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AeE ZYAel= AAgA o Cap8A(capsular polysaccharide biosysnthesis protein Cap8A)(GenBank
accession ID NP_644939.1), & Z#A7lgtel=  AgA @A Cap8B(capsular  polysaccharide
biosysnthesis protein Cap8B)(GenBank accession ID NP_644940.1), <$#o}Al Zvl M HE {3 (urease gamma
subunit)(GenBank accession ID: NP_647023.1), -$-#lo}A] wlE} A H-FY(urease beta subunit)(GenBank
accession ID: NP_647024.1) % $-zolAl &3} A B FY(urease alpha subunit)(GenBank accession ID:
NP_647025.1) 0.2 o] Folxl el Heid o s ool @i, m= 7] did s agshs fdas 2
grete draEntold] Evd Ul SME LT ST5 SREY Y wrEvtelsl EvdE g SAEEUT ST72 28
Bt HEE vpolemtA A=

AT 4

AT 3o oA, Ay mlelentA FAHEL -dolA] dAAY] @A UreE(urease accessory protein
UreE)(GenBank accession ID: NP_647026.1), -$-dlolA] orxAte] ©huld UreF(urease accessory protein
UreF)(GenBank accession ID: NP_647027.1), <$-dlolAl orxAte] ©t¥d UreG(urease accessory protein
UreG)(GenBank accession ID: NP_647028.1), -<$-#o}A|
UreD)(GenBank accession ID: NP_647029.1), |l 7}
LrgA) (GenBank accession ID: NP_645053.1), <QrEl& A ©@d LrgB(antiholin-like protein
LrgB) (GenBank accession ID: NP_645054.1), EJo}ql EAHo|E 3 27}FAAHE3] &4 ThiE(thiamine—phosphate
pyrophosphorylase  ThiE)(GenBank  accession  ID: NP_646831.1), slo]=Z Ao dE|o}E 7| olA|
ThiM(hydroxyethylthiazole kinase ThiM)(GenBank accession ID: NP_646832.1), E2¥wEygnd 7]vo}A]
ThiD(phosphomethylpyrimidine kinase ThiD)(GenBank accession ID: NP_646833.1), 7ZalHo]E Z]v}o}A]
(carbamate  kinase;  arcC)(GenBank accession ID: NP_647370.2), ©o}=7|d/2=24&  <lE]XE
(arginine/oirnithine antiporter; arcD)(GenBank accession ID: NP_647371.1), 2LE2YHE IR AdHdolaAr
(oirnithine carbamoyltransferase; arcB)(GenBank accession ID: NP_647372.1), o}Z7|d tjoju|r}o}A]
(arginine deiminase; arcA)(GenBank accession ID: NP_647373.1), Sglu#gols A Fagih
2C(oligopeptide transporter permease 2C; opp—2C)(GenBank accession ID: NP_646086.1), =@]ilfElol= 2
WA 3@ 4 2B(oligopeptide transporter permease 2B; opp-2B)(GenBank accession ID: NP_646087.1), H
gZF2E8d ¢ 2% dwWAa A AFA(IgG binding protein A precursor; SPA)(GenBank accession ID:
NP_644899.1), sdrE(Ser-Asp rich fibrinogen-binding bone sialoprotein-binding protein)(GenBank
accession ID: NP_645335.1) % x4 dASuah A A (staphylocoagulase precursor)(GenBank
accession ID: NP_645021.1) 0.2 o]Fo]xl oAl HEE= o]l s} o]4te] Ty = A7) dids 39
st FAAE F7IE 9 2¥ste dt@Zeleld] B Ul SNEEg ST SEEY T vkamvtelal B9 E
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UreF)(GenBank accession ID: NP_647027.1), <$-#o}A|

UreG)(GenBank accession ID: NP_647028.1), <$-dlo}A] <rAAle] @z UreD(urease accessory protein
UreD) (GenBank accession ID: NP_647029.1), F#Q 7}Esias FEA LrgA(murein hydrolase regulator
LrgA)(GenBank accession ID: NP_645053.1), <tE]E¥d  FAF ©@92a  LrgB(antiholin-like protein
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Bodbge e Zeabglglel= AJgAl @A Cap8A(capsular polysaccharide biosysnthesis protein
Cap8A) (GenBank accession ID NP_644939.1), < ZgArbzletel= AgtA w2l Cap8B(capsular
polysaccharide biosysnthesis protein Cap8B)(GenBank accession ID NP_644940.1), $-dlok#] Zvl B {FH
(urease gamma subunit)(GenBank accession ID: NP_647023.1), <$-#llotAl wlE} A B4 (urease beta
subunit)(GenBank accession ID: NP_647024.1) 2 $-#o}A] 4y} B4 (urease alpha subunit)(GenBank

accession ID: NP_647025.1) 0. & o]F o]z oA Mels o= 3sli} olatel vwld = Ay gwzas 34935
= FAAE E3e= WAool BEwd A ST EUA SIS FEEY Y dhamlolal Eid A S x e

At ST72 S2ES] TEE vbolevk] 2AEES Aed & AU

A7) vlelemtA ZAAELS F-dokAl AALE] @A UreE(urease accessory protein UreE)(GenBank accession
ID: NP_647026.1), S-#lobAl <FAALg] @9 UreF(urease accessory protein UreF)(GenBank accession ID:
NP_647027.1), S-#llotAl <FAMAFe] @A UreG(urease accessory protein UreG)(GenBank accession ID:
NP_647028.1), -$-#|o}A] ‘2}*1]/\}31 od UreD(urease accessory protein UreD)(GenBank accession ID:
NP_647029.1), HF# 7MoEald4s AR LrgA(murein hydrolase regulator LrgA)(GenBank accession ID:
NP_645053.1), <HFE&E™H  FA} "/P‘ﬂié LrgB(antiholin-like protein LrgB)(GenBank accession ID:
NP_645054.1), Elo}ul X 2Fo]E  FZJFQIMHES a4 ThiE(thiamine-phosphate  pyrophosphorylase
ThiE)(GenBank accession ID: NP_646831.1), 3lo]==A]odE|o}=E  J)vtolA] ThiM(hydroxyethylthiazole
kinase ThiM) (GenBank accession ID: NP_646832.1), FaFuedend 7)1 fotAl
ThiD(phosphomethylpyrimidine kinase ThiD)(GenBank accession ID: NP_646833.1), 7ZlulHo]E 7F|r}o}A|
(carbamate  kinase;  arcC)(GenBank accession ID: NP_647370.2), ©olZ27]d/2 24"  SlE|¥XH
(arginine/oirnithine antiporter; arcD)(GenBank accession ID: NP_647371.1), L E2UE JhlEAddo]gs
(oirnithine carbamoyltransferase; arcB)(GenBank accession ID: NP_647372.1), o}27]d t]o]u|rjolA]
(arginine deiminase; arcA)(GenBank accession ID: NP_647373.1), S eel= 93 FHas
2C(oligopeptide transporter permease 2C; opp—2C)(GenBank accession ID: NP_646086.1), 221 Eo]|E &
WA £33 F A 2B(oligopeptide transporter permease 2B; opp-2B)(GenBank accession ID: NP_646087.1), 9
AZ2EY ¢ A dwd A A7 A(IgG binding protein A precursor; SPA)(GenBank accession ID:
NP_644899.1), sdrE(Ser-Asp rich fibrinogen-binding bone sialoprotein-binding protein)(GenBank
accession ID: NP_645335.1) % ¥Zdy dAEudA A (staphylocoagulase precursor)(GenBank
accession ID: NP_645021.1)2.2 o]|Fo|x oA MEE = o sli} o]Ae] vild k= Ay vdids 349
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polysaccharide biosysnthesis protein Cap8B)(GenBank accession ID NP_644940.1), $-dlokx] ZAv} ME{FYH
(urease gamma subunit)(GenBank accession ID: NP_647023.1), $-#lok#l ®lE} AMEfFY(urease beta
subunit)(GenBank accession ID: NP_647024.1) T+ $-dotA] &3 B {3 (urease alpha subunit)(GenBank
accession ID: NP_647025.1)¢] Eo]zx oz ZAdsl= a1, A7) gmdd Eo]zel A Zmols
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A7) FHEE JEx $dotAl 2MAe] ©wA UreE(urease accessory protein UreE)(GenBank accession ID:

NP_647026.1), S-#llotAl <FAMAle] @A UreF(urease accessory protein UreF)(GenBank accession ID:
NP_647027.1), S-#llotAl <FAMAle] @A UreG(urease accessory protein UreG)(GenBank accession ID:
NP_647028.1), S-#llotAl <FAMAle] @A UreD(urease accessory protein UreD)(GenBank accession ID:
NP_647029.1), Hdl¢l 7leEalas FHAF LrgA(murein hydrolase regulator LrgA)(GenBank accession ID:
NP_645053.1), <rE]&¥d Al @@ LrgB(antiholin-like protein LrgB)(GenBank accession ID:

NP_645054.1), Holdl X xgme]lE  F=R7IIANES &4 ThiE(thiamine-phosphate  pyrophosphorylase
ThiE)(GenBank accession ID: NP_646831.1), 3lo]==AJodE|o}=E  J)volA] ThiM(hydroxyethylthiazole
kinase ThiM) (GenBank accession ID: NP_646832.1), FaFuederd 7)1 tobAl
ThiD(phosphomethylpyrimidine kinase ThiD)(GenBank accession ID: NP_646833.1), 7Z}ulHo]E 7F|r}olA|
(carbamate  kinase;  arcC)(GenBank accession ID: NP_647370.2), ©olE27]d/2 24"  SlE|¥XH
(arginine/oirnithine antiporter; arcD)(GenBank accession ID: NP_647371.1), L EZUE JhlEddo]gs
(oirnithine carbamoyltransferase; arcB)(GenBank accession ID: NP_647372.1), o}27]d t]o|u|rjolA]
(arginine deiminase; arcA)(GenBank accession ID: NP_647373.1), Z@|Zfelol= b4 FIagih
2C(oligopeptide transporter permease 2C; opp—2C)(GenBank accession ID: NP_646086.1), =@]aelol= &
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(phenotype) (isogenic paired strain)
pair 1 407(VSSA) 1 ST5
437(hVISA) 2
pair 2 2030(VSSA) 1.5
VSSA—hVISA 2039(hVISA) 2
(n=4) pair 3 230(VSSA) 1.5 ST72
257(hVISA) 3
pair 4 1577(VSSA) 2
1599(hVISA) 3
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hVISA $#30] A wr&zto] 2 Lhehy)

ST5 2 ST729] 53 #-3dAF % #F(isogenic paired strain)< 9]
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pair 1 pair 2 pair 3 pair 4
i e 102 372 114 246
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1. ST5 SEEFY hVISAA whszufo]Al Aol ojgh Wty xpo]l& yEl:= §HRE
A71 % 29 FRAREAIA SIS S2EF S hVISAolA FE54o 2 ddo] Frhet FAAT(E 3)3 ST (%
4)E YN E FAaxEe AEsEigitt.
#£ 3
ORF ID | F2=Ak A T 4313 % GenBank
1 | 2 accession ID
Metabolic and cellular process
MW0426 gltB |glutamate synthase large subunit 1.60 2.60 NP_645243.1
MW2132 alsS |acetolactate synthase 1.56 1.82 NP_646949.1
MW2537 nrdD |anaerobic ribonucleoside triphosphate 1.94 1.70 NP_647354.1
MW2553 arcC | carbamate kinase 1.55 2.01 NP_647370.2
MW2554 arcD |arginine/oirnithine antiporter 1.68 2.22 NP_647371.1
MW2555 arcB |oirnithine carbamoyltransferase 1.95 1.85 NP_647372.1
MW2556 arcA |arginine deiminase 1.61 1.55 NP_647373.1
Polysaccharide metabolism
MWO124 | cap8A |capsular polysaccharide biosysnthesis protein 1.52 15.12 NP_644939.1
Cap8A
MWO125 | cap8B |[capsular polysaccharide biosysnthesis protein 1.51 15.13 NP_644940.1
Cap8B
Cell adhesion
MWO0518 sdrE [Ser-Asp rich fibrinogen-binding bone 1.80 3.09 NP_645335.1
sialoprotein-binding protein
Cell death and pathogenesis
MW0206 | coa _|staphylocoagulase precursor | 1.74 | 7.02 | NP_645021.1
Transport and localization
MW1274 | pstB |phosphate transporter ATP-binding protein | 2.12 | 2.70 | NP_646091.1
# 4
ORF ID | f-#=} A T A A GenBank
1 | 2 accession ID
Regulation of metabolic process
MW1813 | recX |recombination regulator | -1.51 | -2.45 | NP_646630.1
A, SI5 ZEES] ] hVISAoA &= oAb 6 a3 2 HE 4 FHAAES] o] S7ie v, Iy 2

b
25 YEE FAaAke] nEe @438 W

2. ST72 Z2EY hVISAAA whsmbolAl yiido] oJgk ¥y Aolg Yehlle FHAT
B71 E 29 fFAAAA ST72 S2EFY 9] hVISAA FF 4oz wdoe] S7ksk f-dxH (X 53 T A(E
6)F el FaAEe AEstdr,
Z5
ORF ID | frd=t A Td A A GenBank
3 | 4 accession ID

Metabolic and cellular process

MW2014 thiE |thiamine—phosphate pyrophosphorylase 2.01 3.66 NP_646831.1

MW2015 thiM |hydroxyethylthiazole kinase 1.91 5.31 NP_646832.1

MW2016 thiD | phosphomethylpyrimidine kinase 1.68 5.54 NP_646833.1

MW2531 betA |choline dehydrogenase 1.56 2.24 NP_647348.1
Nitrogen metabolism

MW2206 ureA |urease gamma subunit 2.22 10.35 NP_647023.1

MW2207 ureB |urease beta subunit 2.54 9.93 NP_647024.1
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MW2208 ureC |urease alpha subunit 2.01 7.71 NP_647025.1
MW2209 ureE |urease accessory protein UreE 1.81 6.59 NP_647026.1
MW2210 ureF |urease accessory protein UreF 1.85 7.33 NP_647027.1
MW2211 ureG |urease accessory protein UreG 1.41 6.98 NP_647028.1
MW2212 ureD |urease accessory protein UreD 1.64 6.73 NP_647029.1
Polysaccharide metabolism
MWO124 | cap8A |capsular polysaccharide biosysnthesis protein 1.51 1.86 NP_644939.1
Cap8A
MWO125 | cap8B |[capsular polysaccharide biosysnthesis protein 1.52 1.57 NP_644940.1
Cap8B
Cell death and pathogenesis
M71940 | hib |betahemolysin. partial 1.53 2.09 | NP_646757.1
Transport and localization
MW1269 | opp—2C |oligopeptide transporter permease 2C 1.97 2.01 NP_646086. 1
MW1270 | opp—2B |oligopeptide transporter permease 2B 1.69 1.99 NP_646087.1
Z6
ORF ID | 4=} A T4 A 4 GenBank
3 | 4 accession ID
Metabolic and cellular process
MW0694 nrdF |[ribonucleotide-diphosphate reductase subunit -1.50 -1.66 NP_645511.1
beta
MWO857 clpB |hypothetical protein MWO857 -1.58 -1.56 NP_645674.1
Cell death and pathogenesis
MW0084 spa IgG binding protein A precursor -22.05 -5.69 NP_644899.1
MW0238 IrgA [murein hydrolase regulator LrgA -1.67 -4.32 NP_645053.1
MW0239 IrgB |antiholin-like protein LrgB -1.78 -3.67 NP_645054.1
MW1378 lukF  [Panton-Valentine leukocidin chain F precursor -2.04 -2.03 NP_646195.1
Regulation of metabolic process
MW0085 | sarHl |hypothetical protein MW0085 —2.46 | -2.41 | NP_644900.1
I A3, A B F3AE2) nitrogen ANl BHEE urease B FRAEQ Bdo] FHEALL, AE AME
3 g9le] BUE FAAES] BH FaE AL AT 5 Ay
A7) ATEZEE, VSSA 504 hVISAR W3y =y #dstE FHAASS ulo]a 2o e o) (microarry) AT}
qe o s, E 79 2o,
£ 7
A 7% A} wd s ws)
ST5 ST72
Cell wall biosynthesis cap8AB =7t =7t
Nitrogen metabolism & urease ureA,B,C,E,F,G,D - =7t
production
Peptidoglycan turnover lrgA, IrgB - Fa
(murein hydrolase)
VitB1l metabolism thiE,M,D - =7}
(carbohydrate metabolism Z3%1)
Arginine catabolic pathway arcC,D,B,A =7} -
(ammonia + CO, AA)
Nitrogen nutrition/Ni transport opp—2C, opp—2b - =7t
surface protein spa - A
sdrE, coa =7t -
A7 B 77 2ol e Bolste A A, FEEYTH TR AR dde] FEiglen, e
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