


Appendix 11. (Continued)

Q7A483|Q7A48
SA2006 protein 3 Ref 0.3 0.8 0.6 3.6 2.5
Fructose-
bisphosphate
aldolase P99075|ALF2 Ref -3.8 -74 0.6 -3.3 -10
Glycerol phosphate
lipoteichoic acid
synthase Q7ABULILTAS | Ref -1 -0.5 0.6 -0.5 -0.3
Alkaline shock
protein 23 P99157|ASP23 | Ref 2.4 -3.9 0.6 3.5 -2.5
Triosephosphate
isomerase P99133|TPIS Ref -2 -4 0.1 -1.4 -4.4
POAOL4[ENTC
Enterotoxin type C-3 | 3 Ref -5.3 -5.4 -2 -4.5 -4.3
Dihydrolipoyllysine-
residue
acetyltransferase
component of
pyruvate
dehydrogenase
complex P65636|0DP2 Ref -0.6 -5.7 0.4 -14 -6.1
Cysteine synthase P63871|CYSK Ref -0.6 -5.1 0.6 -0.4 -4.3
Elongation factor Ts | P99171|EFTS Ref 2.5 -5 0.6 3.1 -5.2
Pyruvate
dehydrogenase E1
component subunit
alpha Q820A6|ODPA | Ref -55 -9.6 0.6 -6.5 -104
Putative
uncharacterized Q7A6V1|Q7A6
protein SA0663 V1 Ref 0.1 -0.2 0.6 34 3.6
Ornithine
aminotransferase 2 P60298|0AT2 Ref -3.2 -9.4 0 -4.7 -10.3
Staphopain B Q7ABA7|SSPB | Ref -5.1 -3.5 0.6 -3.6 -1.4
Succinyl-CoA ligase
[ADP-forming]
subunit beta P99071|SUCC Ref -1.6 -6.2 0.1 -1.5 -6.7
Phosphocarrier
protein HPr P99143PTHP Ref 1.1 -5.6 -1.2 1.9 -6
Putative
uncharacterized Q7A7J8|Q7A7]
protein SA0359 8 Ref -5.8 -6.1 0.6 -4.7 -5.1
Thermonuclease Q7A6P2|INUC Ref 1.6 -0.9 0.6 2.8 1.6
Trigger factor P99080|TIG Ref -1.3 -4.9 0.2 -2.1 -4.7
Aconitate hydratase P99148|ACON Ref -0.1 -4.9 0.5 0.5 -4.7
Adenylate kinase P99062|KAD Ref -3.1 -4.8 0.6 -3.7 -5.1
Fructose-
bisphosphate
aldolase class 1 P99117]ALF1 Ref -2.3 -6.6 0.2 -2.4 -6.8
50S ribosomal
protein L17 Q7A469RL17 Ref 1.2 -3.6 0.6 14 -3.6
Glutamyl
endopeptidase Q7A6A6|SSPA | Ref -1.7 -3.3 0.6 -0.1 -1.4
Q7A6Y9|Q7A6
SA0620 protein Y9 Ref -0.1 -2.2 -1.4 1 0.5
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Appendix 11. (Continued)

60 kDa chaperonin P99083|CH60 Ref -1.3 -5.4 -0.2 -0.9 -5.6

Probable beta- Q7A4X8|Q7A4 No

lactamase X8 Ref 0.8 | Values -3.7 0.8 | No Values

Putative

uncharacterized Q7A735|Q7A73

protein SA0570 5 Ref 0.1 -3.9 0.6 1.5 -2.9

Alcohol

dehydrogenase Q7AT742|ADH Ref -0.4 -4.8 0.6 0.6 -4.4

Reference

Catalase Q7A5T2|CATA | Ref -3.8 -6.9 | Missing -5 -7.9
Q7A418|Q7A41

SA2097 protein 8 Ref -14 -2.7 -1.1 -0.5 -2.6

Penicillin binding Q7A8C6|Q7A8

protein 2 prime C6 Ref -4.4 -6.8 0.3 -4.5 -7.5

Putative

uncharacterized Q9AC87|Q9AC

protein SAP003 87 Ref 35 -6.8 0.6 4.8 -7

Probable thiol

peroxidase P99146|TPX Ref 0.7 -6 0.6 -0.3 -8.5

30S ribosomal

protein S1 Q7A5J0|RS1 Ref -0.9 -5.3 0.6 -1 -5

L-lactate

dehydrogenase 1 P65256|LDH1 Ref 2.2 -1.1 0.6 3.8 0.4

Phosphoglycerate

kinase P99135|PGK Ref -1.6 -5.4 0.6 -0.5 -5.7

Glucose-6-phosphate

isomerase P99078|G6PI Ref -1.5 -5.4 0.6 -1.4 -6

Transketolase P99161|TKT Ref -1.9 -5.5 -2.2 -1 -6

Pyruvate

dehydrogenase E1

component subunit No Reference

beta P99063|ODPB Ref Values -8.1 -1.2 | Missing -8.6

Glycerophosphoryl

diester Q7A6H7|Q7A6

phosphodiesterase H7 Ref -2.9 -4.4 0.6 -3.1 -4.3

No

Delta-hemolysin POAOM2|HLD Ref -2.5 | Values 0.6 -2 | No Values

Phenol-soluble

modulin alpha 4

peptide POC824|PSMA4 | Ref -2.3 0.1 0.5 0 2.3

Foldase protein prsA | P60748|PRSA Ref -3.3 -5.7 0.1 -2.9 -5.5

Glycyl-glycine

endopeptidase lytM Q7A7TOILYTM | Ref -0.3 -0.9 -1.7 0.7 0.9

Thioredoxin P99122|THIO Ref 0.2 -4.6 0.6 0.5 -5.1
Q7A371|Q7A37 Reference

SA2437 protein 1 Ref -10 -8.7 | Missing -10 -8.3

UPF0477 protein

SA0873 Q7A6D4|Y873 | Ref -4.7 -5.9 -0.5 -4.7 -6.8
Q7A561|Q7A56

Citrate synthase |1 1 Ref 5.5 -5.8 0 8.5 -6.9

6-phosphogluconate

dehydrogenase,

decarboxylating P63334|6PGD Ref -0.9 -4.1 0.5 -0.5 -4.5

Superoxide

dismutase [Mn/Fe] 1 | P99098|SODM1 | Ref -4.7 -1.7 0.6 -5 -8.1
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Appendix 11. (Continued)

Phenol-soluble
modulin alpha 1
peptide

POC7Y7|PSMA
1

Ref

-1.7

Phosphoenolpyruvat
e carboxykinase
[ATP]

P99128|PCKA

Ref

-1.4

Probable
transglycosylase
isaA

P99160|ISAA

Ref

-3.1

Glycyl-tRNA
synthetase

P99129[SYG

Ref

0.6

-1.3

DNA-directed RNA
polymerase subunit
beta’'

P60285|RPOC

Ref

0.6

-1.1

Glycine cleavage
system H protein

P64214|GCSH

Ref

0.9

0.6

-15

508 ribosomal
protein L30

POAOGO|RL30

Ref

0.8

0.7

-4

0

1.2

Cold shock protein
CSpA

Q7A5P3|CSPA

Ref

No
Values

-3.9

Reference
Missing

No Values

-3.8

Serine protease splB

Q7A4Y1|SPLB

Ref

-0.2

-4.1

0.5

3

-1.5

DNA-directed RNA
polymerase subunit
beta

P60278|RPOB

Ref

No
Values

No Values

2,3-
bisphosphoglycerate-
dependent
phosphoglycerate
mutase

P99153|GPMA

Ref

No
Values

0.6

No Values

Dihydrolipoyllysine-
residue
succinyltransferase
component of 2-
oxoglutarate
dehydrogenase
complex

Q7A5N4|0D0O2

Ref

Seryl-tRNA
synthetase

P99178|SYS

Ref

NAD-specific
glutamate
dehydrogenase

Q7A6H8|DHE2

Ref

0.6

Succinyl-CoA ligase
[ADP-forming]
subunit alpha

P99070|SUCD

Ref

-16.8

-25.2

No Values

-17.5

-25.3

Uncharacterized
leukocidin-like
protein 1

Q7A4LO|LUKL
1

Ref

1.8

0.4

Acy!| carrier protein

POAQ02|ACP

Ref

-2.5

-0.1

50S ribosomal
protein L21

Q7A583RL21

Ref

1.8

Reference
Missing

2.4

UPF0337 protein
SAQ772

Q7ABLIYT772

Ref

Reference
Missing

-2.9

3-oxoacyl-[acyl-
carrier-protein]
synthase 2

Q7AG6F8|FABF

Ref

Reference
Missing

-2.2
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50S ribosomal

protein L9 P66318|RL9 Ref -3.2 -6.4 0.6 -4.1 -6.5
Q9ACB80|Q9AC

Beta-lactamase 80 Ref 0.3 -1.8 0.6 2.4 -1.2

Thioredoxin No Value

reductase P99101|TRXB Ref Values -7.7 | Missing No Values -8.4

Putative dipeptidase | Q7A522|PEPV Reference

SA1572 L Ref -5.8 -9.3 | Missing -5.7 -9.8
Q7A696|Q7A69 Reference | Value Value

SA0916 protein 6 Ref -3.9 -4.7 | Missing Missing Missing

Phosphoenolpyruvat

e-protein

phosphotransferase Q99V14|PT1 Ref 0 -5.4 0.6 1.2 -4.4

30S ribosomal Value

protein S9 P66646|RS9 Ref 2.5 -6.4 0.5 | Missing -6.4

Uncharacterized

protein SA1692 POAOK1|Y1692 | Ref -0.3 -1.9 0.3 1 -0.1

50S ribosomal

protein L11 POAOF2|RL11 Ref -0.6 -5.9 -0.7 -2.2 -5.8

Putative universal

stress protein

SA1532 Q7A551|Y1532 | Ref 0.6 -2 0.5 2.5 -1.6

1-pyrroline-5-

carboxylate

dehydrogenase P99076|ROCA Ref -1 -4.6 -0.9 -2.2 -6

Gamma-hemolysin

component C Q7A3S2|HLGC | Ref -5.4 -5.2 0.6 -2 -0.6

Serine-aspartate

repeat-containing

protein D Q7AT780|SDRD | Ref 0 0 | No Values -2.8 -1.6

Glutamyl-tRNA

synthetase P99170|SYE Ref -2.6 -7.5 0.6 -2.9 -7.6

2,3-

bisphosphoglycerate-

independent

phosphoglycerate

mutase P64270|GPMI Ref 1.2 -4.5 -0.9 1.8 -4.8

D-lactate No

dehydrogenase P99116|LDHD Ref Values 0 | No Values | No Values -2.2

50S ribosomal

protein L10 P99155|RL10 Ref 2.6 -5 -0.7 3.4 -4.8
Q99RL6|QI9R

SA2202 protein L6 Ref -0.1 -2.5 0.4 -0.1 -1.5

Gamma-hemolysin No

component A POAO72|HLGA | Ref 2.2 | Values 0.6 4.3 | No Values

10 kDa chaperonin P99104|CH10 Ref -2.1 -5.9 0.2 -2.6 -6.6

Dihydroorotase P65906|PYRC Ref -1.6 -3.8 0.2 -2.2 -2.9

UPF0457 protein Reference

SA1975.1 Q99S93|Y197A | Ref -1.5 -5.6 | Missing -1.7 -5.5

Ribosome-recycling Reference

factor P99130|RRF Ref -2.6 -4.7 | Missing -3.6 -3.9

Elongation factor P P99066|EFP Ref -1 -5.3 -0.4 -2.5 -5.7

Uncharacterized

leukocidin-like Q99SN7|LUKL No

protein 2 2 Ref 0.6 | Values 0.5 2.6 | No Values
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Appendix 11. (Continued)

UPF0355 protein

SA0372 Q7A716|UP355 | Ref -1.6 -4.6 0.6 -0.7 -4.1

Acetate kinase Q99TF2|ACKA | Ref 2.6 -2.1 -0.9 4.2 -0.1

Elastin-binding

protein ebpS Q7A5I6EBPS Ref -2.6 -5 -0.4 -1.7 -4.2

30S ribosomal No

protein S6 P99142|RS6 Ref Values -2.2 0.6 | No Values -1.9

General stress Q7AA4CB|Q7A4 Value

protein 20U C8 Ref -0.9 -1.4 0.6 -1.2 | Missing

50S ribosomal Reference

protein L24 P60735|RL24 Ref -2.7 -7.6 | Missing -3 -7.6

Bifunctional protein No

folD Q7A697|FOLD | Ref Values -0.3 -0.1 | No Values 1.4

50S ribosomal

protein L22 Q7A460RL22 Ref -2 -4.7 0.6 1 -4.1

Putative

uncharacterized Q7A5U6|Q7A5

protein SAS040 ué Ref -2.5 -8 -0.2 -2 -8.5

Gamma-hemolysin No

component B POAQ75HLGB | Ref 1 | Values 0.6 2.7 | No Values

Putative

uncharacterized Q99WG7|Q99 No No Reference

protein SA0395 WG7 Ref Values Values -0.2 | Missing No Values

Putative peptidyl-

prolyl cis-trans Reference

isomerase Q7A6I1PPI1 Ref 2.4 0.1 0.6 | Missing -0.2

50S ribosomal No Reference

protein L1 Q99W68|RL1 Ref Values -2.8 -0.3 | Missing -2.6

Virulence factor No

esxA ESXA (+1) Ref -0.5 | Values 0.6 1.8 | No Values

ATP-dependent Clp

protease ATP-

binding subunit clpC | Q7A797|CLPC | Ref 1.9 -4.7 -2.4 4 -4.3
Q99V35|Q99V3

SA0914 protein 5 Ref 2.4 -3.6 0.6 3.3 -2.8

30S ribosomal Reference

protein S16 P66440|RS16 Ref -1.5 -8.5 | Missing -14 -8.9

Translation initiation Reference

factor IF-1 P65119|IF1 Ref -5.8 -9.1 | Missing -8 -8.7

DNA-directed RNA

polymerase subunit

alpha P66706|RPOA Ref -1.1 -5.9 0.6 -1.8 -5.4

Truncated beta- Q99QR7|Q99Q No

hemplysin R7 Ref -19.6 | Values No Values -19.4 | No Values

Deoxyribose- P99102|DEOC1

phosphate aldolase 1 | (+1) Ref -3 -4.4 -0.9 -3.6 -3.9
Q7A666|Q7A66

Pyruvate carboxylase | 6 Ref 0 0 | No Values -0.5 -0.3

Uncharacterized No Reference

protein SA0829 Q7A6H3|Y829 | Ref -6.5 | Values Missing -9.7 | No Values

Probable acetyl-CoA No

acyltransferase Q7A7L2ITHLA | Ref -2.7 | Values 0.6 -3.2 | No Values

Protein grpE P99086|GRPE Ref -3.6 -4.6 -1 -5 -4.6

50S ribosomal No No

protein L3 P60449|RL3 Ref Values Values 0.5 | No Values | No Values

ATP synthase

subunit beta P99112|ATPB Ref -1.6 -55 0.6 -0.1 -4.9
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Uncharacterized

protein SA0707 Q7A6R6]Y707 | Ref -2.5 -5.2 0.6 -1.6 -5.6

Glucose-specific

phosphotransferase

enzyme I1A No Reference

component P60857|PTGA Ref Values 0 | No Values | Missing 0.4

Transcription

elongation factor

greA P99156|GREA Ref -2.1 -3.6 -0.4 -1.7 -6.2

SA0758 protein Q7A6M7 Ref -0.3 -3.9 -2.2 -1.2 -4

Chaperone protein No

hchA P64313JHCHA | Ref 3 | Values 0.6 5 | No Values

50S ribosomal No

protein L5 Q7A465|RL5 Ref -0.6 | Values 0.3 2.5 | No Values

Serine

hydroxymethyltransf

erase P99091|GLYA | Ref -4 -8 -0.7 -4 -8.2

Methionine

aminopeptidase AMPM Ref -5.7 -9.4 -2.9 -7 -9.5

50S ribosomal

protein L15 POAOF6|RL15 Ref 0.9 -4.1 0.6 0.9 -3.7

ATP-dependent Clp

protease ATP-

binding subunitclpL | Q7A3F4|CLPL | Ref -0.4 -1.4 0.5 0.7 -6.7

UPF0342 protein

SA1663 Q7A4V3|Y1663 | Ref -2.4 -3.6 0.6 -2.5 -4.6
Q7A6M6|Q7A6 Reference

SAQ759 protein M6 Ref 1.8 -3.2 | Missing 2.5 -3

Staphylokinase Q99SU7|SAK Ref 0.8 -1.5 0 2.5 -0.4

Iron-regulated

surface determinant No

protein A Q7A655|ISDA Ref Values -4.7 0.2 | No Values -3.7

Serine-aspartate

repeat-containing

protein E Q99W46|SDRE | Ref 0 0 | No Values -1.1 -2.5
Q99T54|Q99T5 No No Reference | Reference

Leukotoxin, LukD 4 Ref Values Values Missing Missing No Values

Amidophosphoribos No No

yltransferase P99164|PUR1 Ref Values Values 0.2 | No Values | No Values
Q7A6E5|Q7A6 No Reference

SA0859 protein E5 Ref Values -6.3 | Missing No Values -8.9

Phosphoribosylform

ylglycinamidine No No Reference

synthase 1 P99166|PURQ Ref Values Values Missing No Values | No Values

Staphylococcal

complement No Reference

inhibitor Q99SU9ISCIN Ref Values -1.8 | Missing No Values -0.2

Uncharacterized N-

acetyltransferase

SA1019 Q99UT4|Y1019 | Ref -2.5 -4.4 -1 -2.9 -4.1

50S ribosomal No

protein L27 P66133|RL27 Ref Values -6.7 0.6 | No Values -6.8

Adenylosuccinate

lyase Q7A4Q3PUR8 | Ref 0 0 | No Values -0.2 -0.3
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Q7A6A9MEN No Reference

Naphthoate synthase | B Ref -8.8 | Values Missing -9 | No Values

Putative

uncharacterized Q7AB6MO|Q7A6

protein SA0771 MO Ref -1.3 -2.8 0.6 -1.3 -1.8
Q99TW4|Q99T Reference

Xaa-Pro dipeptidase | W4 Ref -5.1 -8 | Missing -4.2 -8.1

1-

phosphatidylinositol

phosphodiesterase Q7A888|Q7A88 No

precurosr 8 Ref 0.7 | Values 0.4 3.1 | No Values

Probable glycine

dehydrogenase

[decarboxylating] No

subunit 1 P64218|GCSPA | Ref Values 0 | No Values | No Values -0.9

Putative aldehyde No

dehydrogenase AldA | Q7A825|ALDA | Ref Values 0 | No Values | No Values -0.7

L-lactate

dehydrogenase 2 P99119|LDH2 Ref 1.4 -4 -1.1 3.3 -2.7

Formate

acetyltransferase Q7A7X6[PFLB | Ref -1.2 -4.1 -0.5 -0.3 -3.7

Signal transduction

protein TRAP Q7A4W3|TRAP | Ref -0.6 0 -0.2 -0.5 0.9

Purine nucleoside Q7A4CIIQ7A4 No No

phosphorylase C9 Ref Values Values -0.5 | No Values | No Values

Arginyl-tRNA No

synthetase Q99WO5|SYR Ref Values -7.3 -0.8 | No Values -1.7

50S ribosomal No

protein L13 Q7A473IRL13 Ref -1.3 | Values -0.2 0.3 | No Values

Probable

transglycosylase No

sceD Q7A4F2|SCED | Ref 0 | Values No Values -1.3 | No Values

Organic

hydroperoxide

resistance protein- Q7A6M9|OHR No Reference

like L Ref -1.8 | Values Missing -1.6 | No Values

No No

Serine protease spID | Q7A4Y3|SPLD | Ref Values Values -0.6 | No Values | No Values

Putative

uncharacterized Q7A493|Q7A49 No No

protein SA1986 3 Ref Values Values -2.4 | No Values | No Values

D-alanine--

poly(phosphoribitol)

ligase subunit 2 POAO19IDLTC Ref -2.5 -5.9 0.2 -1.7 -5.3

Immunoglobulin-

binding protein shi Q99RL2|SBI Ref -3.3 -6.8 0.6 -4.9 -7.2

Putative

uncharacterized Q7A553|Q7A55 No

protein SA1528 3 Ref 1.7 | Values -0.4 4.2 | No Values

GMP synthase

[glutamine- No

hydrolyzing] P99105|GUAA | Ref Values -5.9 0.6 | No Values -6.3
Q7A556|Q7A55

SA1524 protein 6 Ref 1.6 -3.1 -0.6 2.7 -4.5
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30S ribosomal Reference

protein S11 P66357|RS11 Ref -2.3 -7.6 | Missing -2.9 -8.6

Putative

uncharacterized Q7A694|Q7A69 No

protein SA0919 4 Ref Values -4.8 -0.4 | No Values -4.3

Phenol-soluble

modulin alpha 3 No

peptide POC811|PSMA3 | Ref -0.6 | Values 0.3 0 | No Values
No

Ferritin Q7A4R2|FTN Ref Values 0 | No Values | No Values 0.3

Alkyl hydroperoxide No Value

reductase subunit F P99118|AHPF Ref Values -6.2 | Missing No Values -6.1

Anti-sigma-B factor No

antagonist P66838|RSBV Ref Values -3.2 -0.1 | No Values -2.9

Nucleoside

diphosphate kinase NDK (+1) Ref -3.7 -9.6 0.2 -5.5 -9.8

Zinc

metalloproteinase Q7A378|Q7A37 No Reference | Reference

aureolysin 8 Ref Values -2.5 | Missing Missing -0.5

UPF0173 metal-

dependent hydrolase

SA1529 P99149]Y1529 Ref -14 -19.1 | No Values -14.2 -19.5

Pyridoxal

biosynthesis lyase No

pdxS P60798|PDXS Ref Values -6.5 -2 | No Values -5.9

Alanine No

dehydrogenase 2 Q99TF4DHA2 | Ref Values -5.4 -1.2 | No Values -6.9
No

Urocanate hydratase | P67417|[HUTU Ref Values 0 | No Values | No Values -0.9

Putative

uncharacterized Q7A3I10|Q7A3I Reference

protein SA2309 0 Ref 4.7 -3.5 0.5 | Missing -3.4

CTP synthase P99072|PYRG Ref 0.6 -5.5 0.3 0.6 -5.1

Putative 8-amino-7-

oxononanoate

synthase/2-amino-3-

ketobutyrate No

coenzyme A ligase P60120|BIKB Ref Values -23 | No Values | No Values -24.1

Threonyl-tRNA No No

synthetase P67585|SYT Ref Values Values 0.2 | No Values | No Values

Probable

malate:quinone

oxidoreductase 2 P99115|MQO2 Ref 0 0 | No Values 0.2 0.5

Probable branched-

chain-amino-acid

aminotransferase P99138|ILVE Ref 0 0 | No Values 0.3 -0.4

Methionyl-tRNA No

synthetase P67579|SYM Ref Values 0 | No Values | No Values 0.1

Tryptophanyl-tRNA No

synthetase P67593|SYW Ref 0 | Values No Values -3.1 | No Values

Mannitol-1-

phosphate 5- No

dehydrogenase P99140|MTLD | Ref 0 | Values No Values 0.7 | No Values

Q7A5G2|Q7A5 No
SA1343 protein G2 Ref Values 0 | No Values | No Values -1.7
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No No

Staphopain A P65826|SSPP Ref Values Values No Values | No Values | No Values

UPF0082 protein

SA0624 P67182|Y624 Ref -2.2 -5.3 0.6 -1.8 -5

Cell division protein

ftsZ P99108|FTSZ Ref 25 -3.1 -0.5 3 -3.6

Adenylosuccinate No

synthetase P99099|PURA Ref Values -5.1 -1.9 | No Values -5.2

Histidine ammonia- No Reference

lyase P64416|HUTH Ref Values -9.6 | Missing No Values -9.6

Imidazolonepropiona No

se P64418|HUTI Ref Values 0 | No Values | No Values -14

6- No Reference

phosphofructokinase | P99165/K6PF Ref -3.2 | Values Missing -0.7 | No Values

Lysyl-tRNA No

synthetase P67610|SYK Ref Values -1.3 -1.8 | No Values 2.3
Q7A501|Q7A50 No

SA1599 protein 1 Ref Values 0 | No Values | No Values 1.3
Q7ATW3|QTAT No

SA0231 protein W3 Ref Values -34 -0.2 | No Values -3.9

Phenylalanyl-tRNA No

synthetase beta chain | P67041|SYFB Ref Values 0 | No Values | No Values -1.5

P60855|Y370_STAA No

N P60855|Y370 Ref Values 0 | No Values | No Values -0.7

50S ribosomal No No

protein L23 Q7A459|RL23 Ref Values Values 0.5 | No Values | No Values

Putative

uncharacterized Q7AB6A3|Q7A6

protein SA0908 A3 Ref 3 -2.3 -1 3.6 -2.3
Q7A581|Q7A58

SA1475 protein 1 Ref 0 0 | No Values 0.7 0.3

Leucyl-tRNA No

synthetase P67513|SYL Ref Values -6 0.3 | No Values -5.8

Reference

Clumping factor A Q99VJ4|CLFA | Ref 0 0 | No Values 0.2 | Missing
Q7A3A2|Q7A3 No

Acetate-CoA ligase A2 Ref 0 | Values No Values 0.6 | No Values
RANDOM_DR No

Lactonase drp35 P35-R Ref 0 | Values No Values -1.5 | No Values

50S ribosomal No

protein L2 P60432|RL2 Ref Values 0 | No Values | No Values -0.2

Glucosamine--

fructose-6-phosphate

aminotransferase No No Reference

[isomerizing] GLMS Ref Values Values Missing No Values | No Values

Putative

uncharacterized Q7AAN7|Q7A4 No

protein SA1743 N7 Ref Values 0 | No Values | No Values 0.6
Q7A620|Q7A62 No Reference

Cell division protein | 0 Ref Values 0 | No Values | Missing 0.5

50S ribosomal No

protein L18 Q7A467|RL18 Ref Values -18.9 | No Values | No Values -18.5

3-hexulose-6- No No

phosphate synthase Q7AT774|HPS Ref Values Values No Values | No Values | No Values

Acetoin(diacetyl) No

reductase P99120|BUTA Ref Values 0 | No Values | No Values -0.2
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Appendix 12. (Continued)

Phosphoenolpyruvat
e carboxykinase
[ATP]

P99128|PCKA

Ref

11

Probable
transglycosylase
isaA

P99160[ISAA

Ref

0.9

Glycyl-tRNA
synthetase

P99129|SYG

Ref

DNA-directed RNA
polymerase subunit
beta’

P60285|RPOC

Ref

0.2

Glycine cleavage
system H protein

P64214|GCSH

Ref

0.9

0.1

50S ribosomal
protein L30

POAOGO|RL30

Ref

0.8

0.2

Cold shock protein
CSpA

Q7A5P3|CSPA

Ref

No
Values

No Values

No Values

Serine protease splB

Q7A4Y1|SPLB

Ref

-0.2

0.6

1.5

DNA-directed RNA
polymerase subunit
beta

P60278RPOB

Ref

No
Values

0.5

No Values

2,3-
bisphosphoglycerate-
dependent
phosphoglycerate
mutase

P99153|GPMA

Ref

No
Values

14

No Values

Dihydrolipoyllysine-
residue
succinyltransferase
component of 2-
oxoglutarate
dehydrogenase
complex

Q7A5N4|/0D0O2

Ref

0.3

-7.1

Seryl-tRNA
synthetase

P99178|SYS

Ref

0.6

-1.6

NAD-specific
glutamate
dehydrogenase

Q7A6H8DHE2

Ref

0.5

-2.9

Succinyl-CoA ligase
[ADP-forming]
subunit alpha

P99070|SUCD

Ref

-16.8

-25.2

No Values

-17.9

-25.7

Uncharacterized
leukocidin-like
protein 1

Q7A4LO|LUKL
1

Ref

1.8

1.4

1.9

3.9

3.3

Acyl carrier protein

POAO02|ACP

Ref

2

-2.5

Value

Missing

50S ribosomal
protein L21

Q7A583RL21

Ref

Reference
Missing

UPF0337 protein
SA0772

Q7A6LIY772

Ref

No Values

-2.1

3-oxoacyl-[acyl-
carrier-protein]
synthase 2

Q7AG6F8|FABF

Ref

Reference
Missing

-2.7

50S ribosomal
protein L9

P66318RL9

Ref

0.4

Beta-lactamase

QIACS0|QIAC
80

Ref

11

2.1
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Appendix 12. (Continued)

Thioredoxin P99101|TRXB Ref No -7.7 | Value No Values -8.5

reductase Values Missing

Putative dipeptidase | Q7A522|PEPV | Ref -5.8 -9.3 | Reference -5.1 -10

SA1572 L Missing

SA0916 protein Q7A696|Q7A69 | Ref -3.9 -4.7 | Reference | Value 0.9
6 Missing Missing

Phosphoenolpyruvat | Q99V14|PT1 Ref 0 -5.4 0.7 0.1 -4.4

e-protein

phosphotransferase

30S ribosomal P66646|RS9 Ref 25 -6.4 0.9 | Value -6.2

protein S9 Missing

Uncharacterized POAOK1|Y1692 | Ref -0.3 -1.9 1.7 1.9 -0.7

protein SA1692

50S ribosomal POAOF2|RL11 Ref -0.6 -5.9 0.5 -2.4 -5.7

protein L11

Putative universal Q7A551|Y1532 | Ref 0.6 -2 1.6 1.4 -1.6

stress protein

SA1532

1-pyrroline-5- P99076|ROCA | Ref -1 -4.6 -0.3 -3.7 -5.1

carboxylate

dehydrogenase

Gamma-hemolysin Q7A3S2|HLGC | Ref -5.4 -5.2 -0.4 -1.7 -1.3

component C

Serine-aspartate Q7A780|SDRD | Ref 0 0 | No Values -2.8 -0.4

repeat-containing

protein D

Glutamyl-tRNA P99170|SYE Ref -2.6 -75 2.3 -34 -7.8

synthetase

2,3- P64270|GPMI Ref 1.2 -4.5 -0.7 | Reference -5

bisphosphoglycerate- Missing

independent

phosphoglycerate

mutase

D-lactate P99116|LDHD Ref No 0 | No Values | No Values -0.7

dehydrogenase Values

50S ribosomal P99155|RL10 Ref 2.6 -5 1 3.9 -4.4

protein L10

SA2202 protein Q99RL6|QI9R | Ref -0.1 -2.5 -0.4 0.6 -1.7
L6

Gamma-hemolysin POAQ72JHLGA | Ref 2.2 | No 0.8 6.3 | No Values

component A Values

10 kDa chaperonin P99104|CH10 Ref -2.1 -5.9 0.7 -1.6 -5.9

Dihydroorotase P65906/PYRC Ref -1.6 -3.8 0.4 -0.7 -4.2

UPF0457 protein Q99S93|Y197A | Ref -1.5 -5.6 | No Values -1.2 -5

SA1975.1

Ribosome-recycling | P99130|RRF Ref -2.6 -4.7 | Reference -2.2 -3.7

factor Missing

Elongation factor P P99066|EFP Ref -1 -5.3 14 -1.6 -5

Uncharacterized Q99SN7|LUKL | Ref 0.6 | No 0.7 3.1 | No Values

leukocidin-like 2 Values

protein 2

UPFO0355 protein Q7A716|UP355 | Ref -1.6 -4.6 | Reference -0.2 -4.1

SA0372 Missing

Acetate kinase Q99TF2|JACKA | Ref 2.6 -2.1 0 2.9 -0.2

Elastin-binding Q7A5I6EBPS Ref -2.6 -5 4.4 -1.3 -2.5

protein ebpS
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Appendix 12. (Continued)

30S ribosomal P99142|RS6 Ref No -2.2 2 | No Values | Value

protein S6 Values Missing

General stress Q7A4C8|Q7A4 | Ref -0.9 -1.4 | Value -0.6 24

protein 20U C8 Missing

50S ribosomal P60735|RL24 Ref -2.7 -7.6 | Reference -3.6 -8

protein L24 Missing

Bifunctional protein | Q7A697|FOLD | Ref No -0.3 0.3 | No Values | Value

folD Values Missing

50S ribosomal Q7A460|RL22 Ref -2 -4.7 1.8 0.8 -3.7

protein L22

Putative Q7A5UB|Q7A5 | Ref -2.5 -8 0.2 -2.3 -8.5

uncharacterized ué

protein SAS040

Gamma-hemolysin POAQ75|HLGB | Ref 1| No 0.4 4.5 | No Values

component B Values

Putative Q99WG7|Q99 Ref No No 1.2 | Reference | No Values

uncharacterized WG7 Values Values Missing

protein SA0395

Putative peptidyl- Q7A6I1|PPI1 Ref 24 0.1 -1.2 6.5 | Value

prolyl cis-trans Missing

isomerase

50S ribosomal Q99W68|RL1 Ref No -2.8 2 | Reference -1.6

protein L1 Values Missing

Virulence factor ESXA (+1) Ref -0.5 | No -0.2 1.2 | No Values

esxA Values

ATP-dependent Clp | Q7A797|CLPC | Ref 1.9 -4.7 0.1 55 -3.7

protease ATP-

binding subunit clpC

SA0914 protein Q99V35|Q99V3 | Ref 2.4 -3.6 15 4.9 -2.1
5

30S ribosomal P66440|RS16 Ref -15 -8.5 | No Values -1.2 -9.2

protein S16

Translation initiation | P65119|IF1 Ref -5.8 -9.1 | Reference -8 -8.2

factor IF-1 Missing

DNA-directed RNA | P66706|RPOA Ref -1.1 -5.9 0.2 -2.6 -4.9

polymerase subunit

alpha

Truncated beta- Q99QR7|Q99Q | Ref -19.6 | No No Values -19.4 | No Values

hemplysin R7 Values

Deoxyribose- P99102|DEOC1 | Ref -3 -4.4 1 -2.3 4.1

phosphate aldolase 1 | (+1)

Pyruvate carboxylase | Q7A666|Q7A66 | Ref 0 0 | No Values -15 -0.7
6

Uncharacterized Q7A6H3|Y829 | Ref -6.5 | No Reference -9 | No Values

protein SA0829 Values Missing

Probable acetyl-CoA | Q7A7L2|THLA | Ref -2.7 | No Reference -2.1 | No Values

acyltransferase Values Missing

Protein grpE P99086|GRPE Ref -3.6 -4.6 1.3 -4.6 -4.1

50S ribosomal P60449|RL3 Ref No No Value No Values | No Values

protein L3 Values Values Missing

ATP synthase P99112|ATPB Ref -1.6 -5.5 11 -1.5 -5.4

subunit beta

Uncharacterized Q7A6R6|Y707 Ref -2.5 -5.2 | Reference -2.4 -5.9

protein SA0707 Missing
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Appendix 12. (Continued)

Glucose-specific P60857|PTGA Ref No 0 | No Values | Reference 0.2

phosphotransferase Values Missing

enzyme I1A

component

Transcription P99156|GREA Ref -2.1 -3.6 2 -1.7 4.4

elongation factor

greA

SA0758 protein Q7A6M7 Ref -0.3 -3.9 0.3 -2.4 4.7

Chaperone protein P64313HCHA | Ref 3 | No 0.5 5.6 | No Values

hchA Values

50S ribosomal Q7A465|RL5 Ref -0.6 | No 1.2 2.7 | No Values

protein L5 Values

Serine P99091|GLYA | Ref -4 -8 -0.2 -4.1 -8.8

hydroxymethyltransf

erase

Methionine AMPM Ref -5.7 -9.4 -0.1 -6.5 -9.3

aminopeptidase

50S ribosomal POAOF6|RL15 Ref 0.9 -4.1 15 11 -2.8

protein L15

ATP-dependent Clp | Q7A3F4|CLPL | Ref -0.4 -14 1.6 1.4 -5.4

protease ATP-

binding subunit clpL

UPF0342 protein Q7A4V3|Y1663 | Ref -2.4 -3.6 1.3 -1.2 -4.3

SA1663

SAQ759 protein Q7A6M6|Q7A6 | Ref 1.8 -3.2 | Reference 3.2 -2.6
M6 Missing

Staphylokinase Q99SU7|SAK Ref 0.8 -1.5 -0.9 2.9 -1.2

Iron-regulated Q7AB55|ISDA Ref No -4.7 2 | No Values -2.8

surface determinant Values

protein A

Serine-aspartate Q99W46|SDRE | Ref 0 0 | No Values 0.3 -0.7

repeat-containing

protein E

Leukotoxin, LukD Q99T54|Q99T5 | Ref No No No Values | Reference | No Values
4 Values Values Missing

Amidophosphoribos | P99164|PUR1 Ref No No 0.2 | No Values | No Values

yltransferase Values Values

SA0859 protein Q7A6E5|Q7A6 | Ref No -6.3 | No Values | No Values -7.1
E5 Values

Phosphoribosylform | P99166|PURQ Ref No No No Values | No Values | No Values

ylglycinamidine Values Values

synthase 1

Staphylococcal Q99SU9ISCIN Ref No -1.8 | Reference | No Values 0

complement Values Missing

inhibitor

Uncharacterized N- Q99UT4|Y1019 | Ref -2.5 -4.4 1.8 -2.5 -3.2

acetyltransferase

SA1019

50S ribosomal P66133|RL27 Ref No -6.7 2.7 | No Values -6.5

protein L27 Values

Adenylosuccinate Q7A4Q3PURS | Ref 0 0 | No Values 0 0.1

lyase
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Appendix 12. (Continued)

Naphthoate synthase | Q7A6A9MEN Ref -8.8 | No No Values -11.1 | No Values
B Values

Putative Q7A6MO|Q7A6 | Ref -1.3 -2.8 0.9 -1.2 -1.9

uncharacterized MO

protein SA0771

Xaa-Pro dipeptidase | Q99TW4|Q99T | Ref -5.1 -8 | Reference -3.2 -7
W4 Missing

1- Q7A888|Q7A88 | Ref 0.7 | No 0 2.9 | No Values

phosphatidylinositol | 8 Values

phosphodiesterase

precurosr

Probable glycine P64218|GCSPA | Ref No 0 | No Values | No Values -0.4

dehydrogenase Values

[decarboxylating]

subunit 1

Putative aldehyde Q7A825|ALDA | Ref No 0 | No Values | No Values 0.5

dehydrogenase AldA Values

L-lactate P99119|LDH2 Ref 1.4 -4 0.6 25 -3.4

dehydrogenase 2

Formate Q7A7X6|PFLB | Ref -1.2 -4.1 2.1 -1 -3.4

acetyltransferase

Signal transduction Q7A4W3|TRAP | Ref -0.6 0 21 0.3 1.3

protein TRAP

Purine nucleoside Q7A4CI9IQ7A4 | Ref No No -0.4 | No Values | No Values

phosphorylase C9 Values Values

Arginyl-tRNA Q99WO5|SYR Ref No -7.3 1.3 | No Values -7.8

synthetase Values

50S ribosomal Q7A473|RL13 Ref -1.3 | No 24 -0.3 | No Values

protein L13 Values

Probable Q7A4F2|SCED | Ref 0| No No Values -0.6 | No Values

transglycosylase Values

sceD

Organic Q7A6MI|OHR | Ref -1.8 | No Reference -0.5 | No Values

hydroperoxide L Values Missing

resistance protein-

like

Serine protease spID | Q7A4Y3|SPLD | Ref No No -0.2 | No Values | No Values

Values Values

Putative Q7A493|Q7A49 | Ref No No 0.4 | No Values | No Values

uncharacterized 3 Values Values

protein SA1986

D-alanine-- POAO19IDLTC | Ref -2.5 -5.9 0.6 -1.2 -6.4

poly(phosphoribitol)

ligase subunit 2

Immunoglobulin- Q99RL2|SBI Ref -3.3 -6.8 0.7 -2.9 -6.7

binding protein shi

Putative Q7A553|Q7A55 | Ref 1.7 | No 1 2.3 | No Values

uncharacterized 3 Values

protein SA1528

GMP synthase P99105|GUAA | Ref No -5.9 0.4 | No Values | Value

[glutamine- Values Missing

hydrolyzing]

SA1524 protein Q7A556|Q7A55 | Ref 1.6 -3.1 0.1 | Value -3.5
6 Missing
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Appendix 12. (Continued)

30S ribosomal P66357|RS11 Ref -2.3 -7.6 | Reference -3 -8.3

protein S11 Missing

Putative Q7A694|Q7A69 | Ref No -4.8 1.5 | No Values -2.7

uncharacterized 4 Values

protein SA0919

Phenol-soluble POC811|PSMA3 | Ref -0.6 | No 3.6 3 | No Values

modulin alpha 3 Values

peptide

Ferritin Q7A4R2|FTN Ref No 0 | No Values | No Values 0.2
Values

Alkyl hydroperoxide | P99118/AHPF Ref No -6.2 | Value No Values -5.6

reductase subunit F Values Missing

Anti-sigma-B factor | P66838|RSBV Ref No -3.2 1.4 | No Values -2.1

antagonist Values

Nucleoside NDK (+1) Ref -3.7 -9.6 18 -5.5 -94

diphosphate kinase

Zinc Q7A378|Q7A37 | Ref No -2.5 | Reference | Reference 1

metalloproteinase 8 Values Missing Missing

aureolysin

UPF0173 metal- P99149|Y1529 Ref -14 -19.1 | No Values -13.7 | Value

dependent hydrolase Missing

SA1529

Pyridoxal P60798|PDXS Ref No -6.5 0.8 | No Values -5.2

biosynthesis lyase Values

pdxS

Alanine Q99TF4DHA2 | Ref No -5.4 0.1 | No Values | Value

dehydrogenase 2 Values Missing

Urocanate hydratase | P67417HUTU Ref No 0 | No Values | No Values 0.2
Values

Putative Q7A3I0|Q7A3I | Ref 4.7 -3.5 0.5 | Reference | Value

uncharacterized 0 Missing Missing

protein SA2309

CTP synthase P99072IPYRG Ref 0.6 -5.5 0.7 0.5 -4.5

Putative 8-amino-7- P60120BIKB Ref No -23 | No Values | No Values -235

oxononanoate Values

synthase/2-amino-3-

ketobutyrate

coenzyme A ligase

Threonyl-tRNA P67585|SYT Ref No No 0.1 | No Values | No Values

synthetase Values Values

Probable P99115MQ0O2 Ref 0 0 | No Values 0.1 0.7

malate:quinone

oxidoreductase 2

Probable branched- P99138|ILVE Ref 0 0 | No Values 0 -0.7

chain-amino-acid

aminotransferase

Methionyl-tRNA P67579|SYM Ref No 0 | No Values | No Values -0.4

synthetase Values

Tryptophanyl-tRNA | P67593|SYW Ref 0 | No No Values | Value No Values

synthetase Values Missing

Mannitol-1- P99140|MTLD Ref 0 | No No Values 0.8 | No Values

phosphate 5- Values

dehydrogenase

SA1343 protein Q7A5G2|Q7A5 | Ref No 0 | No Values | No Values -0.7

G2 Values
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Appendix 12. (Continued)

Staphopain A P65826|SSPP Ref No No No Values | No Values | No Values
Values Values

UPF0082 protein P67182|Y624 Ref -2.2 -5.3 1.3 -1.9 -5.4

SA0624

Cell division protein | P99108|FTSZ Ref 25 -3.1 1.9 3.8 | Value

ftsZ Missing

Adenylosuccinate P99099|PURA Ref No -5.1 -0.5 | No Values -4.8

synthetase Values

Histidine ammonia- P64416|HUTH Ref No -9.6 | Reference | No Values -9.8

lyase Values Missing

Imidazolonepropiona | P64418HUTI Ref No 0 | No Values | No Values -0.7

se Values

6- P99165|K6PF Ref -3.2 | No Reference -1.2 | No Values

phosphofructokinase Values Missing

Lysyl-tRNA P67610|SYK Ref No -1.3 -0.4 | No Values 35

synthetase Values

SA1599 protein Q7A501|Q7A50 | Ref No 0 | No Values | No Values 15
1 Values

SA0231 protein Q7A7TW3|Q7AT7 | Ref No -3.4 | Value No Values -3.8
W3 Values Missing

Phenylalanyl-tRNA P67041|SYFB Ref No 0 | No Values | No Values -0.7

synthetase beta chain Values

P60855]Y370_STAA | P60855|Y370 Ref No 0 | No Values | No Values -0.7

N Values

50S ribosomal Q7A459|RL23 Ref No No 1.2 | No Values | No Values

protein L23 Values Values

Putative Q7ABA3|Q7A6 | Ref 3 -2.3 15 5 -1.1

uncharacterized A3

protein SA0908

SA1475 protein Q7A581|Q7A58 | Ref 0 0 | No Values 3.1 0.7
1

Leucyl-tRNA P67513|SYL Ref No -6 0.9 | No Values -6.1

synthetase Values

Clumping factor A Q99VJ4|CLFA | Ref 0 0 | No Values 0.7 | Value

Missing

Acetate-CoA ligase Q7A3A2|Q7A3 | Ref 0 | No No Values -0.2 | No Values
A2 Values

Lactonase drp35 RANDOM_DR | Ref 0| No No Values | Value No Values
P35-R Values Missing

50S ribosomal P60432|RL2 Ref No 0 | No Values | No Values 0.1

protein L2 Values

Glucosamine-- GLMS Ref No No No Values | No Values | No Values

fructose-6-phosphate Values Values

aminotransferase

[isomerizing]

Putative Q7A4NT7|Q7A4 | Ref No 0 | No Values | No Values 2

uncharacterized N7 Values

protein SA1743

Cell division protein | Q7A620|Q7A62 | Ref No 0 | No Values | Reference 0.7
0 Values Missing

50S ribosomal Q7A467|RL18 Ref No -18.9 | No Values | No Values -19.2

protein L18 Values

3-hexulose-6- Q7ATT4|HPS Ref No No No Values | No Values | No Values

phosphate synthase Values Values

Acetoin(diacetyl) P99120BUTA Ref No 0 | No Values | No Values 0.5

reductase Values
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Appendix 12. (Continued)

SA0022 protein Q99XE9IQ99X | Ref 0 | No No Values 1.4 | No Values
E9 Values

3-hydroxy-3- Q7A3F6|Q7A3 | Ref No No 0.5 | No Values | No Values

methylglutaryl CoA F6 Values Values

synthase

30S ribosomal P66616|RS7 Ref -1.5 | No 0.8 0.3 | No Values

protein S7 Values

Uncharacterized Q7A3W5|Y215 | Ref No No No Values | No Values | No Values

lipoprotein SA2158 8 Values Values

Ribonuclease J 1 Q7A682|RNJ1 Ref No No -0.5 | Reference | No Values

Values Values Missing

Trans-2-enoyl-ACP Q7A6D8 Ref 0 | No No Values 1.2 | No Values

reductase Values

2-C-methyl-D- Q7A7V0|ISPD2 | Ref No No 0.7 | No Values | No Values

erythritol 4- Values Values

phosphate

cytidylyltransferase

2

30S ribosomal P66388|RS13 Ref No No Reference | No Values | No Values

protein S13 Values Values Missing

30S ribosomal P66544|RS2 Ref No No Values | No Values 0.9

protein S2 Values

3-oxoacyl-[acyl- P99159|FABH Ref No No No Values | No Values | No Values

carrier-protein] Values Values

synthase 3
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Appendix 13. Statistical analyses of the first biological replicate comparing HA-
MRSA USA100 and HA-MRSA USA200 from post-exponential phase

Ten Most Abundant Accession Number Averag | Standard Relative Standard | Standard
Proteins e Deviation Deviation Error
Alpha-Hemolysin Q7A632|Q7A632_STAA 6.97556 | 0.483219009 6.927312411 | 0.2789866
N 2 2
Bifunctional autolysin | Q99V41|ATL_STAAN 5.10456 | 0.956585247 18.73978299 | 0.5522847
9 5
Glycerol phosphate Q7ABUL|LTAS_STAAN 494771 | 0.572118202 11.56327181 | 0.3303125
lipoteichoic acid 9 9
synthase
Lipase 1 P65289|LIP1_STAAN 5.20026 | 0.790831535 15.20751659 | 0.4565868
7
Lipase 2 Q7AT7P2|LIP2_STAAN 6.21763 | 0.485646794 7.810801323 | 0.2803883
0 0
Penicillin binding Q7A8C6|Q7A8C6_STAA | 18.7176 | 4.147290327 22.15706589 | 2.3944391
protein 2' N 8 8
Probable P99160|ISAA_STAAN 1.46850 | 0.299009925 20.36151418 | 0.1726334
transglycosylase isaA 5 6
Putative surface protein | P61598|PLS_STAAN 0.15786 | 0.043353443 27.46291637 | 0.0250301
SA2285 1 2
SA0841 protein Q7A6G0|Q7ABG0_STA 19.0509 | 3.570102378 18.73978299 | 2.0611995
AN 2 6
Thermonuclease Q7A6P2INUC_STAAN 5.17655 | 0.538252457 10.39787968 | 0.3107602
9 0
Least Abundant Protein
Enolase P99088IENO_STAAN 1.42085 | 0.164297809 11.56327181 | 0.0948573
9 8

Relative Standard Deviation

Average
15.53919237
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Appendix 14. Statistical analyses of the second biological replicate comparing HA-
MRSA USA100 and HA-MRSA USA200 from post-exponential phase

Ten Most Abundant | Accession Number Averag | Standard Relative Standard Standard
Proteins e Deviation Deviation Error
Alpha-Hemolysin Q7A632|Q7A632_STAA 1.55197 | 0.062808912 4.047019914 | 0.0362627
N 9 4
Bifunctional autolysin | Q99V41|ATL_STAAN 1.07338 0.273251875 25.45708615 | 0.1577620
2 4
Glycerol phosphate Q7ABUL|LTAS_STAAN 0.81606 0.094364312 11.56327181 | 0.0544812
lipoteichoic acid 9 6
synthase
Lipase 1 P65289|LIP1_STAAN 1.26257 | 0.098616943 7.810801323 | 0.0569365
1 1
Lipase 2 Q7AT7P2|LIP2_STAAN 1.70502 | 0.139465418 8.179669083 | 0.0805203
5 9
Penicillin binding Q7A8C6|Q7A8C6_STAA | 3.49856 0.40454866 11.56327181 | 0.2335662
protein 2' N 5 7
Probable P99160|ISAA_STAAN 0.75190 | 0.163402663 21.73185194 | 0.0943405
transglycosylase isaA 4 7
Putative surface P61598|PLS_STAAN 0.09079 0.00975663 10.74561596 | 0.0056329
protein SA2285 6 9
SA0841 protein Q7A6G0|Q7A6G0_STAA | 3.32674 0.13463385 4.047019914 | 0.0777308
N 0 8
Thermonuclease Q7A6P2INUC_STAAN 2.16692 | 0.377881349 17.43856716 | 0.2181698
8 9
Least Abundant Protein
Enolase P99088IENO_STAAN 1.13177 0.17211471 15.20751659 | 0.0993704
3 7

Relative Standard

Deviation Average
12.52651742
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Appendix 15. Statistical analyses of the third biological replicate comparing HA-
MRSA USA100 and HA-MRSA USA200 from post-exponential phase

Ten Most Abundant | Accession Number Averag | Standard Relative Standard Standard
Proteins e Deviation Deviation Error
Alpha-Hemolysin Q7A632|Q7A632_STAA 11.3863 1.574696933 13.82975009 | 0.9091516
N 9
Bifunctional autolysin | Q99V41|ATL_STAAN 2.31777 | 0.703685578 30.36035003 | 0.4062730
5
Glycerol phosphate Q7A6UL|LTAS_STAAN 3.06652 0.58416065 19.04959703 | 0.3372653
lipoteichoic acid 0
synthase
Lipase 1 P65289|LIP1_STAAN 6.45108 1.345409444 20.85556249 | 0.7767725
0
Lipase 2 Q7AT7P2|LIP2_STAAN 5.66591 | 0.392495798 6.927312411 | 0.2266075
5
Penicillin binding Q7A8C6|Q7A8C6_STAA | 8.42533 | 2.547636686 30.23782481 | 1.4708787
protein 2' N 2
Probable P99160[ISAA_STAAN 1.26059 | 0.051016689 4.047019914 | 0.0294544
transglycosylase isaA 9
Putative surface P61598|PLS_STAAN 0.09355 0.02793254 29.85727152 | 0.0161268
protein SA2285 5
SA0841 protein Q7A6G0|Q7A6G0_STAA | 6.13305 1.168321299 19.04959703 | 0.6745306
N 1
Thermonuclease Q7A6P2INUC_STAAN 4.42601 | 0.737871913 16.67126423 | 0.4260105
4
Least Abundant Protein
Enolase P99088[ENO_STAAN 0.9137 | 0.074737667 8.179669083 | 0.0431498
1
Relative Standard Deviation
Average
18.09683806
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Appendix 16. Statistical analyses of the first biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA300 from post-exponential phase

Ten Most Abundant | Accession Number Averag | Standard Relative Standard Standard

Proteins e Deviation Deviation Error

Alpha-Hemolysin Q7A632|Q7A632_STAA 20.6408 0.816267 3.954618 0.471272
N

Bifunctional autolysin | Q99V41|ATL_STAAN 3.60024 0.636098 17.66821 0.367252

Glycerol phosphate 3.48220 0 0 0

lipoteichoic acid Q7A6U1|LTAS_STAAN

synthase

Lipase 1 P65289|LIP1_STAAN 12.7267 1.041007 8.179669 0.601025

Lipase 2 Q7AT7P2|LIP2_STAAN 8.29239 1.553977 18.73978 0.897189

Penicillin binding Q7A8C6|Q7A8C6_STAA | 5.92752 0.234411 3.954618 0.135337

protein 2' N

Probable P99160|ISAA_STAAN 0.89696 0.125036 13.93987 0.072189

transglycosylase isaA

Putative surface P61598|PLS_STAAN 0.21798 0.015101 6.927312 0.008718

protein SA2285

SA0841 protein Q7A6G0|Q7A6G0_STAA | 6.13305 1.168321 19.0496 0.674531
N

Thermonuclease Q7A6P2INUC_STAAN 10.4798 2.185624 20.85556 1.261871

Least Abundant Protein

Enolase P99088[ENO_STAAN 1.10097 0.118306 10.74562 0.068304

Relative Standard Deviation

Average

11.27408
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Appendix 17. Statistical analyses of the second biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA300 from post-exponential phase

Ten Most Abundant Accession Number Averag | Standard Relative Standard Standard

Proteins e Deviation Deviation Error

Alpha-Hemolysin Q7A632|Q7A632_STAA | 12.4560 1.338483 10.74562 0.772773
N

Bifunctional autolysin Q99V41|ATL_STAAN 1.15527 0.538799 46.63829 0.311076

Glycerol phosphate Q7ABULLTAS_STAAN | 3.41005 0.278931 8.179669 0.161041

lipoteichoic acid

synthase

Lipase 1 P65289|LIP1_STAAN 14.2620 0.577188 4.04702 0.33324

Lipase 2 Q7AT7P2|LIP2_STAAN 15.8009 4.717723 29.85727 2.723778

Penicillin binding Q7A8C6|Q7A8C6_STA 4.40974 1.812254 41.09659 1.046306

protein 2' AN

Probable P99160|ISAA_STAAN 0.33369 0.063568 19.0496 0.036701

transglycosylase isaA

Putative surface protein | P61598|PLS_STAAN 0.1252 0.008673 6.927312 0.005007

SA2285

SA0841 protein Q7A6G0|Q7A6G0_STA | 8.46258 1.44561 17.08238 0.834623
AN

Thermonuclease Q7A6P2INUC_STAAN 7.36710 1.258477 17.08238 0.726582

Least Abundant Protein

Enolase P99088[ENO_STAAN 2.05105 0.160204 7.810801 0.092494

Relative Standard Deviation

Average

18.95608
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Appendix 18. Statistical analyses of the third biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA300 from post-exponential phase

Ten Most Abundant Accession Number Averag | Standard Relative Standard Standard
Proteins e Deviation Deviation Error
Q7A632|Q7A632_STAA
N
Alpha-Hemolysin 4.25341 0.924345 21.73185 0.533671
Q99V41|ATL_STAAN
Bifunctional autolysin 0.47842 0.037369 7.810801 0.021575
Glycerol phosphate
lipoteichoic acid Q7ABULILTAS_STAAN
synthase 0.41789 0.11444 27.38478 0.066072
P65289|LIP1_STAAN
Lipase 1 2.25452 0.672825 29.84336 0.388456
Q7AT7P2|LIP2_STAAN
Lipase 2 1.74389 0.120805 6.927312 0.069747
Q7A8C6|Q7A8C6_STA
Penicillin binding AN
protein 2' 1.10097 0.118306 10.74562 0.068304
Probable P99160[ISAA_STAAN
transglycosylase isaA 0.17882 0.034065 19.0496 0.019667
Putative surface protein | P61598|PLS_STAAN
SA2285 0.06506 0.015199 23.35989 0.008775
Q7A6G0|Q7A6G0_STA
AN
SA0841 protein 1.29216 0.105695 8.179669 0.061023
Q7A6P2INUC_STAAN
Thermonuclease 0.87194 0.060402 6.927312 0.034873
Least Abundant Protein
P99088IENO_STAAN
Enolase 0.40873 0.056527 13.82975 0.032636
Relative Standard Deviation
Average
15.9809
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Appendix 19. Statistical analyses of the first biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA400 from post-exponential phase

Ten Most Abundant | Accession Number Averag | Standard Relative Standard Standard
Proteins e Deviation Deviation Error
Alpha-Hemolysin Q7A632|Q7A632_STAA 1.01446 0.20982 20.68284 0.12114
N
Bifunctional autolysin | Q99V41|ATL_STAAN 2.17455 0.44976 20.68284 0.259669
Glycerol phosphate Q7ABUL|LTAS_STAAN 1.13374 0.193671 17.08238 0.111816
lipoteichoic acid
synthase
Lipase 1 P65289|LIP1_STAAN 1.05598 0.160589 15.20752 0.092716
Lipase 2 Q7AT7P2|LIP2_STAAN 3.41005 0.278931 8.179669 0.161041
Penicillin binding Q7A8C6|Q7A8C6_STAA | 1.09741 0.044413 4.04702 0.025642
protein 2' N
Probable P99160|ISAA_STAAN 0.58809 0.0238 4.04702 0.013741
transglycosylase isaA
Putative surface P61598|PLS_STAAN 0.13222 0.022588 17.08238 0.013041
protein SA2285
SA0841 protein Q7A6G0|Q7A6G0_STAA | 1.48431 0.121412 8.179669 0.070097
N
Thermonuclease Q7A6P2INUC_STAAN 1.67714 0.279601 16.67126 0.161428
Least Abundant Protein
Enolase P99088I[ENO_STAAN 0.93762 0.116176 12.39047 | 0.067074
Relative Standard Deviation
Average
13.11391
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Appendix 20. Statistical analyses of the second biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA400 from post-exponential phase

Ten Most Abundant Averag | Standard Relative Standard Standard
Proteins Accession Number e Deviation Deviation Error
Q7A632|Q7A632_STAA
Alpha-Hemolysin N 1.26468 0.135898 10.74562 0.078461
Bifunctional autolysin | Q99V41JATL_STAAN 0.85670 0.127044 14.82936 0.073349
Glycerol phosphate
lipoteichoic acid
synthase Q7ABUIL|LTAS_STAAN 3.11402 0.334621 10.74562 0.193193
Lipase 1 P65289|LIP1_STAAN 10.5729 0.732423 6.927312 0.422865
Lipase 2 Q7AT7P2|LIP2_STAAN 3.32674 0.134634 4.04702 0.077731
Penicillin binding Q7A8C6|Q7A8C6_STAA
protein 2' N 3.28699 1.428436 43.45718 0.824708
Probable
transglycosylase isaA | P99160[ISAA_STAAN 1.58824 0.062809 3.954618 0.036263
Putative surface
protein SA2285 P61598|PLS_STAAN 0.11620 0.027602 23.75351 0.015936
Q7A6G0|Q7A6G0_STAA
SA0841 protein N 5.79219 0.234411 4.04702 0.135337
Thermonuclease Q7A6P2INUC_STAAN 2.04051 0.481623 23.603 0.278065
Least Abundant Protein
Enolase P99088[ENO_STAAN 0.56152 0.022206 3.954618 0.012821
Relative Standard Deviation
Average
13.64226
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Appendix 21. Statistical analyses of the third biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA400 from post-exponential phase

Ten Most Abundant | Accession Number Averag | Standard Relative Standard Standard
Proteins e Deviation Deviation Error
Q7A632|Q7A632_STAA
N
Alpha-Hemolysin 3.31918 0.860895 25.93696 0.497038
Q99V41]ATL_STAAN
Bifunctional autolysin 2.15409 0.266903 12.39047 0.154096
Glycerol phosphate
lipoteichoic acid Q7ABULILTAS_STAAN
synthase 2.10945 0.312818 14.82936 0.180606
P65289|LIP1_STAAN
Lipase 1 11.4446 2.180165 19.0496 1.258719
Q7AT7P2|LIP2_STAAN
Lipase 2 5.16867 0.42278 8.179669 0.244092
Q7A8C6|Q7A8C6_STAA
Penicillin binding N
protein 2' 2.00154 0.555139 27.7356 0.32051
Probable P99160|ISAA_STAAN
transglycosylase isaA 1.17618 0.0476 4.04702 0.027482
Putative surface P61598|PLS_STAAN
protein SA2285 0.14702 0.00595 4.04702 0.003435
Q7A6G0|Q7ABG0_STAA
N
SA0841 protein 4.82990 0.502207 10.39788 0.28995
Q7A6P2INUC_STAAN
Thermonuclease 2.83787 0.759821 26.77427 0.438683
Least Abundant Protein
P99088IENO_STAAN
Enolase 1.29414 0.134563 10.39788 0.07769
Relative Standard Deviation
Average
14.88961

209




Appendix 22. Statistical analyses of the first biological replicate comparing HA-
MRSA USA100 and HA-MRSA USA200 from stationary phase

Ten Most Abundant | Accession Number Averag | Standard Relative Standard Standard

Proteins e Deviation Deviation Error

Alpha-Hemolysin Q7A632|Q7A632_STAA 2.58828 0.269126 10.39788 0.15538
N

DNA-binding protein | Q7A5J1|DBH_STAAN 0.52736 0.078205 14.82936 0.045151

HU

Elongation factor Tu P99152|EFTU_STAAN 1.00641 0.139185 13.82975 0.080358

Enolase P99088IENO_STAAN 1.38491 0.113281 8.179669 0.065403

Formate-- Q7A535|FTHS_STAAN 0.73816 0.181347 24.5674 0.104701

tetrahydrofolate ligase

Glyceraldehyde-3- P99136|G3P1_STAAN 2.85928 0.498617 17.43857 0.287877

phosphate

dehydrogenase 1

Lipase 1 P65289|LIP1_STAAN 9.46840 1.319883 13.93987 0.762035

Lipase 2 Q7A7P2|LIP2_STAAN 3.10395 0.125618 4.04702 0.072525

Putative surface P61598|PLS_STAAN 0.11164 0.038674 34.64102 0.022329

protein SA2285

SA0841 protein Q7A6G0|Q7A6G0_STAA | 12.1451 0.841333 6.927312 0.485744
N

Least Abundant Protein

Serine protease splB Q7A4Y1|SPLB_STAAN 2.58010 0.102033 3.954618 | 0.058909

Relative Standard Deviation

Average

13.88659
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Appendix 23. Statistical analyses of the second biological replicate comparing HA-
MRSA USA100 and HA-MRSA USA200 from stationary phase

Ten Most Averag | Standard Relative Standard Standard

Abundant Proteins | Accession Number e Deviation Deviation Error

Alpha-Hemolysin Q7A632|Q7A632_STAAN 1.12305 0.044413 3.954618 0.025642

DNA-binding

protein HU Q7A5J1|DBH_STAAN 1.04784 0.041438 3.954618 0.023924

Elongation factor Tu | P99152|EFTU_STAAN 1.15053 0.079701 6.927312 0.046016

Enolase P99088[ENO_STAAN 1.15606 0.159881 13.82975 0.092308

Formate--

tetrahydrofolate

ligase Q7A535[FTHS_STAAN 1.17999 0.126798 10.74562 0.073207

Glyceraldehyde-3-

phosphate

dehydrogenase 1 P99136|G3P1_STAAN 1.20366 0.0476 3.954618 0.027482

Lipase 1 P65289|LIP1_STAAN 1.59106 0.426635 26.81436 0.246318

Lipase 2 Q7A7P2|LIP2_STAAN 1.20563 0.098617 8.179669 0.056937

Putative surface

protein SA2285 P61598|PLS_STAAN 0.09647 0.021376 22.15707 0.012342
Q7A6G0|Q7A6G0_STAA

SA0841 protein N 1.55701 0.16731 10.74562 0.096597

Least Abundant Protein

Serine protease spIB | Q7A4Y1|SPLB_STAAN 1.35545 0.145652 10.74562 0.084092

Relative Standard Deviation

Average

11.09171
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Appendix 24. Statistical analyses of the third biological replicate comparing HA-
MRSA USA100 and HA-MRSA USA200 from stationary phase

Ten Most Abundant | Accession Number Averag | Standard Relative Standard Standard

Proteins e Deviation Deviation Error

Alpha-Hemolysin Q7A632|Q7A632_STAA 0.60183 0.0238 3.954618 0.013741
N

DNA-binding protein | Q7A5J1|DBH_STAAN 0.16219 0.072474 44.68319 0.041843

HU

Elongation factor Tu P99152|EFTU_STAAN 0.07019 0.002776 3.954618 0.001603

Enolase P99088IENO_STAAN 0.08088 0.00841 10.39788 0.004856

Formate-- Q7A535|FTHS_STAAN 0.25040 0.017346 6.927312 0.010015

tetrahydrofolate ligase

Glyceraldehyde-3- P99136|G3P1_STAAN 0.05993 0.006437 10.74562 0.003716

phosphate

dehydrogenase 1

Lipase 1 P65289|LIP1_STAAN 0.49038 0.05099 10.39788 0.029439

Lipase 2 Q7A7P2|LIP2_STAAN 0.58901 0.046006 7.810801 0.026562

Putative surface P61598|PLS_STAAN 0.05076 0 0 0

protein SA2285

SA0841 protein Q7A6G0|Q7A6G0O_STAA | 0.33828 0.026424 7.810801 0.015256
N

Least Abundant Protein

Serine protease splB Q7A4Y1|SPLB_STAAN 0.32728 0.071125 21.73185 0.041064

Relative Standard Deviation

Average

11.67405
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Appendix 25. Statistical analyses of the first biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA300 from stationary phase

Ten Most Abundant Averag | Standard Relative Standard Standard

Proteins Accession Number e Deviation Deviation Error
Q7A632|Q7A632_STAA

Alpha-Hemolysin N 15.6923 1.631676 10.39788 0.942049

DNA-binding protein

HU Q7A5J1|IDBH_STAAN 0.77599 0.031404 4.04702 0.018131

Elongation factor Tu P99152|EFTU_STAAN 2.19483 0.088825 4.04702 0.051283

Enolase P99088[ENO_STAAN 1.92932 0.340877 17.66821 0.196805

Formate--

tetrahydrofolate ligase | Q7A535|FTHS_STAAN 1.71544 0.260877 15.20752 0.150617

Glyceraldehyde-3-

phosphate

dehydrogenase 1 P99136|G3P1_STAAN 5.61599 1.171247 20.85556 0.67622

Lipase 1 P65289|LIP1_STAAN 5.68343 0.657191 11.56327 0.37943

Lipase 2 Q7AT7P2|LIP2_STAAN 7.87275 1.167478 14.82936 0.674044

Putative surface

protein SA2285 P61598|PLS_STAAN 0.11324 0.035899 31.69967 0.020726
Q7A6G0|Q7ABG0_STAA

SA0841 protein N 5.16021 0.204067 3.954618 0.117818

Least Abundant Protein

Serine protease splB Q7A4Y1|SPLB_STAAN 16.7655 0.663015 3.954618 0.382792

Relative Standard Deviation

Average

12.56589
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Appendix 26. Statistical analyses of the second biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA300 from stationary phase

Ten Most Abundant Accession Number Averag | Standard Relative Standar
Proteins e Deviation Standard d Error
Deviation

Alpha-Hemolysin Q7A632|Q7A632_STAA | 14.2620 0.577188 4.04702 0.33324
N

DNA-binding protein HU Q7A5J1|DBH_STAAN 10.0847 0.408134 4.04702 | 0.235636

Elongation factor Tu P99152|[EFTU_STAAN 16.1745 2.820606 17.43857 | 1.628478

Enolase P99088[ENO_STAAN 15.0243 2.077825 13.82975 | 1.199633

Formate--tetrahydrofolate Q7A535[FTHS_STAAN 9.30818 3.193771 34.31142 | 1.843925

ligase

Glyceraldehyde-3-phosphate P99136|G3P1_STAAN 10.9418 2.050485 18.73978 | 1.183848

dehydrogenase 1

Lipase 1 P65289|LIP1_STAAN 18.4655 2.135221 11.56327 1.23277

Lipase 2 Q7A7P2|LIP2_STAAN 19.6983 0 0 0

Putative surface protein P61598|PLS_STAAN 0.46480 0.110408 23.75351 | 0.063744

SA2285

SA0841 protein Q7A6G0|Q7A6G0_STA 19.6983 0 0 0
AN

Least Abundant Protein

Serine protease splB Q7A4Y1SPLB_STAAN | 11.4446 2.180165 19.0496 | 1.258719

Relative Standard Deviation
Average

13.34363
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Appendix 27. Statistical analyses of the third biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA300 from stationary phase

Ten Most Abundant Averag | Standard Relative Standard Standard

Proteins Accession Number e Deviation Deviation Error
Q7A632|Q7A632_STAA

Alpha-Hemolysin N 7.15414 0.768757 10.74562 0.443842

DNA-binding protein

HU Q7A5J1|DBH_STAAN 0.37107 0.030353 8.179669 0.017524

Elongation factor Tu P99152|EFTU_STAAN 0.21798 0.015101 6.927312 0.008718

Enolase P99088[ENO_STAAN 0.30827 0.021355 6.927312 0.01233

Formate--

tetrahydrofolate ligase | Q7A535FTHS_STAAN 0.23440 0.029044 12.39047 0.016769

Glyceraldehyde-3-

phosphate

dehydrogenase 1 P99136|G3P1_STAAN 0.17706 0.012265 6.927312 0.007081

Lipase 1 P65289|LIP1_STAAN 4.01386 1.149492 28.63803 0.663659

Lipase 2 Q7AT7P2|LIP2_STAAN 6.71829 1.187002 17.66821 0.685316

Putative surface

protein SA2285 P61598|PLS_STAAN 0.06129 0.006374 10.39788 0.00368
Q7A6G0|Q7A6G0_STAA

SA0841 protein N 1.95856 0.160204 8.179669 0.092494

Least Abundant Protein

Serine protease spIB Q7A4Y1|SPLB_STAAN 1.74389 0.120805 6.927312 0.069747

Relative Standard Deviation

Average

11.26443
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Appendix 28. Statistical analyses of the first biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA400 from stationary phase

Ten Most Abundant Accession Number Averag Standard Relative Standar
Proteins e Deviation Standard d Error
Deviation
Alpha-Hemolysin Q7A632|Q7A632_STAA | 1.74110 0 0 0
N 1
DNA-binding protein HU Q7A5J)1|DBH_STAAN 0.63029 0.025508 4.04702 | 0.014727
9
Elongation factor Tu P99152|EFTU_STAAN 1.12489 0.092013 8.179669 | 0.053124
7
Enolase P99088|[ENO_STAAN 0.96134 0.13401 13.93987 | 0.077371
2
Formate--tetrahydrofolate Q7A535[FTHS_STAAN 0.79542 0.065063 8.179669 | 0.037564
ligase 2
Glyceraldehyde-3-phosphate P99136|G3P1_STAAN 1.38702 0.144221 10.39788 | 0.083266
dehydrogenase 1 5
Lipase 1 P65289|LIP1_STAAN 6.99713 0.809097 11.56327 | 0.467133
1
Lipase 2 Q7AT7P2|LIP2_STAAN 5.66591 0.392496 6.927312 | 0.226608
7
Putative surface protein P61598|PLS_STAAN 0.08485 0.023239 27.38478 | 0.013417
SA2285 9
SA0841 protein Q7A6G0|Q7ABG0_STA 5.53058 0.218713 3.954618 | 0.126274
AN
Least Abundant Protein
Serine protease splB Q7A4Y1|SPLB_STAAN | 4.39652 0.343404 7.810801 | 0.198264
9
Relative Standard Deviation
Average
9.307717
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Appendix 29. Statistical analyses of the second biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA400 from stationary phase

Ten Most Abundant Averag | Standard Relative Standard Standard

Proteins Accession Number e Deviation Deviation Error
Q7A632|Q7A632_STAA

Alpha-Hemolysin N 1.41647 0.098124 6.927312 0.056652

DNA-binding protein

HU Q7A5J1|IDBH_STAAN 1.15059 0.079701 6.927312 0.046016

Elongation factor Tu P99152|EFTU_STAAN 1.78853 0.192189 10.74562 0.11096

Enolase P99088[ENO_STAAN 1.76009 0.306935 17.43857 0.177209

Formate--

tetrahydrofolate ligase | Q7A535|FTHS_STAAN 1.49338 0.227107 15.20752 0.13112

Glyceraldehyde-3-

phosphate

dehydrogenase 1 P99136|G3P1_STAAN 1.66876 0.179319 10.74562 0.10353

Lipase 1 P65289|LIP1_STAAN 2.04784 0.082877 4.04702 0.047849

Lipase 2 Q7AT7P2|LIP2_STAAN 1.82740 0.149475 8.179669 0.0863

Putative surface

protein SA2285 P61598|PLS_STAAN 0.14046 0.064804 46.13595 0.037415
Q7A6G0|Q7ABG0_STAA

SA0841 protein N 2.58010 0.102033 3.954618 0.058909

Least Abundant Protein

Serine protease splB Q7A4Y1|SPLB_STAAN 1.87803 0.259728 13.82975 0.149954

Relative Standard Deviation

Average

13.10354
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Appendix 30. Statistical analyses of the third biological replicate comparing HA-
MRSA USA100 and CA-MRSA USA400 from stationary phase

Ten Most Abundant Accession Number Averag | Standard Relative Standar
Proteins e Deviation Standard d Error
Deviation

Alpha-Hemolysin Q7A632|Q7A632_STAA | 0.72515 0.056641 7.810801 | 0.032701
N

DNA-binding protein HU Q7A5J1|DBH_STAAN 0.17286 0.067446 39.01742 0.03894

Elongation factor Tu P99152|EFTU_STAAN 0.08880 0.010269 11.56327 | 0.005929

Enolase P99088[ENO_STAAN 0.12221 0.004833 3.954618 0.00279

Formate--tetrahydrofolate Q7A535|FTHS_STAAN 0.23961 0.025748 10.74562 | 0.014866

ligase

Glyceraldehyde-3-phosphate P99136|G3P1_STAAN 0.07031 0.018855 26.81436 | 0.010886

dehydrogenase 1

Lipase 1 P65289|LIP1_STAAN 2.60351 0.817272 31.39105 | 0.471852

Lipase 2 Q7ATP2|LIP2_STAAN 1.70223 0.067317 3.954618 | 0.038865

Putative surface protein P61598|PLS_STAAN 0.05076 0 0 0

SA2285

SA0841 protein Q7A6G0|Q7A6G0O_STA 1.35107 0.054678 4.04702 | 0.031569
AN

Least Abundant Protein

Serine protease spIB Q7A4Y1|SPLB_STAAN | 0.45432 0.196599 43.27277 | 0.113506

Relative Standard Deviation

16.59741
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