanine dehydrogenase)(GenBank accession ID:
NP_646469.1), <2 =24¥ sl2utrdEWN2v A (ornithine carbamoyltransferase)(GenBank accession ID:
NP_645867.1), <y}-g|xelo]al A+A (Alpha-hemolysin precursor)(GenBank accession ID: NP_645861.1), E
o fstol=ag}elAl(threonine dehydratase)(GenBank accession ID: NP_646802.1), 3B g]:=A-ZAgH chalz
(fibrinogen-binding protein)(GenBank accession ID: NP_645581.1), 7Z}a}dlo]E 7]y (carbamate
kinase)(GenBank accession ID: NP_647370.2), o}27]d t]o]u|u}A](arginine deiminase)(GenBank accession
ID: NP_647373.1), ol27]d/e=24¥l olE]¥E|(arginine/oirnithine antiporter)(GenBank accession ID:
NP_647371.1), 2-3}o]=ZAJo| A= t]d}o]= 2 Al vbAl| (2-hydroxyacid dehydrogenase) (GenBank accession ID:
NP_647261.1), GroES ©¥l&(GroES protein)(GenBank accession ID: NP_646771.1), €-F% A} F=ZA
(Heat-inducible transcriptional repressor)(GenBank accession ID: NP_646351.1), GrpE %A (GrpE
protein (HSP-70 Cofactor HSP20))(GenBank accession ID: NP_646350.1), E]2 @ =4l 29 ElA|(thioredoxin
reductase)(GenBank accession ID: NP_645543.1), ¥ A#o|E ABC 4% ATP-ZA3 w2 (phosphate ABC
transporter ATP-binding protein)(GenBank accession ID: NP_646091.1), dAvtel wEl-&| 2 2lo] 4l (truncated
beta—hemplysin)(GenBank accession ID: NP_646757.1), <7}2}¢l E2~ulebA] 11 A A (alkaline phosphatase
III precursor)(GenBank accession ID: NP_647364.1), $dlokAl <tAAle] @A UreE(urease accessory
protein UreE)(GenBank accession ID: NP_647026.1), <$-#@llo}A] 7w} A BE-5Yl (urease gamma subunit)(GenBank
accession ID: NP_647023.1), <S-dlofA] <tAlALE] @ UreD(urease accessory protein UreD)(GenBank
accession ID: NP_647029.1), $-#obAl <FAAlE] ©¥ld  UreF(urease accessory protein UreF)(GenBank
accession ID: NP_647027.1), S-#llo}A] <3 A EFY(urease alpha subunit)(GenBank accession ID:
NP_647025.1), $-#lo}Al wWlE}l A E-5Y (urease beta subunit)(GenBank accession ID: NP_647024.1), ¥F73
o AMAME] ZE A} A(staphylococcal accessory regulator A)(GenBank accession ID: NP_645397.1), <$-zlo}A]
oFMAFE] @A UreG(urease accessory protein UreG)(GenBank accession ID: NP_647028.1), &5 ZH4k 3
Pask &y A& (respiratory nitrate reductase alpha chain)(GenBank accession ID: NP_647136.1), A4+
A &4 WEL A& narH(nitrate reductase beta chain narH)(GenBank accession ID: NP_647135.1), PTS A|
2®H FEA-Eo] [IBC FAAE(PTS system lactose-specific IIBC component)(GenBank accession ID:
NP_646933.1), <lE|Z5A1 €9} C A (enterotoxin type C precursor)(GenBank accession ID:
NP_645576.1), 2-olAxzddgolE g4 (2-isopropylmalate  synthase)(GenBank  accession  ID:
NP_646798.1), #AE-At g9 Eo] A ElA (ketol-acid reductoisomerase)(GenBank accession ID: NP_646797.1),
3-olAx2aEolE tslo|=glelA] & A B-FY(3-isopropylmalate dehydratase small subunit)(GenBank
accession ID: NP_646799.1), Elo}7l X A~w|o]E A d A~ (thiamin phosphate synthase (chain B))(GenBank
accession ID: NP_646831.1), 2-A% kg ZH A} (two-component response regulator)(GenBank accession ID:
NP_646641.1), ol EZHE 3 as A A EFY(acetolactate synthase large subunit)(GenBank
accession ID: NP_646795.1), TtTsto]=F A=At T]3}o]=2}ElAl(dihydroxy-acid dehydratase)(GenBank
accession ID: NP_646794.1), @9 thdA] AEA (capsular polysaccharide biosynthesis)(GenBank accession
ID:  NP_647401.1), g9 oA AP &4 Cap8C(capsular polysaccharide synthesis enzyme
Cap8C) (GenBank accession ID: NP_644941.1), T2 E/AHF-FFEHIE AIXE W= (proton/sodium—
glutamate symport protein)(GenBank accession ID: NP_647121.1), Cap8M(GenBank accession ID:
NP_644951.1), Cap8D(GenBank accession ID: NP_644942.1), Cap8E(GenBank accession ID: NP_644943.1),
Cap8B(GenBank accession ID: NP_644940.1), Cap8L(GenBank accession ID: NP_644950.1), Cap8N(GenBank
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accession ID: NP_644952.1), 2-4+%& AlA 3|=E]Y 7)uA](two—component sensor histidine kinase)(GenBank
accession ID: NP_646642.1) % Cap8P(GenBank accession ID: NP_644954.1)0. % o]Fo]zl oA AEE =
ool fd2 e A7 FAAVE ZYske 9 ds X3 FAEE S (Staphylococcus aureus) o] WEE
nto] Al WA Hdg vpolombA 2AE.

BT 2

|

dEl-3| Ze}o] 2l (delta-hemolysin) (GenBank accession ID: NP_646776.1), WF=2Ed ¢ 23 awd A
(immunoglobulin G binding protein precursor; SPA)(GenBank accession ID: NP_644899.1), E=/d3F
ZEA A ATA(staphylococcal enterotoxin A precursor)(GenBank accession ID: NP_646706.1), Xt
(lipoprotein)(GenBank accession ID: NP_644901.1), IgG-ZA3% @& SBI(IgG-binding protein SBI)(GenBank
accession ID: NP_647158.1), &9 <A B(Clumping factor B)(GenBank accession ID: NP_647368.1),
AgrC(GenBank accession ID: NP_646779.1), orAlAle] 72} ZZ A} A(accessory gene regulator A)(GenBank
accession ID: NP_646780.1), <&hd fslo]=2AIYA|(alanine dehydrogenase)(GenBank accession ID:
NP_646469.1), 24" stEntrdEN 52 A (ornithine carbamoyltransferase)(GenBank accession ID:
NP_645867.1), <3-g|®elo]al A 7-A (Alpha-hemolysin precursor)(GenBank accession ID: NP_645861.1), E
g 9o tjslo]=2}elA| (threonine dehydratase)(GenBank accession ID: NP_646802.1), ¥ H#:=A-ZA3 chulz
(fibrinogen-binding protein)(GenBank accession ID: NP_645581.1), Zha}do]E 7]y A|(carbamate
kinase)(GenBank accession ID: NP_647370.2), ©}27]d tjo]u|u}A](arginine deiminase)(GenBank accession
ID: NP_647373.1), ol=27]d/e=21Y¥l <olE]¥E(arginine/oirnithine antiporter)(GenBank accession ID:
NP_647371.1), 2-3fo]|== Ao A= t]dlo] = & A LbA| (2-hydroxyacid dehydrogenase)(GenBank accession ID:
NP_647261.1), GroES ©¥lZ(GroES protein)(GenBank accession ID: NP_646771.1), €-F% A} = A
(Heat-inducible transcriptional repressor)(GenBank accession ID: NP_646351.1), GrpE w¥=&(GrpE
protein (HSP-70 Cofactor HSP20))(GenBank accession ID: NP_646350.1), ElQ @54l 2 YElA|(thioredoxin
reductase)(GenBank accession ID: NP_645543.1), ¥ A#Ho|E ABC 4% ATP-ZA3 w2 (phosphate ABC
transporter ATP-binding protein)(GenBank accession ID: NP_646091.1), dAv% wWEl-3|Ze}lo] Al (truncated
beta-hemplysin)(GenBank accession ID: NP_646757.1), &7}&kel E2ubebA] [11 A-FA(alkaline phosphatase
11T precursor)(GenBank accession ID: NP_647364.1), $-dlo}Al <bAAbg] @uld UreE(urease accessory
protein UreE)(GenBank accession ID: NP_647026.1), <$-#lo}Al 7} M B {4 (urease gamma subunit)(GenBank
accession ID: NP_647023.1), $-#obAl <FAAlg] ©¥l&  UreD(urease accessory protein UreD)(GenBank
accession ID: NP_647029.1), $-#obAl <FAAlg] ©¥ld  UreF(urease accessory protein UreF)(GenBank
accession ID: NP_647027.1), <S-#lo}Al <3} A E-fFY(urease alpha subunit)(GenBank accession ID:
NP_647025.1), $-#lo}Al wWlE} A B4 (urease beta subunit)(GenBank accession ID: NP_647024.1), =
o oFAlARE] ZA A} A(staphylococcal accessory regulator A)(GenBank accession ID: NP_645397.1), $-@lo}Al
oFAAME] w1 UreG(urease accessory protein UreG)(GenBank accession ID: NP_647028.1), =& AAld 3

A& A o4y} Al (respiratory nitrate reductase alpha chain)(GenBank accession ID: NP_647136.1), ZAAFY
A as HE AFE narH(nitrate reductase beta chain narH)(GenBank accession ID: NP_647135.1), PTS A
28 gEA-Eo] [IBC TAAE(PTS system lactose-specific IIBC component)(GenBank accession ID:

NP_646933.1), <lE|ZEA €] C A (enterotoxin type C precursor)(GenBank accession ID:
NP_645576.1), 2-olAxm=ddolE A F A (2-isopropylmalate  synthase)(GenBank accession  ID:
NP_646798.1), AE-AF & E o] A e}A (ketol-acid reductoisomerase)(GenBank accession ID: NP_646797.1),
3-olAZ W olE tlsto]=glelAd] A8 M BHY(3-isopropylmalate dehydratase small subunit)(GenBank
accession ID: NP_646799.1), Elo}¥l ZEAFo|E A G A(thiamin phosphate synthase (chain B))(GenBank
accession ID: NP_646831.1), 2-A% Wk$ ZH =} (two-component response regulator)(GenBank accession ID:
NP_646641.1), oFAEZEHE A asr A AEFY(acetolactate synthase large subunit)(GenBank
accession ID: NP_646795.1), TtTsto]=F A=At T]3}o]|=g}ElAl(dihydroxy-acid  dehydratase)(GenBank
accession ID: NP_646794.1), @9 thdA] AEA (capsular polysaccharide biosynthesis)(GenBank accession
ID:  NP_647401.1), g9 oA AP &4 Cap8C(capsular polysaccharide synthesis enzyme
Cap8C)(GenBank accession ID: NP_644941.1), E2E/AF-ZFFEMoE AFXE A (proton/sodium-
glutamate symport protein)(GenBank accession ID: NP_647121.1), Cap8M(GenBank accession ID:
NP_644951.1), Cap8D(GenBank accession ID: NP_644942.1), Cap8E(GenBank accession ID: NP_644943.1),
Cap8B(GenBank accession ID: NP_644940.1), Cap8L(GenBank accession ID: NP_644950.1), Cap8N(GenBank
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accession ID: NP_644952.1), 2-4+%& AlA 3|=E]Y 7)uA](two—component sensor histidine kinase)(GenBank

accession ID: NP_646642.1) % Cap8P(GenBank accession ID: NP_644954.1)0. % o]Fo]zl oA AEE =

 olide] fHztel| BolHog Adele ZaRH, 7| FAAE FESr] 9% Zgeln, A7 fHAF 2Y
]

e}

Sk @il Hol¥ oz HAilsle A Ev Ay Wi Bl Aj ®HlS zte JEHEE XFeeE
S} 5 = ok (Staphylococcus aureus)®] Wrzmpo]lxl A gk 71 E.
A7 3

A2dd 9dojA, A7) J|EE RT-PCR 7]E, DNA H 7|E E£E dild 3 7|EQ AL EHoR 3= FAxES

(Staphylococcus aureus)2] WraEmpolAl YA gk 71 E,
A7 4

AAZEY  E2gd AESH AszHE  de-s|REe]Xl(delta-hemolysin) (GenBank  accession  ID:
NP_646776.1), WIF=EE G # ol A A (immunoglobulin G binding protein precursor;
SPA) (GenBank accession ID: NP_644899.1), EZXA4 AE|E2E4A A A -A|(staphylococcal enterotoxin A
precursor)(GenBank  accession ID: NP_646706.1), A<t¥ & (lipoprotein)(GenBank accession ID:
NP_644901.1), IgG-ZA3% wr& SBI(IgG-binding protein SBI)(GenBank accession ID: NP_647158.1), &3
212} B(Clumping factor B)(GenBank accession ID: NP_647368.1), AgrC(GenBank accession ID: NP_646779.1),
orAAte] AR ZHAF Aaccessory gene regulator A)(GenBank accession ID: NP_646780.1), <&hd tls}o]
=2 AYAl(alanine dehydrogenase)(GenBank accession ID: NP_646469.1), 2L E2YE F}E2rIRYE A A0 A
(ornithine carbamoyltransferase)(GenBank accession ID: NP_645867.1), <ub-3|=glo]al A+ (Alpha-
hemolysin  precursor)(GenBank accession ID: NP_645861.1), Edeyd  t]slo]|=2}elA|(threonine
dehydratase)(GenBank  accession  ID: NP_646802.1), B w-A-4% @A (fibrinogen-binding
protein)(GenBank accession ID: NP_645581.1), Za}w|o]E Z|ubAl|(carbamate kinase)(GenBank accession ID:
NP_647370.2), o}27]d tjo]u Al (arginine deiminase)(GenBank accession ID: NP_647373.1), o}l27]d/o =2
Y®l olE]¥E{(arginine/oirnithine antiporter)(GenBank accession ID: NP_647371.1), 2-3}o]=Z Ao A= T
o] = 2 AlLbA| (2-hydroxyacid dehydrogenase)(GenBank accession ID: NP_647261.1), GroES w2 (GroES
protein)(GenBank accession ID: NP_646771.1), <-#% A} @ Z# A (Heat-inducible transcriptional
repressor)(GenBank accession ID: NP_646351.1), GrpE e & (GrpE protein (HSP-70 Cofactor
HSP20))(GenBank accession ID: NP_646350.1), E|Q#dE4  2YEFA(thioredoxin reductase)(GenBank
accession ID: NP_645543.1), X2 o]E ABC 4% ATP-Z3 w9l (phosphate ABC transporter ATP-binding
protein)(GenBank accession ID: NP_646091.1), Awt® WEl-3]|=go]l I (truncated beta-hemplysin)(GenBank
accession ID: NP_646757.1), &7}eFel E~ulebA| 111 A-+A(alkaline phosphatase 111 precursor)(GenBank
accession ID: NP_647364.1), $-#obAl <FAAlg] ©@¥ld  UreE(urease accessory protein UreE)(GenBank
accession ID: NP_647026.1), <$-#lo}Al Zw} A EfY(urease gamma subunit)(GenBank accession ID:
NP_647023.1), S-#llobAl otAlAlg] @& UreD(urease accessory protein UreD)(GenBank accession ID:
NP_647029.1), S-#llobAl <tAlAle] @& UreF(urease accessory protein UreF)(GenBank accession ID:
NP_647027.1), $-zlobAl &3} B -FYl (urease alpha subunit)(GenBank accession ID: NP_647025.1), $-dlo}A]
e} B (urease beta subunit)(GenBank accession ID: NP_647024.1), EFATo <AALg] =4zt
A(staphylococcal accessory regulator A)(GenBank accession ID: NP_645397.1), <$-@lo}A] otAlAlg] oz
UreG(urease accessory protein UreG)(GenBank accession ID: NP_647028.1), && AAYE sdasr Uy A&
(respiratory nitrate reductase alpha chain)(GenBank accession ID: NP_647136.1), A 3t&k HEt
A} narl(nitrate reductase beta chain narH)(GenBank accession ID: NP_647135.1), PIS A2 FEA-E
o] TIBC T+AIAE(PTS system lactose-specific IIBC component)(GenBank accession ID: NP_646933.1), <]
2ZEA BY C AT A (enterotoxin type C precursor)(GenBank accession ID: NP_645576.1), 2-o]A~ =gt
HolE A& (2-isopropylmalate synthase)(GenBank accession ID: NP_646798.1), Al=-4F g@lg&Eo|Aim g}
Al (ketol-acid reductoisomerase)(GenBank accession ID: NP_646797.1), 3-o]AX2A L o]E t]slo]=a}E}A|
& M B4 (3-isopropylmalate dehydratase small subunit)(GenBank accession ID: NP_646799.1), E]o}wl

10
il

%

F

X2 o]E A G (thiamin phosphate synthase (chain B))(GenBank accession ID: NP_646831.1), 2-AJ& ut
& ZAA}(two-component response regulator)(GenBank accession ID: NP_646641.1), olA|EZHo|E A&

24 A B4 (acetolactate synthase large subunit)(GenBank accession ID: NP_646795.1), T]3}o]|=ZA]-
t]3to] =2}ElAl (dihydroxy-acid dehydratase)(GenBank accession ID: NP_646794.1), &% oA A

oX 2 b
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(capsular polysaccharide biosynthesis)(GenBank accession ID: NP_647401.1), @9 tidA] A a4
Cap8C(capsular polysaccharide synthesis enzyme Cap8C)(GenBank accession ID: NP_644941.1), T 2&/AF-

SFEMOlE AZE A (proton/sodium-glutamate symport protein)(GenBank accession ID: NP_647121.1),
Cap8M(GenBank accession ID: NP_644951.1), Cap8D(GenBank accession ID: NP_644942.1), Cap8E(GenBank
accession ID: NP_644943.1), Cap8B(GenBank accession ID: NP_644940.1), Cap8L(GenBank accession ID:
NP_644950.1), Cap8N(GenBank accession ID: NP_644952.1), 2-Al% AlA 3]~Eld 7)yAl (two-component
sensor histidine kinase)(GenBank accession ID: NP_646642.1) % Cap8P(GenBank accession ID:
NP_644954.1) 0.2 o] Fo|xl oA A¥E= skt o] FHAe mRNA B +F e A7 §F3A7F Z9ste
el By FES A3 oAl 2

=

N
e

o

i

A7) HAAS mRNA BE £F EE 7] FAA7E 298 vl

Z sl A E T (Staphylococcus aureus) ] Wksmlo]Al A

i
1o

s} Hashs 9AS

FN
tio
=
ol

o
i

O+

W

HoF

Aldgtol] oA, A7l FHAY] mRNA HE FF B A7) AR Z9ste dide] 3y S gx2a
sk Al A, A dEl-3| Eelo] Al (delta-hemolysin) (GenBank accession ID: NP_646776.1), WIS =
24 ¢ 2% odwd A (immunoglobulin G binding protein precursor; SPA)(GenBank accession ID:
NP_644899.1), E=A+4 AME]Z5E2 A A-+A(staphylococcal enterotoxin A precursor)(GenBank accession
ID: NP_646706.1), A<= (lipoprotein)(GenBank accession ID: NP_644901.1), IgG-A% =z SBI(I1gG-
binding protein SBI)(GenBank accession ID: NP_647158.1), &9 <} B(Clumping factor B)(GenBank
accession ID: NP_647368.1), AgrC(GenBank accession 1ID: NP_646779.1), <tAlAle]l #4dx =4x}
A(accessory gene regulator A)(GenBank accession ID: NP_646780.1), <&Ehd t]slo]==Z A }A(alanine
dehydrogenase) (GenBank  accession  ID: NP_646469.1), <L 24"l Jl2utrdEMN~H A (ornithine
carbamoyltransferase)(GenBank accession ID: NP_645867.1), <al-&®e}o]lil  #7-A(Alpha-hemolysin
precursor)(GenBank accession ID: NP_645861.1), E# <Y t]3lo]=2}ElA|(threonine dehydratase)(GenBank
accession ID: NP_646802.1), I HZx=7Z-ZA3 A (fibrinogen-binding protein)(GenBank accession ID:
NP_645581.1), ZHi}lH]o]E 7]uAl(carbamate kinase)(GenBank accession ID: NP_647370.2), o}27]d tjo]u|i}
Al (arginine deiminase) (GenBank accession ID: NP_647373.1) ol27|d/e2H QFE] L EH
(arginine/oirnithine antiporter)(GenBank accession ID: NP_647371.1), 2-3}o]=FAJoAl= U]dto]| =2 AL}
A (2-hydroxyacid  dehydrogenase)(GenBank  accession ID: NP_647261.1), GroES A (GroES
protein)(GenBank accession ID: NP_646771.1), <E-f% A} 2 =Z# A (Heat-inducible transcriptional
repressor)(GenBank accession ID: NP_646351.1) % GrpE ©@®A(GrpE protein (HSP-70 Cofactor
HSP20) ) (GenBank accession ID: NP_646350.1)% o]&Fo]xl = 3y o] F-AAFe] mRNA 2 S
T Y] §AAE 29 E”’“Z‘Q] e o] dEeRy e Bd 2EEA dkEmvte)al A A

I 5 J

3L
(Staphylococcus aureus)?] HkzEwlo]lal WAd-& #Hs)

)
Hl Al
=5
=y
fon i =

Aagre] QolAl, 7] SAAS] nRNA BE FE
Hlashks  wAlelA, A Eledsa
3 P-

v 7 FAAE ZdeteE wdnde dd S gxay
ERAl(thioredoxin  reductase)(GenBank  accession  ID:
NP_645543.1), XXAHo]E ABC F% AT st oWz (phosphate ABC  transporter  ATP-binding
protein)(GenBank accession ID: NP_646091.1), Hydt® wEl-g|Zelo] Al (truncated beta-hemplysin)(GenBank
accession ID: NP_646757.1), <7bgpel E~ubebA] 111

accession ID: NP_647364.1), S-dllotAl otAlAle] ©d  UreE(urease accessory protein UreE)(GenBank
accession ID: NP_647026.1), <$-#o}A v} HHTr/\(urease gamma subunit)(GenBank accession ID:
NP_647023.1), S-dloAl <oFAlAle] @9l UreD(urease accessory protein UreD)(GenBank accession ID:
NP_647029.1), S-dlotAl oFAlAleg] ©@9lA UreF(urease accessory protein UreF)(GenBank accession ID:
NP_647027.1), $-#lobAl &3} A H {4 (urease alpha subunit)(GenBank accession ID: NP_647025.1), $-@lo}A]|
WEl A B3 (urease beta subunit)(GenBank accession ID: NP_647024.1), EFA7¢ ofAAMY ZdEzt
A(staphylococcal accessory regulator A)(GenBank accession ID: NP_645397.1), <$-dlo}Al olAlAle] w2
UreG(urease accessory protein UreG)(GenBank accession ID: NP_647028.1), &5 A4 ddasr 4y A&

{? d|(alkaline phosphatase III precursor)(GenBank
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(respiratory nitrate reductase alpha chain)(GenBank accession ID: NP_647136.1), ZHAtE sda 4 wE}
A}% narli(nitrate reductase beta chain narH)(GenBank accession ID: NP_647135.1), PTS A]Z=H) é,‘fEi:—:;
o] TIBC A4 (PTS system lactose-specific IIBC component)(GenBank accession ID: NP_646933.1), <lE|
Z2E2 By C AFAl(enterotoxin type C precursor)(GenBank accession ID: NP_645576.1), 2-o|AX=2dd
dolE A a4 (2-isopropylmalate synthase)(GenBank accession ID: NP_646798.1), #AE-At ﬂ‘:ﬂ.io]ifﬂa‘r
A (ketol-acid reductoisomerase)(GenBank accession ID: NP_646797.1), 3-o]AXZH A o]E U]3}o] =a}ElA]
25 A BHY(3-isopropylmalate dehydratase small subunit)(GenBank accession ID: NP_646799.1), FJOP:”
¥29o]E 4 & (thiamin phosphate synthase (chain B))(GenBank accession ID: NP_646831.1), 2-4 &
S ZZ A} (two-component response regulator)(GenBank accession ID: NP_646641.1), o}A|Eg e o] E J"éi
2}x] B4 (acetolactate synthase large subunit)(GenBank accession ID: NP_646795.1), T]3}lo]==A]-

t]slo] =2} ebAl (dihydroxy-acid dehydratase)(GenBank accession ID: NP_646794.1), @9 oA AX
(capsular polysaccharide biosynthesis)(GenBank accession ID: NP_647401.1), &Y oA AHH &4
Cap8C(capsular polysaccharide synthesis enzyme Cap8C)(GenBank accession ID: NP_644941.1), X2 &/ F-
SZE | o]E AXE A (proton/sodium—glutamate symport protein)(GenBank accession ID: NP_647121.1),

Cap8M(GenBank accession ID: NP_644951.1), Cap8D(GenBank accession ID: NP_644942.1), Cap8E(GenBank
accession ID: NP_644943.1), Cap8B(GenBank accession ID: NP_644940.1), Cap8L(GenBank accession ID:
NP_644950.1), Cap8N(GenBank accession ID: NP_644952.1), 2-AE AA 3|2EYW 7)yAl (two-component
sensor histidine kinase)(GenBank accession ID: NP_646642.1) % Cap8P(GenBank accession ID:
NP_644954.1)& o] Fo]x oA Melys shub oA 422 mRNA W38 & TE A7) f1x7 mdstsE o
el Wy o] gRxvRt A Ul 2y vhamateldl Uiy 3
HshE A Z E ok (Staphylococcus aureus) ] ¥rEmpolAl A S ¥

O_u F.L” l">’ -rt

I W

ke

=4 (Staphylococcus aureus) o2

.

e
ol

]_

mlo
«

A7 7

A4l glolA, 7] mRNA Wd F2S ZAH3 = WS RI-PR, 242 RI-PCR(Compet itive RT-PCR), 43417k
RT-PCR (Real-time RT-PCR), RNase H3Z 4

W (RPA; RNase protection assay), =% &3"® (Northern
blotting) @ DNA FOo=& o]Folxd Fo|a Hey ol sh}E o]fet= AL EAOR o= FUFTLEUF
(Staphylococcus aureus)?] HrzujolAl A& B W,

A7 8

A4zlol oA, A7) gz Wy £ES A WS 9 A~8 Bk ELISA(enzyme linked immunosorbent
asay), AW GEA (Radioimmunoassay; RIA), WAPHSEAMA (radioimmunodiffusion), QL $-IFHZY
(Ouchterlony) W9 x4, 2ZA0]E(rocket) WIH7IGdE, AW wgxdsd E*#‘%ﬂ
(Immunoprecipitation assay), HEAZAEWH (Complement Fixation Assay), FACS @ ¢z oz o]F

H
ol A ’dE—'.JEL AL s ol &t AS 5AHo=2 s XA (Staphylococcus aureus) ‘:‘P:’U}OV\]

gy o] g

7] & & oF

E oabw o A8 ¢ ek (Staphylococcus aureus)oll Al ¥kswlo] Al (vancomycin) WA frbel olsle] A wE
of zolE Mol FHATES FHsla, o|FA FRE FHATLS TS wrEnfelx WA kg o] owmt
7 248 9 o]F o] &3 A 7|Eo| #3t Aot}

W g ] &

1940 2o AU A-e] HE el =g= %/\]Oﬂt oo AT At (Staphylococcus aureus)< HUA
el Ao, 19419 ERE 35 Ay %3] S7kske] 1950 Hiel= ol 60% ]
A 2 94t (Staphylococcus aureus)©] ¥Ud ™ 33 & ARz flstel i wEdR
(methicillin)o] 1960\dXEo] ZEJE o} 1961 =R E]él% lﬂ" FA L= (Methicillin-resistant
S. aureus; MRSA)°o] &&st7] AlZHT. 1970-80d tholl A A A | ogh Wl zhdol #iks o] nbaint
o4l (vancomycin)o] el A FH A AEE AT, FH, 1996% Eoﬂ% ABolA wkambol il T3 A
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=

E =4 (vancomycin-intermediate S. aureus; VISA)O] A& WAF S ow, 2002 E ul=ooA wrznlo]2l
A=A A E =A< (Vancomycin-resistant S, aureus; VRSA)o] HEE HIFJCH AT =LA(S.
aureus)ell g Rksimpo]xlef MIC A 7]ES vh&3 2vh. vbamto] el gk MIC7F 2 mg/L olahel A=k
T (S. aureus)E #HTA ﬂ—zr(vancomycin—sensmlve S. aureus; VSSA)o|iL, 4-8 mg/LS S7HWA 5 (VISA)o]
9, 16 mg/L °]%> % Ul w5 (VRSA) ]t}

A wrmwpolAl WA HFE AEFSY] HaAE vl$ol-AH] Bl AE(Bauer-Kirby test), MIC(minimal

inhibitory concentration) i PCRY So] o]&Hx =d, vyx== @*}mo]ﬂ'ﬂg— Egle vhg-o]-AH] HZ
EE 5#3EWMuller Hinton) e HiA| fol Aol v wigd s HES =, AV 50 A& d=aE
Fol L F9ol A= AASe AVIE FAAA ] digh At MAAS SA 3= WReltk. NMICE FAAE 4

S AAste], Aol A4S oA 98 24

_-_24 =4 zs]/ﬂg Trg]%oﬂ %1%4?_ k_4 xﬂi’-o ‘6——]_—’ }Hz]— 041-?_
= & ojt}. PCRS WA &4 }Oﬂ Eolfon ZAgste ZglolwE AL&3}o]

FTHEREGo] dojub= A o] ARE WA AR EA4 04 F& A%t ey, FHe] wrawto] el dig
WA B3 BHES Azt Wol AY Wk ofuzt, ALE WP ol HFste] @i thEge] ARE A&sA A
AbE =

= A

dh= dl 2 ofgRol
g, F=a7fS3] 10-2001-0022777 %= WhEpolAl WA S A% 48 B4 EC #3 AomA, u
sivpolale]l g WS 7= wFE Ads] A8 fd¥ BAVIE 9 A7) BAVIEE ARESte] ubavto]
Aol tig WS 7= e Addsks el wal fAEe] QAR 2] A EEdatel A yhavto]
A Al 9atel wE AolE Hol faAwel i AT wlvt

2 mlo]a 2o # o] (microarray) wAS Eoto] FMEE LA Hhawlo]4l (vancomycin) Ul
HE FAATES SHEElaL, o]5S o] &3te] Himmlo]Al(vancomycin) WATS Ao 4 =
A

2
=2
o
e
£
:10 ol

T

[e]
= [e)
ANze AR B S5 S8 B wEe el

uhg o] o2 228 ¥ ok (Staphylococcus aureus)?] wWEEmlolAl WA Ak F|EES A|Fdh= ol 9

g o] It E EALe skl = ok (Staphylococcus aureus)] WhEwlolAl WAlS A= WS AEs)
9

A7 BAHS gAsy] fsted, 2 w2 dE-d kel Xl (delta-hemolysin) (GenBank  accession  ID:
NP_646776.1), wWIZFzEA ¢ A% ¥z AA(immunoglobulin G binding protein precursor;
SPA) (GenBank accession ID: NP_644899.1), ¥4 <SlE|ZEA A A A (staphylococcal enterotoxin A
precursor)(GenBank  accession ID: NP_646706.1), X|wtul & (lipoprotein)(GenBank accession  ID:
NP_644901.1), 1gG-ZA3% w& SBI(IgG-binding protein SBI)(GenBank accession ID: NP_647158.1), =%
212} B(Clumping factor B)(GenBank accession ID: NP_647368.1), AgrC(GenBank accession ID: NP_646779.1),
oFAAE] FAAE ZH A Aaccessory gene regulator A)(GenBank accession ID: NP_646780.1), &ehd tlslo]
=2 AYAl(alanine dehydrogenase)(GenBank accession ID: NP_646469.1), L E2YEl 7}2rIRYE W0 2HA)
(ornithine carbamoyltransferase)(GenBank accession ID: NP_645867.1), <ul-3|&elo]al A A (Alpha-
hemolysin  precursor)(GenBank accession ID: NP_645861.1), Edeoyd  t]slo]|=2}elA|(threonine
dehydratase)(GenBank  accession  ID: NP_646802.1), JHge=A-243 WA (fibrinogen-binding
protein) (GenBank accession ID: NP_645581.1), Z}u}=|o]E Z]ubA](carbamate kinase)(GenBank accession ID:
NP_647370.2), o}27]d tjo]n|uA|(arginine deiminase)(GenBank accession ID: NP_647373.1), o}l=27]d/Q2 =
Y®l o] ¥ E{(arginine/oirnithine antiporter)(GenBank accession ID: NP_647371.1), 2-3}o]|=FA|o|A= T
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o] = 2 A UbA| (2-hydroxyacid dehydrogenase)(GenBank accession ID: NP_647261.1), GroES %2 (GroES
protein)(GenBank accession 1D: NP_646771.1), A-% Al = A (Heat-inducible transcriptional
repressor)(GenBank  accession ID: NP_646351.1), GrpE ©®&(GrpE protein (HSP-70  Cofactor
HSP20))(GenBank accession ID: NP_646350.1), €Ele#=4 @ YelAl(thioredoxin reductase)(GenBank
accession ID: NP_645543.1), ¥2¥o]E ABC 4% ATP-Z3% W& (phosphate ABC transporter ATP-binding
protein)(GenBank accession ID: NP_646091.1), dt® wE}-d|=2}o]4l(truncated beta~hemplysin)(GenBank
accession I1D: NP_646757.1), <7}2}Ql ¥29bebA] 111 A A (alkaline phosphatase 111 precursor)(GenBank
accession ID: NP_647364.1), S-zlobAl <tMAle] @A UreE(urease accessory protein UreE)(GenBank
accession ID: NP_647026.1), <$-@o}A]l Zwl A E-fY(urease gamma subunit)(GenBank accession ID:
NP_647023.1), $-#lobA] <FAAE] @il UreD(urease accessory protein UreD)(GenBank accession ID:
NP_647029.1), <$-#lolA] <FAAE] @il UreF(urease accessory protein UreF)(GenBank accession ID:
NP_647027.1), $-dlotA] &3} A B4 (urease alpha subunit)(GenBank accession ID: NP_647025.1), <$-z|o}A|
e} A HfY(urease beta subunit)(GenBank accession ID: NP_647024.1), X573+ <AAE] Z24dAE
A(staphylococcal accessory regulator A)(GenBank accession ID: NP_645397.1), <$-@lo}A] olAAlg] iz
UreG(urease accessory protein UreG)(GenBank accession ID: NP_647028.1), &% AAr9] sAF A <dul Al
(respiratory nitrate reductase alpha chain)(GenBank accession ID: NP_647136.1), @At U435 i HE
A}& narH(nitrate reductase beta chain narH)(GenBank accession ID: NP_647135.1), PTS A]2&H] SEX-E
o] TIBC A4 (PTS system lactose-specific IIBC component)(GenBank accession ID: NP_646933.1), <lE|
ZE2 €] C A+ Al(enterotoxin type C precursor)(GenBank accession ID: NP_645576.1), 2-o|AX2dd
dolE A a4 (2-isopropylmalate synthase)(GenBank accession ID: NP_646798.1), A&-AF g &Eo]Aunz}
Al (ketol-acid reductoisomerase)(GenBank accession ID: NP_646797.1), 3-o]AX2A L o]E t]slo]=glE}A|
25 A B4 (3-isopropylmalate dehydratase small subunit)(GenBank accession ID: NP_646799.1), EJo}ql
EZAWo]lE A4 @ (thiamin phosphate synthase (chain B))(GenBank accession ID: NP_646831.1), 2-Al&
5 ZH A (two-component response regulator)(GenBank accession ID: NP_646641.1), o}HEZHOE T as
Z}4] M B Y (acetolactate synthase large subunit)(GenBank accession ID: NP_646795.1), t]d}o]=FAl-Ak
t]slo] =2} ebAll (dihydroxy-acid dehydratase)(GenBank accession ID: NP_646794.1), 9 oA ATA
(capsular polysaccharide biosynthesis)(GenBank accession ID: NP_647401.1), &9 o3 AgAH ah
Cap8C(capsular polysaccharide synthesis enzyme Cap8C)(GenBank accession ID: NP_644941.1), X 2&/AF-
SFEYo]E A X E thilA (proton/sodium-glutamate symport protein)(GenBank accession ID: NP_647121.1),
Cap8M(GenBank accession ID: NP_644951.1), Cap8D(GenBank accession ID: NP_644942.1), Cap8E(GenBank
accession ID: NP_644943.1), Cap8B(GenBank accession ID: NP_644940.1), CapS8L(GenBank accession ID:
NP_644950.1), Cap8N(GenBank accession ID: NP_644952.1), 2-A% AlA 3]~Ed 7]YA(two-component
sensor histidine kinase)(GenBank accession ID: NP_646642.1) % Cap8P(GenBank accession ID:
NP_644954.1) 0.2 o] Fox] wol|x HeE = 3l o] Fxar e 7] A7 2dete dilds x33he
3

A 3=kt (Staphylococcus aureus) ] Whazvpo]al WA ek nlolemtr 24 &S A& ).

EF, 2 O ATIA AFT skt ol el FHAe] Soldoer Al ZTrv, A7 FAAE SF6
A5 Lojoln, A7 fAAIt mYHE wude] Soldow Agshs P4 wi 7] wudd] SojHel A%
T=ide e HE=E ¥gsls B E = (Staphylococcus aureus)2] wkFwmlolal WA gk 71 EE AEg
o}, A7) 7]EE RT-PCR 7]1E, DNA 3 71E & @A 3] 7|Ec)x|ul, o]d A= 2L ot}

7] "Eetelu' e e A 3-Th k8] (free 3' hydroxyl group)E VHAE A DR ARAQ HEY
ol E(template)9t @713 AT & A HIEUlE 7HH HARS AT A APomA Zgete Fe ARt
AMEE 2FT. Zoolve AEE 458 B 2EolA FINSS A AR, DNA ZEHEA == A
AbEZ) B AelRl 4 THA 9] gl eAtelE B2 A o]ES] EA stellA DNA @4E JIAE 4 Slvk PR =
A, Al B tE Al Zeholm o] dol= gy Alel FAE 7l wet Ads] ded 5 Sl

7] "ERBE"= mRNAS] SolHom AdE olE ¢ 9l

iy
8
X
il

F g7l WA e S Aol Ages
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RNA = DNA 5] Siab e & ofulein] ghigEof gloiM 54 mRNASl A1 i, wdds FAd 5 3l
ZgBPE 2YuFEdYdeEol=(oligonucleotide) EEH, 3] DNA(single strand DNA) =&
DNA(double strand DNA)SZZH  RNA T 2B =9 & AztE $ rt. 2 Zz28e HMa 2 543 =4

2 Za Vs Eokell wAE Vel whel Ads] dEE 4 Sl

W, 9 296 el ANHE SolHe 39
3 meeE zhe = Aec 2hs) A4 2 24e FAE 2 AAT I
A7 ohd @A BAel N)eA we wgar. @A Bae] 254 vuold Aok d A% /¥e
o)

A2 77) ool obmlwl, wigrAsAE 9 A ool ohulmit, 1

A7) "HEl =g 2438 A FRE A &
= A

gk, oAy HAARRE 2yd AESHH A5E25E dEl-s Rabo]al(delta-hemolysin) (GenBank accession
ID: NP_646776.1), WHYIZEH ¢ ZF Tz A (immunoglobulin G binding protein precursor;
SPA) (GenBank accession ID: NP_644899.1), EZXA14 AE|E2E21 A A T-A|(staphylococcal enterotoxin A
precursor)(GenBank  accession ID:  NP_646706.1), A©t¥ & (lipoprotein)(GenBank accession  ID:
NP_644901.1), IgG-ZA3% wra SBI(IgG-binding protein SBI)(GenBank accession ID: NP_647158.1), &%
212} B(Clumping factor B)(GenBank accession ID: NP_647368.1), AgrC(GenBank accession ID: NP_646779.1),
oFAAtE] FAAE ZH A} Aaccessory gene regulator A)(GenBank accession ID: NP_646780.1), &ehd tjs}o]
=2 AA (alanine dehydrogenase)(GenBank accession ID: NP_646469.1), 2LE2UE 7}2ulRdE d v 2hA]
(ornithine carbamoyltransferase)(GenBank accession ID: NP_645867.1), <ul-3s|&elo]al H-+A](Alpha-
hemolysin  precursor)(GenBank accession ID: NP_645861.1), Ed ey  tjslo]=z}e}A|(threonine
dehydratase)(GenBank  accession  ID: NP_646802.1), B w=A-4% @A (fibrinogen-binding
protein)(GenBank accession ID: NP_645581.1), Z7a}lw|o]E Z|ubAl|(carbamate kinase)(GenBank accession ID:
NP_647370.2), o}27]d tjo]n| Al (arginine deiminase)(GenBank accession ID: NP_647373.1), o}l27|d/o =2
UEl <¢FE]¥E (arginine/oirnithine antiporter)(GenBank accession ID: NP_647371.1), 2-3}o]=F A A= T
Stol =2 AlYAl (2-hydroxyacid dehydrogenase)(GenBank accession ID: NP_647261.1), GroES %A (GroES
protein)(GenBank accession ID: NP_646771.1), <E-f% A} ] Z# A (Heat-inducible transcriptional
repressor)(GenBank accession ID: NP_646351.1), GrpE @& (GrpE protein (HSP-70  Cofactor
HSP20))(GenBank accession ID: NP_646350.1), FE]2#54 ] YElA|(thioredoxin reductase)(GenBank
accession ID: NP_645543.1), X3 o]E ABC 4% ATP-Z3 ©¥l& (phosphate ABC transporter ATP-binding
protein)(GenBank accession ID: NP_646091.1), Awt® wWE}-3|=go] I (truncated beta-hemplysin)(GenBank
accession ID: NP_646757.1), &7}e}el EA9lebA] 111 A4 (alkaline phosphatase III precursor)(GenBank
accession ID: NP_647364.1), $-#opAl <FAAlg] ©@¥ld  UreE(urease accessory protein UreE)(GenBank
accession ID: NP_647026.1), S-#llo}Al zvl A Ef(urease gamma subunit)(GenBank accession ID:
NP_647023.1), <$-dlokAl <talAle] ©d UreD(urease accessory protein UreD)(GenBank accession ID:
NP_647029.1), S-ello}A] o}AlAl2] ¥l UreF(urease accessory protein UreF)(GenBank accession ID:
NP_647027.1), $-dlo}A] &3} B {3 (urease alpha subunit)(GenBank accession ID: NP_647025.1), $-glo}A)|
e} B H (urease beta subunit)(GenBank accession ID: NP_647024.1), EFATo <AAY] =4zt
A(staphylococcal accessory regulator A)(GenBank accession ID: NP_645397.1), <$-@lo}A] olAlAlg] vz
UreG(urease accessory protein UreG)(GenBank accession ID: NP_647028.1), && AAYE sdasr Uy A&
(respiratory nitrate reductase alpha chain)(GenBank accession ID: NP_647136.1), A 3t99ak HEt
Al narH(nitrate reductase beta chain narH)(GenBank accession ID: NP_647135.1), PIS A2 FEA-E
o] TIBC TAAE(PTS system lactose-specific IIBC component)(GenBank accession ID: NP_646933.1), <lE|
ZEA B9 C HA+A(enterotoxin type C precursor)(GenBank accession ID: NP_645576.1), 2-o]AX =zt
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Jo]E A & (2-isopropylmalate synthase)(GenBank accession ID: NP_646798.1), #AE-AF g4 Eolina}
Al (ketol-acid reductoisomerase)(GenBank accession ID: NP_646797.1), 3-o]AX2I L o]E t]slo]=glE}A|
28 A B FY(3-isopropylmalate dehydratase small subunit)(GenBank accession ID: NP_646799.1), E]o}wl
E2d|o]E @A @A (thiamin phosphate synthase (chain B))(GenBank accession ID: NP_646831.1), 2-A& Ht
Z A 2}F(two-component response regulator)(GenBank accession ID: NP_646641.1), o}X|EZE|0|E A&
2}4] M HBfY (acetolactate synthase large subunit)(GenBank accession ID: NP_646795.1), T]&}o]=%&
tjslol=2}ebA] (dihydroxy-acid dehydratase)(GenBank accession ID: NP_646794.1), g% uvda] ATx
(capsular polysaccharide biosynthesis)(GenBank accession ID: NP_647401.1), @9 tidA] A a4
Cap8C(capsular polysaccharide synthesis enzyme Cap8C)(GenBank accession ID: NP_644941.1), T2 &/AF-
FFEHolE AXE A (proton/sodium-glutamate symport protein)(GenBank accession ID: NP_647121.1),
Cap8M(GenBank accession ID: NP_644951.1), Cap8D(GenBank accession ID: NP_644942.1), Cap8E(GenBank
accession ID: NP_644943.1), CapS8B(GenBank accession ID: NP_644940.1), Cap8L(GenBank accession ID:
NP_644950.1), Cap8N(GenBank accession ID: NP_644952.1), 2-AE AA 3|~EYW 7)yA (two—component
sensor histidine kinase)(GenBank accession ID: NP_646642.1) 2 Cap8P(GenBank accession ID:
NP_644954.1) 0.2 o] Fo|xl ellAl Aels= skt o] 429 nRNA 8 5 Ee 7] 327 293

s WA % A7) SR iR BE S EE 7] S8R aPes gude
= 3

oo [ |

>
|
o, 2 b or

[

g de] Wy 3 =
e 2 2oy vusts GAE 28k FA E = (Staphylococcus aureus) 9] WhEwRol Al WA S
R e Eia=

=]

BAAE, A7 FHAY] aRNA B FE e Y] FAAVE Z2Yste dde] BE FES dixed v
3 GAld A, HAle] Del-g eko] Al (delta-hemolysin) (GenBank accession ID: NP_646776.1), WY Z&2 &
G 2% wma  AFA(immunoglobulin G binding protein precursor; SPA)(GenBank accession ID:
NP_644899.1), X744 AH 2 &A1 A A4 (staphylococcal enterotoxin A precursor)(GenBank accession
ID: NP_646706.1), A s+ =&(lipoprotein)(GenBank accession ID: NP_644901.1), IgG-Z23% wrw=a SBI(IgG-
binding protein SBI)(GenBank accession ID: NP_647158.1), &% <1} B(Clumping factor B)(GenBank
accession ID: NP_647368.1), AgrC(GenBank accession ID: NP_646779.1), <HAAMY] A4 Zz4A}t
A(accessory gene regulator A)(GenBank accession ID: NP_646780.1), <&td t]slo]==Z A YA (alanine
dehydrogenase)(GenBank  accession  ID:  NP_646469.1), < =24¥l Jt28RdEA-~5 214 (ornithine
carbamoyltransferase)(GenBank accession ID: NP_645867.1), <«a-&®elolxl  7-A(Alpha-hemolysin
precursor)(GenBank accession ID: NP_645861.1), E#d 2 t]dlo]=e}e}A|(threonine dehydratase)(GenBank
accession ID: NP_646802.1), ¥ #x=A-Z23 WA (fibrinogen-binding protein)(GenBank accession ID:
NP_645581.1), ZilHlo]E 7] yA|(carbamate kinase)(GenBank accession ID: NP_647370.2), °o}27]d t]o]u|i}
Al (arginine deiminase) (GenBank accession ID: NP_647373.1), olz7id/e.=24E StE] £ H
(arginine/oirnithine antiporter)(GenBank accession ID: NP_647371.1), 2-3}o]=ZEA|o A= T]dlo] =2 AL
A (2-hydroxyacid  dehydrogenase)(GenBank  accession  ID: NP_647261.1), GroES A (GroES
protein)(GenBank accession ID: NP_646771.1), <-%= A} @ Z# A (Heat-inducible transcriptional
repressor)(GenBank accession ID: NP_646351.1) % GrpE w9 &(GrpE protein (HSP-70 Cofactor

ok

HSP20) ) (GenBank accession ID: NP_646350.1)% o]Foz oA Mg & s o] FHxtke] mRNA &d 3
T A7 FAAE Zhee g we o] xRy 3 9d 2AEEW wbEvnlol Al WA YT
7t (Staphylococcus aureus) o2 Fhal= A kit (Staphylococcus aureus)?] ¥ramlolAl WWAS #E s}

fr ne K

WS At

AR, 7] kel mRNA 2 e B 7] dAvE 29shs whde) B s tixa v
sl @AleA, AAle) BS54 2l9EkAl(thioredoxin reductase)(GenBank accession ID: NP_645543.1), 3%
¥ o]|E ABC 4<% ATP-Z3% A (phosphate ABC transporter ATP-binding protein)(GenBank accession ID:
NP_646091.1), dwtsl wel-a) 2 a}o] Al (truncated beta-hemplysin)(GenBank accession ID: NP_646757.1), &7}
2}el E~ubelA] 111 AFA(alkaline phosphatase 111 precursor)(GenBank accession ID: NP_647364.1), $-#|
olA] otAMAlE] wd UreE(urease accessory protein UreE)(GenBank accession ID: NP_647026.1), -$-do}~
Znt qBFY(urease gamma subunit)(GenBank accession ID: NP_647023.1), $-#@ofA] <bAjAlg] whulz
UreD(urease accessory protein UreD)(GenBank accession ID: NP_647029.1), $-#olA] orAAbg] vz
UreF(urease accessory protein UreF)(GenBank accession ID: NP_647027.1), $-#@o}A] &3} A BE-FY (urease
alpha subunit)(GenBank accession ID: NP_647025.1), %-@lo}A] W€} A 25 (urease beta subunit)(GenBank
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accession ID: NP_647024.1), ¥ <hAlAle] ZH A A(staphylococcal accessory regulator A)(GenBank
accession ID: NP_645397.1), <$-elo}A]l orAlAtg] A UreG(urease accessory protein UreG)(GenBank
accession ID: NP_647028.1), Z& ZHY 3APas 43 Al (respiratory nitrate reductase alpha
chain)(GenBank accession ID: NP_647136.1), ZF 3¢ ash WEl A% narll(nitrate reductase beta chain
narll) (GenBank accession ID: NP_647135.1), PTS A]2=®l ZgEA~-EFo] 1IBC F+AAE(PTS system lactose-
specific TIBC component)(GenBank accession ID: NP_646933.1), <lE]lZ%=A €} C AF-A(enterotoxin type
C  precursor)(GenBank accession ID: NP_645576.1), 2-olAZ2Idwgo]lE A &4 (2-isopropylmalate
synthase) (GenBank accession ID: NP_646798.1), A&~k gy Eo] 2 etA (ketol-acid
reductoisomerase)(GenBank accession ID: NP_646797.1), 3-°]|AZZ AU o|E Usto|=glelA] & A H A
(3-isopropylmalate dehydratase small subunit)(GenBank accession ID: NP_646799.1), Elo}wl EAw|o]E 3
4] &2 (thiamin phosphate synthase (chain B))(GenBank accession ID: NP_646831.1), 2-A&¥ ¥ks XAz}
(two—component response regulator)(GenBank accession ID: NP_646641.1), olAEZHo|E A as A A
B Y (acetolactate synthase large subunit)(GenBank accession ID: NP_646795.1), t]dlo]==A]-AF t]3}o]
=2}EbAl (dihydroxy-acid dehydratase)(GenBank accession ID: NP_646794.1), &9 t}dA AEA(capsular
polysaccharide biosynthesis)(GenBank accession ID: NP_647401.1), &9 oA ASH zh
Cap8C(capsular polysaccharide synthesis enzyme Cap8C)(GenBank accession ID: NP_644941.1), X2 &/ F-
FFEHolE AXE A (proton/sodium-glutamate symport protein)(GenBank accession ID: NP_647121.1),
Cap8M(GenBank accession ID: NP_644951.1), Cap8D(GenBank accession ID: NP_644942.1), Cap8E(GenBank
accession ID: NP_644943.1), Cap8B(GenBank accession ID: NP_644940.1), Cap8L(GenBank accession ID:
NP_644950.1), Cap8N(GenBank accession ID: NP_644952.1), 2-Al% AlAd 3|~Eld  7)yAl(two-component
sensor histidine kinase)(GenBank accession ID: NP_646642.1) % Cap8P(GenBank accession ID:
NP_644954. 1) 2 o] Fo|x] oA AelE]= sl o] FxAe] nRNA Bd FF Ee 7] §3A7F 298 o
el Wy o] xR A Ul 2dy| ghameleldl Ui

Htel= A FE =t (Staphylococcus aureus) ] WEEUlolA YA S @S WS AlFgid,

F

FE L% (Staphylococcus aureus) O &2

& el gof, izt & wksEmpeldlel] whel] Rl FMAEEAI(S. aureus) CRHFH welEl A
mRNA = S ojm] et

AAEA S, A7) mRNA 28 S A= WHS RT-PCR, 4424 RT-PCR(Competitive RT-PCR), 2A]7F RT-
PCR (Real-time RT-PCR), RNase X3 ¥AI¥ (RPA; RNase protection assay), X% E3% (Northern
blotting) @ DNA & o] &&tx|qt, o]d IALE AL oft},

129

AAEHAIE, A7) 9w 2y =28 SAEE WRe 9wl 53 ELISA(enzyme linked immunosorbent
asay), AW A (Radioimmunoassay; RIA), ®AFASEE (radioimmunodiffusion), Q$-FHZY
(Ouchterlony) W9 2y, ZAo]E(rocket) WIH7|FE, UGG,  wodxdd 249
(Immunoprecipitation assay), X AZGEAH (Complement Fixation Assay), FACS % i HS
o] &3t Hk, ole] A= AL ofr}.

2 Agea] gof, " & HE FH EA e 5AS Riste A oujsitt, 2 e HAY, dd
& Al ¥ =it (Staphylococcus aureus)?] ®WrEulo]Al WA o] H-Z FQl3t= Flolt),

B ougo]d go], "Ag ulA, Aug vl EE A vlo]lo wiA" @ wkmmlolal Ui AT Lok
(Staphylococcus aureus)& 73 E(ET A
E)ol vlste] WA AEolM 7} Ee %

=
g w9 (99R, o|9R, Lo

Fo] &

e

o

o &

A = kot (Staphylococcus aureus)ol|A] ¥k wlo] Xl (vancomycin) WA fdkoll ol Fdx} -y
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[0024]

[0025]

[0026]

[0027]

[0028]

[0029]

[0030]

SIE31 10-2015-0034306

of zolE Mol FHATE FHsla, o]FA FRE FHATLS TS wkrEntelxl WA Fwkg wlo]owmt
A 2HAE E olF o83 A FEd #3 Aoz, B IygS o] gt WhAEwmko] Al (vancomycin) WAdell o
3 uj AL o9l MRS A &S LSt X 5o Fgsto 2 Hkznlo]Al(vancomycin) WAL HW F
5 729 2 AYrts] 85 #749E Adsted =90 2 F A

wge YA Aok FAF W
18k, at7] AAldE S8 & 2RSS wok GAsA Al art, olgfsh dAlded ols & wno] dAH=

Ae opt.

o

==

Fwlo] Al (vancomycin) ol #FAIQl A = ot H5-(Staphylococcus aureus YSK2094)9} % WAl SAE
o #F(Staphylococcus aureus AMC11094)E A &% o7 whzmlo]Al(vancomycin)ol =30 24 Hlznjo]

(vancomycin)ol 1% WAL Hols EdWoe] 55 FHSIU(E 1).

> MR

#Z 1
Fiee "5 ujo] Al (Vancomycin) 249 agr

MIC(mg/L) (Phenotype) function

YSK2094 2 VSSA function

YSK2 4 - function

YSK6 6 - function

YSK10 8 - function
YSK-VRSA 32 VRSA dysfunction
AMC11094 4 VISA dysfunction
ANMC12 10 - dysfunction
ANMC16 12 - dysfunction
ANC32 16 - dysfunction
AMC-VRSA 32 VRSA dysfunction

<HAAld 2> Hksrto] A (vancomycin) WAl 2ste] LA Ao]E Hole AT

o
il
e
S
fr
=
N
Ll
ftlo
o
T
ol

52 Ao R npola ol o] (microarray) S F35te] wdo] A

=
)
N

* 2
v ke YSK2094 AMC11094
Positive fold |YSK2  |YSK6  |YSKIO |YSK-VRSA AMC12 AMC16 AMC32 AMC-VRSA
2<=FC<5 39 79 139 173 57 57 22 136
5<=FC<10 0 6 1 19 1 1 2 7
10<=F(<15 0 1 0 5 0 0 0 1
15<=F(<20 0 0 0 2 0 0 0 1
FC>=20 0 0 0 10 0 0 0 6
=7} 39 86 140 209 58 58 24 151
Negative fold |YSK2  |YSK6  |YSKIO |YSK-VRSA AMC12 AMC16 AMC32 AMC-VRSA
' -5<=F(<-2 30 44 104 167 68 69 20 117
'-10<=F(<-5 3 3 10 26 7 0 0 17
'-15<=F(<-10 0 0 0 5 1 0 0 2
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[0031]

[0032]

[0033]

SIS31 10-2015-0034306

'-20<=F(C<-15 0 0 6 0 0 0 1
'FC<-20 0 1 0 12 1 0 0 5
ax 33 48 114 216 77 69 20 142
d71 & 29 fdAkel A YSK20949F ANC11094 5ol 8o wde] (i 3) AW S7HE sk
FAATS SR
#z3
YSK20949} AMC11094 #FElA FEH oz ddo] hadts FA T
Fc Description GenBank accession ID
-90.53 delta-hemolysin NP_646776.1
-65.53 immunoglobulin G binding protein precursor (SPA) NP_644899.1
-43.53 staphylococcal enterotoxin A precursor NP_646706.1
-11.71 lipoprotein NP_644901.1
-8.69 [gG-binding protein SBI NP_647158.1
-8.02 Clumping factor B NP_647368.1
-6.85 AgrC NP_646779.1
-5.90 accessory gene regulator A NP_646780.1
-4.94 alanine dehydrogenase NP_646469.1
-4.53 ornithine carbamoyltransferase NP_645867.1
-3.93 Alpha-hemolysin precursor NP_645861.1
-3.89 threonine dehydratase NP_646802.1
-3.24 fibrinogen-binding protein NP_645581.1
-3.18 carbamate kinase NP_647370.2
-3.13 arginine deiminase NP_647373.1
-2.64 arginine/oirnithine antiporter NP_647371.1
-2.32 2-hydroxyacid dehydrogenase NP_647261.1
-1.41 GroES protein NP_646771.1
-1.26 Heat-inducible transcriptional repressor NP_646351.1
-1.25 GrpE protein (HSP-70 Cofactor HSP20) NP_646350.1
* 4
YSK20949} AMC11094 #FEolA FEH oz ddo] Frhets F-A
Fc Description GenBank accession ID
181.63 thioredoxin reductase NP_645543.1
35.56 phosphate ABC transporter ATP-binding protein NP_646091.1
14,22 truncated beta—hemplysin NP_646757.1
14.05 alkaline phosphatase III precursor NP_647364.1
6.31 urease accessory protein UreE NP_647026.1
6.13 urease gamma subunit NP_647023.1
5.97 urease accessory protein UreD NP_647029.1
5.87 urease accessory protein UreF NP_647027.1
5.73 urease alpha subunit NP_647025.1
5.55 urease beta subunit NP_647024 .1
4.61 staphylococcal accessory regulator A NP_645397.1
4.18 urease accessory protein UreG NP_647028.1
4.09 respiratory nitrate reductase alpha chain NP_647136.1
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[0034]

[0035]

[0036]

SIS31 10-2015-0034306

.33 two—component sensor histidine kinase NP_646642.

3.53 nitrate reductase beta chain narH NP_647135.1
3.35 PTS system lactose-specific IIBC component NP_646933.1
3.33 enterotoxin type C precursor NP_645576.1
3.19 2-isopropylmalate synthase NP_646798.1
2.88 ketol-acid reductoisomerase NP_646797.1
2.78 3-isopropylmalate dehydratase small subunit NP_646799.1
2.49 thiamin phosphate synthase (chain B) NP_646831.1
2.47 two—component response regulator NP_646641.1
2.47 acetolactate synthase large subunit NP_646795.1
2.23 dihydroxy-acid dehydratase NP_646794.1
2.23 capsular polysaccharide biosynthesis NP_647401.1
2.09 capsular polysaccharide synthesis enzyme Cap8C NP_644941.1
2.09 proton/sodium-glutamate symport protein NP_647121.1
2.05 capsular polysaccharide synthesis enzyme Cap8M NP_644951.1
2.01 capsular polysaccharide synthesis enzyme Cap8D NP_644942 .1
1.76 capsular polysaccharide synthesis enzyme Cap8E NP_644943.1
1.75 capsular polysaccharide synthesis enzyme Cap8B NP_644940.1
1.65 capsular polysaccharide synthesis enzyme Cap8L NP_644950.1
1.56 capsular polysaccharide synthesis enzyme Cap8N NP_644952.1
1 1
1 1

.13 capsular polysaccharide synthesis enzyme Cap8P NP_644954 .

I A3, 5&(toxin)@ #AHSY, AEFE st dEl-FRele] X (delta-hemolysin), AXHol] &= %%X
iI%Qme;]QQ&@EUM}*E# %‘%Hh_hapiq G 2% (immunoglobulin G binding),
Wz A A (protein precursor), XEATA EZEA A A4 (staphylococcal enterotoxin A precursor)

%—91 sago] vlolazelg ol (microarray) éﬂr, aate|gopell A 40u) o] wdo] TS HFIATH(E
C A9 e gt EA5S giao R dolndaE AFEle] Yo FaAol A JE(Kkit)e] A%
m e Fsg,

3k, AEH (cell wall)3 T G A (surface protein)¥ TASFIS] | A|¥E Yo &A= FEAQ0 E2HoE
ABC =% ATP-Z3% w4 (phosphate ABC transporter ATP-binding protein)& H|F3F thokdl Alxd A <2l
2 2 g ddlge] ou|ole TS HAFATHE 3). A7 B v Axe fFges 92 o &
gdez golug g AFete] AFHeR Faidel v 71EKkit)e A 7Heds &l

3 7% 9] f-dokAl(urease) ¥l F-7HA (urease accessory protein UreE, urease gamma subunit, urease
accessory protein UreD, urease accessory protein UreF, urease alpha subunit, urease beta subunit,
urease accessory protein UreG)®} ¥##3}e], Rizmwlo]il(vancomycin) WA wFelAl A9l EE S-#olA
(urease) ¥ FHAT}E guA FrlellenR, ol FxAke] TR YA FaEAS HATE F A&
4).
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