STRAIN / ISOLATE

SPECIES MARKER

STAPHYLOXANTHIN BIOSYNTHESIS OPERON

REGULATORY GENES

ACESSION NUMBER

rrmD1

katA

CoA

nucl

spa

sbi

crtM

crtM-nonST93 (crtM-ST93

crtN

crtP.

sarA

saeS

vras

Domain 1 of 235-
RNA

phosphate
dehydrogenase,
locus 1

katalase A

coagulase

thermostable

staphylococeal
protein A

staphylococeal

desaturase.

acyltransferase

oxidase

accessory
regulator A

sensor protein

V40-124624

[pending

NEG
NEG

NEG

NEG




REGULATORY GENES

agrV (argenteus)
hid
agrB-| agrC-| agrD-1 agrB-Il agrC-l agrD-Il agrB-IIl agrC-lll agrD-lll agrB-IV agrC-IV agrv-sT1850 [agrv-sT2198
alleles it

V40-124624 i NEG i NEG NEG i NEG NEG i

V40-124624: in silico prediction i NEG i NEG NEG i NEG NEG i

[ NEG [ NEG [ NEG [ NEG NEG [
61908: i silico prediction NEG NEG NEG NEG NEG
M1790_98_1: n silico predictios NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG
GKP138-31: in silico prediction NEG NEG NEG NEG NEG
GKP138-33: in silico prediction NEG NEG NEG NEG NEG
ico prediction NEG NEG NEG NEG NEG
GKP138-78: in silico prediction NEG NEG NEG NEG NEG
GKP136-4: i silico prediction NEG NEG NEG NEG NEG
ZTA09_03668_9_HSA: in silico prediction NEG NEG NEG NEG NEG

GKP136-58: in silico prediction T NEG | NEG | NEG [ NEG NEG [

0 prediction i NEG i NEG i NEG i NEG NEG i

BA06_02038: in silico prediction [ NEG | NEG | NEG | NEG NEG |

GKP138-4: in silico prediction | NEG | NEG | NEG | NEG NEG |

ZTA10_02421_9_HSA: in silico prediction [ NEG | NEG | NEG | NEG NEG |

GKP136-62: in silico prediction [ NEG [ NEG [ NEG [ NEG NEG [
LGA251: in silico prediction NEG NEG NEG NEG NEG
UK_NCTC13552: in silico prediction NEG NEG NEG NEG NEG
GKP138-71: in silico prediction NEG NEG NEG NEG NEG
cat-mandible-2013: n silico prediction NEG NEG NEG NEG NEG
10_7550_D: in silico prediction NEG NEG NEG NEG NEG
H114440275_A: in silico prediction NEG NEG NEG NEG NEG




V40-124624: in silico prediction

SA-120: in silico prediction
61908: in silico prediction
_1: in silico prediction

GKP138-13: in silico prediction
GKP138-2: in silico prediction

co prediction

co prediction

co prediction

co prediction
GKP136-4: in silico prediction
2TA09_03668_9_HSA: in silico prediction

GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction

M1790_98_1: in silico prediction
GKP138-13: in silico prediction
GKP138-2: in silico prediction
GKP138-31: in silico prediction
GKP138-33: in silico prediction
GKP138-52: in silico prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
ZTA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction
in silico prediction

GKP138-13: in silico prediction
GKP138-2: in silico prediction

co prediction
GKP138-33: in silico prediction
GKP138-5: co prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
2TA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction

M1790_98_1: in silico prediction
GKP138-13: in silico prediction
GKP138-2: in silico prediction
GKP138-31: in silico prediction
GKP138-33: in silico prediction
GKP138-52: in silico prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
ZTA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction
in silico prediction

GKP138-13: in silico prediction
GKP138-2: in silico prediction

co prediction
GKP138-33: in silico prediction
GKP138-5: co prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
2TA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction
in silico prediction

GKP138-13: in silico prediction
GKP138-2: in silico prediction

co prediction
GKP138-33: in silico prediction
GKP138-5: co prediction
GKP138-7 co prediction
GKP136-4: in silico prediction
ZTA09_03668_9_HSA: in silico prediction
GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction
GKP136-62: in silico prediction
LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction

M1790_98_1: in silico prediction
GKP138-13: in silico prediction
GKP138-2: in silico prediction
GKP138-31: in silico prediction
GKP138-33: in silico prediction
GKP138-52: in silico prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
ZTA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction

M1790_98_1: in silico prediction
GKP138-13: in silico prediction
GKP138-2: in silico prediction
GKP138-31: in silico prediction
GKP138-33: in silico prediction
GKP138-52: in silico prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
ZTA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction
in silico prediction

GKP138-13: in silico prediction
GKP138-2: in silico prediction

co prediction
GKP138-33: in silico prediction
GKP138-5: co prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
2TA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




V40-124624: in silico prediction

SA-120: in silico prediction

61908: in silico prediction

M1790_98_1: in silico prediction
GKP138-13: in silico prediction
GKP138-2: in silico prediction
GKP138-31: in silico prediction
GKP138-33: in silico prediction
GKP138-52: in silico prediction
GKP138-78: in silico prediction
GKP136-4: in silico prediction
ZTA09_03668_9_HSA: in silico prediction

GKP136-58: in silico prediction
004_0004_23k: in silico prediction
BA06_02038: in silico prediction
GKP138-4: in silico prediction
ZTA10_02421_9_HSA: in silico prediction

GKP136-62: in silico prediction

LGA251: in silico prediction
UK_NCTC13552: in silico prediction
GKP138-71: in silico prediction
cat-mandible-2013: in silico prediction
10_7550_D: in silico prediction
H114440275_A: in silico prediction




VIRULENCE : ENTEROTOXINS VIRULENCE : HLG AND LEUKOCIDINS
luks luky
B lukF/s lukF-PV/
egc (total) selg seli selm sen selo selu ORF CM14 lukF higA (in!/) IukF-PV | lukS-PV (P83) lukm lukD IukE lukX
luks luky
luks luky
(ST22+5T45) (ST30+5T45)
STRAIN / ISOLATE
panton i
. . . . EnterotoxinU enterotoxindice |{12MOVSMEIMME | aemoisin gamma /leukocidin, intermedius ne  |valen pone et | kocidinD  |leskocidinE [edkedani " in family
eac cluster Enterotoxin G Enterotoxin | Enterotorin M EnterotoxinN | Enterotoxin O /teukocidin, group rom ruminant_[from ruminant »
protein ORF CM14 component C P Nieukocidinf  [leukoc B B component |companent L protein
component B Teukocidin leukocidin |leukocidin amily protein
component |component

V40-124624 NEG | NEG | NEG | NEG | NEG | NEG
V40-124624: in silico prediction NEG | NEG | NEG | NEG | NEG | NEG
| NEG | NEG | NEG | NEG | NEG | NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
| NEG_ | NEG_ | NEG_ | NEG_ | NEG_ | NEG
| NEG | NEG | NEG | NEG | NEG | NEG
| NEG | NEG | NEG | NEG | NEG | NEG
| NEG | NEG | NEG | NEG | NEG | NEG
| NEG | NEG | NEG | NEG | NEG | NEG
| NEG | NEG | NEG | NEG | NEG | NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
silico prediction NEG NEG NEG NEG NEG NEG
10_7550_D: in silico prediction NEG NEG NEG NEG NEG NEG

H114440275_A: in silico prediction NEG NEG NEG NEG NEG NEG AMB AMB




VIRULENCE : HAEMOLYSINS

VIRULENCE : HLB-CONV PHAGES

VIRULENCE : OTHER FACTORS

him hib
corB (=hl) hla sak chp scn etA etB etD etE / "etD2" edinA edinB edinC esxA esxB
hlill (other un-truncated
hllll (cons] hib-probe 1 |hlb-probe 2 |hlb-probe 3
(€ons) o Rra2z) | s s hib
STRAIN / ISOLATE
_ chemotaxis- ot ot i
PM“!” G Haemolysin alpha | Putative membrane protein haemolysin beta inhibit i @it A 3 i i i i i Rleice ooy
protein |@mm) itor serotype. serotype inhibitor inhibitor 8 inhibitor C
V40-124624 NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
0-1246 o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
) o predictio NEG NEG [ NEG [ NEG NEG [ NEG i NEG i NEG NEG i NEG i
6190 o predictio NEG AMB. NEG AMB NEG NEG NEG NEG NEG NEG NEG NEG NEG
0 ) NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
op 0 NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
P136 o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
0 o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
P136 o predictio NEG NEG | NEG [ NEG NEG [ NEG | NEG | NEG NEG | NEG |
004_0004 op o NEG NEG i NEG i NEG NEG i NEG | NEG | NEG NEG | NEG |
06_020 o predictio NEG NEG | NEG | NEG NEG | NEG | NEG | NEG NEG | NEG |
4 o predictio NEG NEG i NEG i NEG NEG i NEG i NEG i NEG NEG i NEG i
0_0 9 o predictio NEG NEG | NEG | NEG NEG | NEG | NEG | NEG NEG | NEG |
o predictio NEG NEG [ NEG [ NEG NEG [ NEG i NEG i NEG NEG i NEG i
o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
dible-20 o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
0_7550_D o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
440275_A o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG




VIRULENCE : PROTEASES VIRULENCE : STAPHYLOCOCCAL SUPERANTIGEN/ENTEROTOXIN-LIKE GENES (SET/SSL)
aur sspP sslo1 ssl02
splA splB splE sspA sspB setC / selX
aur ssl01/set6  |ssl01/set6 ssl01/set6
() (Other than aur () sspP (other ss101/set6 (MuS{N (ng+ ssl01/set6  |ssl01/set6 (nthe/r 5s102/set7 ss102/set7
MRSA252] than ST93 (COL] MRSA252] RF122] MRSA252]
MRSA252) ( ) ) (et N315) MSSAA476) ( )| ) alleles) ( )
STRAIN / ISOLATE
aureolysin i i i ' e, staphopair ot ELiil G- Staphylococcal superantigen-like protein 1
ase protease Iike protein

V40-124624 | nec | i NEG i NEG i

V40-124624: in silico prediction | nee | i NEG I NEG |

| nec | [ NEG | NEG |
61908: in silico prediction [ nec | NEG NEG
M1790_98_1: in silico predictior | nec | NEG NEG
| NEG | NEG NEG
I NEG NEG
GKP138-31: in silico prediction [ N | NEG NEG
ico prediction | nec | NEG NEG
ico prediction [ nee | NEG NEG
ico prediction | nec | NEG NEG
o prediction [ nee | NEG NEG
silico prediction | nec | NEG NEG

GKP136-58: in silico prediction [ nec | NEG | NEG |

0 prediction | nec | i NEG i NEG i

BAO6_02038: in silico prediction [~ | | R |

GKP138-4: in silico prediction | nec | i NEG i NEG i

2TA10_02421_9_HSA: in silico prediction [~ | | R |

GKP136-62: in silico prediction I [ NEG [ NEG [
LGA251: in silico prediction [ nec | NEG NEG
UK_NCTC13552: ico prediction | nec | NEG NEG
GKP138-71: in silico prediction | nec | NEG NEG
cat-mandible-2013: in silico prediction | nec | NEG NEG
10_7550_D: in silico prediction | nec | NEG NEG
H114440275_A: in silico prediction | nee | NEG NEG




VIRULENCE : STAPHYLOCOCCAL SUPERANTIGEN/ENTEROTOXIN-LIKE GENES (SET/SSL)

VIRULENCE : SET/SSL GENES

ssl03 ssl04 ssl05 ssl06 ssl07 ssl09 ssl10 ssl11
ss103/set8 ss104/set9 ssl05/set3 55106 sslog ssl11/set2  |ssl11/set2
ssl05/set3 ssl07/setl  |ssl07/setl /s /s ssl10 ssl10/setd  |ssl1l/set2 ssl11/set2
55103/set8 55104/set9 ssl05/set3  |(RF122, ssl06/set21 [(NCTC8325+ |ssl07/setl = ss110/setd (Mu50+ (MW2+
MRSA252] MRSA252] (AF188836) robes 1&2 |(MRSA252] RF122] MRSA252] (COL] MRSA252]
SAR0424) SAR0425) probe-611) ( ) MW2) ( )| ) P! ( ) ( ) ( ) |(co) N315) MSSA476) ( )
STRAIN / ISOLATE
Staphylococcal
B 7 10 Staphylococeal superantigene-like protein 11
protein8
V40-124624 NEG NEG NEG NEG NEG | NEG | NEG | NEG
0-1246 o predictio NEG NEG NEG NEG | NEG | NEG | NEG
) o predictio NEG NEG NEG NEG | NEG | NEG | NEG
6190 o predictio NEG NEG NEG NEG NEG NEG NEG
0 o predictio NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
op 0 NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
6 o predictio NEG NEG NEG NEG NEG NEG NEG
0 o predictio NEG NEG NEG NEG NEG NEG NEG
6 o predictio NEG NEG [ NEG NEG | NEG | NEG | NEG
004_0004 op o NEG NEG NEG NEG | NEG | NEG | NEG
06_020 o predictio NEG NEG NEG NEG | NEG | NEG | NEG
4 o predictio NEG NEG NEG NEG | NEG | NEG | NEG
0.0 9 o predictio NEG NEG NEG NEG | NEG | NEG | NEG
o predictio NEG NEG NEG NEG | NEG | NEG | NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG
ble-20 o predictio NEG NEG NEG NEG NEG NEG NEG
0_7550_D o predictio NEG NEG NEG NEG NEG NEG NEG
440275_A o predictio NEG NEG NEG NEG NEG NEG NEG




VIRULENCE : SET/SSL GENES

setB3 setB2 Capsule type 1 Capsule type 5 Capsule type 8
setB1l icaA icaC icaD bap
setB3 setB2
setB3 setB2 capH1 capll capK1 capH5 capl5 capKs capH8 capl8 capl8 capk8
(MRSA252) (MRSA252) C L o o L o o P P! P
STRAIN / ISOLATE
capsular poly- capsularpoly- | capsular poly- . capsularpoly-  |capsular poly- | capsular poly- . capsularpoly- | L . Surface protein
Staphylococcal exotoinlike protein, second locus 15| O-2ntigen i js[O:2ntieen i i i O2BENPON- | s ccharide biosyn | Miercelier - intercelllar - biofimPA L e inbiofim
enzyme. [FelimErEs thesis protein enzyme [elimeeEs thesis protein enzyme thesis protein e thesis protein [FHEEIERE | EEnCErnG | EE=bEesib | ke
V40-124624 NEG NEG NEG NEG NEG NEG i NEG i NEG i
0-1246 o predictio NEG NEG NEG NEG NEG NEG | NEG | NEG |
0 o predictio NEG NEG NEG NEG NEG NEG | NEG | NEG |
6190 o predictio NEG NEG NEG NEG NEG NEG NEG NEG
0 o predictio NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG NEG NEG NEG NEG NEG NEG NEG
op 0 NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG
P136 o predictio NEG NEG NEG NEG NEG NEG NEG NEG
0 A o predictio NEG NEG NEG NEG NEG NEG NEG NEG
P136 o predictio NEG NEG NEG NEG NEG NEG | NEG | NEG |
004_0004 op o NEG NEG NEG NEG NEG NEG | NEG | NEG |
06_020 o predictio NEG NEG NEG NEG NEG NEG | NEG | NEG |
4 o predictio NEG NEG NEG NEG NEG NEG i NEG i NEG i
0.0 9 o predictio NEG NEG NEG NEG NEG NEG | NEG | NEG |
o predictio NEG NEG NEG NEG NEG NEG | NEG | NEG |
o predictio NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG NEG NEG NEG NEG NEG NEG NEG
dible-20 o predictio NEG NEG NEG NEG NEG NEG NEG NEG
0_7550_D o predictio NEG NEG NEG NEG NEG NEG NEG NEG
4440275_A o predictio NEG NEG NEG NEG NEG NEG NEG NEG




ADHAESION FACTORS / GENES ENCODING MICROBIAL SURFACE COMPONENTS RECOGNIZING ADHESIVE MATRIX MOLECULES (MSCRAMM GENES)

bbp cifa cifs
cna
bby bbp cifa cifa cifa cifs
bb bbp (MuS0)  [bbp (RF122) [bbp (sT45)  [cifA IfA 18 18 If8 (MW2) | clfB (RF122]
bbp Plcons) | oramw2) |(MRsA252) P (Mu50) al ) |bbp (ST45)  |d clfA(cons) | coLRF122) |(MRsA252) | (Muso+mw2) [© clfB (cons) | coLamuso) |8 (MW2) - |clfB( )
STRAIN / ISOLATE
Bone sialoprotein-binding protein Clumping factor A Clumping factor B (Coliagen-binding
dbesin
V40-124624 NEG AMB NEG
'V40-124624: in silico prediction NEG NEG AMB
[ NEG NEG AMB
NEG NEG AV
NEG NEG AMB
NEG NEG AVB
NEG NEG AMB
NEG NEG AVB
NEG NEG AMB
NEG NEG AVB
NEG NEG AMB
NEG NEG AVB
NEG NEG AMB
GKP136-58: in silico prediction i NEG NEG AMB’
0 prediction NEG NEG AMB
NEG NEG AVIB
NEG NEG AMB
silico prediction NEG NEG AMB
GKP136-62: in silico prediction [ NEG NEG AMB
LGA251: in silico prediction NEG NEG AMB
UK_NCTC13552: ico prediction NEG NEG AMB
GKP138-71: in silico prediction NEG NEG AMB
cat-mandible-201: silico prediction NEG NEG AMB
10_7550_D: in silico prediction NEG NEG AMB
H114440275_A: in silico prediction NEG NEG AMB




ADHAESION FACTORS / GENES ENCODING MICROBIAL SURFACE COMPONENTS RECOGNIZING ADHESIVE MATRIX MOLECULES (MSCRAMM GENES)
ebh ebps efb fnbA
eno
ebpS_probe [ebpS_probe |ebps (01- . efb / fib fnbA fnbA
L) fb / fi fnbA (COL) fnbA (RF122)
ebh (cons) ebpS 612 614 1111) ebps (COL) efb / fib (MRsA252) fnbA fnbA (cons) nbA (COL) ( nbA (| )
STRAIN / ISOLATE
Cell wall associated
fibronectin-binding cell surface elastin binding protein enclase fibrinogen binding protein (19 kDa) fibronectin-binding protein A
protein
V40-124624 | N | | NG| | NeG | | NEG | NEG | NEG
V40-124624: in silico prediction | nec ] | nec | | NG| | NEG | NEG | NEG
| nec | | nec | | NEG | [ NEG | NEG | NEG
619081 in silico prediction [ nec ] I [ e ] NEG NEG NEG
M1790_98_1: in silico predictio | nec | | nec | | NG| NEG NEG NEG
| nec | | NEG | | N ] NEG NEG NEG
| nes | I [ N ] NEG NEG NEG
GKP138-31: in silico prediction [ N | [ nee | [ nes | NEG NEG NEG
GKP138-33: in silico prediction | nec | | nec | | NG| NEG NEG NEG
ico prediction | nec | | NEG | | N ] NEG NEG NEG
GKP138-78: in silico prediction | nec | | nec | | NG| NEG NEG NEG
GKP136-4: in silico prediction | nec | | NEG | | N ] NEG NEG NEG
ZTA09_03668_9_HSA: in silico prediction | neg | | nec | E NEG NEG NEG
GKP136-58: in silico prediction [ nec ] I [ e ] [N | W6 | NG
o prediction | nes | I [ N ] [ N6 [ N6 [ N6
BA06_02038: in silico prediction | nec ] | nec | | NG| | NEG | NEG | NEG
GKP138-4: in silico prediction [ nNec | [ nec | | NG| | NEG | NEG | NEG
ZTA10_02421_9_HSA: in silico prediction | nec ] | nee | | NG| | NEG | NEG | NEG
GKP136-62: in silico prediction | nec | | nec | | NEG | [ NEG | NEG | NEG
LGA251: in silico prediction [ nNec | [ neg | NEG NEG NEG
UK_NCTC13552: ico prediction | nec | | nec | | NG| NEG NEG NEG
GKP138-71: in silico prediction | nec ] | nec | NEG NEG NEG
cat-mandible-2013: in silico prediction | nec | | nec | | NG| NEG NEG NEG
10_7550_D: in silico prediction | nec ] | nec | NEG NEG NEG
H114440275_A: in silico prediction | nec | | nec | | NG| NEG NEG NEG




ADHAESION FACTORS / GENES ENCODING MICROBIAL SURFACE COMPONENTS RECOGNIZING ADHESIVE MATRIX MOLECULES (MSCRAMM GENES)

fnbB. map sasG
fnbB <asG sasX / sesl
map ma sasG
fnbB fnbB (COL (COL+Mu50+ (fnbB (MuS0) |fnbB (MW2) |fnbB (ST15) |fnbB (ST45-2 coL] G (MW2) |(OtherThan25
bl nbB (CoL) (¢ & RE((MUE0)R(fabBI(MW2)Rs| kB (STLS) S| IbEl( ) |map map(COL) | \ipsazs2) | (muso+mwz) [25€ (COL+Mus0) [$25C (MW2) | (OtherThan:
Mw2) 2+122
STRAIN / ISOLATE
Fibranectin-binding protein & L " 5 Staphylococeus aureus surface protein G
2P protein, eap)
V40-124624 NEG AMB NEG NEG i NEG NEG i NEG i NEG i NEG NEG
0-1246 o predictio NEG AMB AMB. NEG NEG [ NEG NEG | NEG | NEG | NEG NEG
0 o predictio NEG | NEG NEG | NEG | NEG | i NEG 1 NEG i NEG i NEG i NEG NEG
6190 o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
0 o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
op 0 NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
p o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
P136 o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
0 A o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
P136 o predictio NEG | AwB AMB | NEG | NEG | T NEG NEG | NEG | NEG | NEG NEG
004_0004 op o NEG AMB AMB NEG NEG i NEG NEG | NEG | NEG | NEG NEG
06_020 o predictio NEG AMB. AMB. NEG NEG [ NEG NEG | NEG | NEG | NEG NEG
4 o predictio NEG AMB AMB NEG NEG i NEG NEG i NEG i NEG i NEG NEG
0_0 9 o predictio NEG AMB AMB NEG NEG [ NEG NEG | NEG | NEG | NEG NEG
o predictio NEG AMB AMB NEG | NEG | [ NEG NEG i NEG i NEG i NEG NEG
o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
dible-20 o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG
0_7550_D o predictio NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG NEG
4440275_A o predictio NEG AMB AMB NEG NEG NEG NEG NEG NEG NEG NEG




ADHAESION FACTORS / MSCRAMM GENES

sdrC sdrD vwhb
par g sdrD wwhb wwhb
sdrC sdrC (B1) sdrC(COL)  |sdrC(Mu50) |(MW2+MRSA |(OtherThan25 |sdrD. sdrD (cons) | o, ) (9P (MuSO) [sdrD (other)  |vwb vwb (cons) | o) ) vwb (Mu50)  [vwb (RF122)
252+4RF122) |2+RF122)
Ser-Asp rich fibrinogen-/bone sialoprotein-binding protein C Ser-Asp rich fibrinogen-/bone sialoprotein-binding protein D van Willebrand factor binding protein
V40-124624 NEG i NEG i NEG i NEG
V40-124624: in silico prediction | nec | I NEG I NEG | NEG
| nec | [ NEG | NeG | NEG
61908: in silico prediction [ nec | NEG NEG NEG
M1790_98_1: in silico predictior | nec | NEG NEG NEG
| NEG | NEG NEG NEG
I NEG NEG NEG
GKP138-31: in silico prediction [ N | NEG NEG NEG
ico prediction | nec | NEG NEG NEG
ico prediction [ N | NEG NEG NEG
ico prediction | nec | NEG NEG NEG
o prediction [ nee | NEG NEG NEG
silico prediction NEG NEG NEG NEG
GKP136-58: in silico prediction [ nec | NEG | NEG | NEG
0 prediction | nec | i NEG i NEG i NEG
BA06_02038: in silico prediction | nee | | NEG | NEG | NEG
GKP138-4: in silico prediction | nec | i NEG i NEG i NEG
ZTA10_02421_9_HSA: in silico prediction | nee | | NEG | NEG | NEG
GKP136-62: in silico prediction I | NEG | NEG | NEG
LGA251: in silico prediction [ nec | NEG NEG NEG
UK_NCTC13552: ico prediction | nec | NEG NEG NEG
GKP138-71: in silico prediction | nec | NEG NEG NEG
cat-mandible-2013: in silico prediction | nec | NEG NEG NEG
10_7550_D: in silico prediction | nec | NEG NEG NEG
H114440275_A: in silico prediction | nee | NEG NEG NEG




TYPE | RESTRICTION-MODIFICATION SYSTEM, SINGLE

IMMUNOD.AG.B DEFENSIN RESIST. TRANSFERRIN BINDING PROT PUTATIVE TRANSPORTER
SEQUENCE SPECIFICITY PROTEIN
isaB mprF isdA ImrP hsds1 hsds2
isdA (Other  [ImrP ImrP
i isaB mprF mprf isdA hsds2- hsds2- hsds2-
isaB. isdA (cons) Than (OtherThanRF |(OtherThanRF |ImrP (RF122) |ImrP (RF122) |hsdS1-RF122 hsdS2-RF122
MRSA252] L+MW2 -+ MW2+47
(RREvEr) |fie ) MRSA252)  |122) 122) PEI ©
STRAIN / ISOLATE
type 1 sie-specific
8 transferrin-binding protein i type | site-specific deoxyribonuciease subunit, 2nd locus
subunit, 15t locus
V40-124624 NEG i NEG i
'V40-124624: in silico prediction NEG i NEG I
NEG [ NEG [
61908: i silico prediction NEG NEG
M1790_98_1: in silico predictior NEG NEG
NEG NEG
NEG NEG
GKP138-31: in silico prediction NEG NEG
GKP138-33: in silico prediction NEG NEG
ico prediction NEG NEG
GKP138-78: in silico prediction NEG NEG
GKP136-4: in silico prediction NEG NEG
ZTA09_03668_9_HSA: in silico prediction NEG NEG
GKP136-58: in silico prediction NEG | NEG |
0 prediction NEG i NEG i
BAO6_02038: in silico prediction NEG i NEG I
GKP138-4: in silico prediction NEG i NEG i
ZTA10_02421_9_HSA: in silico prediction NEG i NEG I
GKP136-62: in silico prediction NEG | NEG |
LGA251: in silico prediction NEG NEG
UK_NCTC13552: in silico prediction NEG NEG
GKP138-71: in silico prediction NEG NEG
cat-mandible-2013: n silico prediction NEG NEG
10_7550_D: in silico prediction NEG NEG
H114440275_A: in silico prediction NEG NEG




TYPE | RESTRICTION-MODIFICATION SYSTEM, SINGLE SEQUENCE SPECIFICITY PROTEIN

MISCELLANEOUS GENES

hsds3 hsdsx Q9RL82
Q931R4
(ccs, cc1s, Q2G1R6-
hsds3- hsds3- ear2=Q2FXCO|  Q2vUB3 azaaxz | cc3o, ccoz, genomic
hsds3- hsds3- hsds3- Ccisgs, Q9RL82 Q9RL82- island / cstB
AllotherThan |ST8+ST1+RF12 hsdsx-CC25  |hsdSx-CC15 | hsdSx-etd g RLS2 (CC8]
RF122+4252 |2 CRESHERD |(deiEr | sT1850) | (consensus) | % (€8 | 10361
STRAIN / ISOLATE
major facitator
type I ste-speciic deoxyribonuclease subunit, 3rd locus typel it,unknown locus g e stperfamily Putative protein
ansporter transporter
V40-124624 | NEG | NEG | NEG | NEG
V40-124624: in silico prediction | NEG | NEG | NEG | NEG
| NEG | NEG | NEG | NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
NEG NEG NEG NEG
GKP136-58: in silico prediction T NEG | NEG | NEG | NEG
0 prediction | NEG | NEG | NEG | NEG
[ NEG | NEG | NEG | NEG
| NEG | NEG | NEG | NEG
silico prediction [ NEG | NEG | NEG | NEG
GKP136-62: in silico prediction | NEG | NEG | NEG | NEG
LGA251: in silico prediction NEG NEG NEG NEG
UK_NCTC13552: in silico prediction NEG NEG NEG NEG
GKP138-71: in silico prediction NEG NEG NEG NEG
cat-mandible-2013: n silico prediction NEG NEG NEG NEG
10_7550_D: in silico prediction NEG NEG NEG NEG
H114440275_A: in silico prediction NEG NEG NEG NEG




MISCELLANEOUS GENES HYALURONATE LYASE
sau G7zZTC1 Q2yus3 hysA1 hysA2
sdrM / hysA1
sau96! G7ZRUB yaY sagD hysA1 hysA2 (Al |hysA2 (All
MRSA252+RF |hysA2 (Al [hysA2
arzrct- | X ovups  hysat (MRsa252+8F [ ¥sA2 ( v OtherThan  |OtherThan  |hysA2
sau3Al sauUsl sauRF122 sauS0385 G7zTC1 122) and/or |Other Than  |(COL+USA300
argenteus (RF122)  |(MRSA252) |122) and/or hysa2 MRSA252)  |sNCTCazs) |COL*USAS00+ | COLHUSA300+
hysA2 (cons) NCTC8325)  [NCTC8325)
STRAIN / ISOLATE (coL+USA300)
YL Putative bacteriocin
type ll restriction-modification system endonuclease Gzl |G, [ ol y reg K i Hyaluronate lyase, variable first / second locus Hyaluronate Iyase, second locus.
"Argenteus/sT1850-| like", CC12, CC361, transporter
4 associated protein
] ccaos
V40-124624 | NEG | NEG NEG NEG NEG NEG i
V40-124624: in silico prediction [ NEG | NEG NEG NEG NEG NEG |
| NEG | NEG | NEG | NEG | NEG | NEG [
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
NEG NEG NEG NEG NEG NEG
GKP136-58: in silico prediction T NEG | NEG NEG | NEG NEG NEG [
0 prediction | NEG | NEG NEG | NEG NEG NEG i
[ NEG | NEG NEG | NEG NEG NEG |
| NEG | NEG NEG | NEG NEG NEG i
silico prediction [ NEG | NEG NEG | NEG NEG NEG |
GKP136-62: in silico prediction | NEG | NEG NEG | NEG NEG NEG [
LGA251: in silico prediction NEG NEG NEG NEG NEG NEG
UK_NCTC13552: in silico prediction NEG NEG NEG NEG NEG NEG
GKP138-71: in silico prediction NEG NEG NEG NEG NEG NEG
cat-mandible-2013: n silico prediction NEG NEG NEG NEG NEG NEG
10_7550_D: in silico prediction NEG NEG NEG NEG NEG NEG
H114440275_A: in silico prediction NEG NEG NEG NEG NEG NEG




