Table 2. Protein spots identification of 2-DE gels and MALDI-TOF sequencing results from vanA E. faecium SG 50 isolate.
	Spot
	Protein Description
	Species
	Protein Name
	Accession Number
	Protein MW
	Protein PI
	Peptide Count
	Protein Score
	Protein Score C.I. %
	Information
	References

	1
	Ribosome-recycling factor
	Chlamydia pneumoniae
	frr
	Q9Z7K6
	20156.69922
	8.44
	5
	74
	100
	Responsible for the release of ribosomes from messenger RNA at the termination of protein biosynthesis. May increase the efficiency of translation by recycling ribosomes from one round of translation to another
	


(Kalman et al., 1999) ADDIN EN.CITE 

	2
	Uridylate kinase
	Alkaliphilus metalliredigens
	pyrH
	A6TRM1
	25895.51953
	5.97
	2
	111
	100
	Catalyzes the reversible phosphorylation of UMP to UDP
	(HAMAP, 2007a)

	2
	Uridylate kinase
	Alkaliphilus oremlandii
	pyrH
	A8MHH1
	25827.41992
	5.21
	2
	110
	100
	
	(HAMAP, 2007b)

	2
	Uridylate kinase
	Moorella thermoacetica
	pyrH
	Q2RJP1
	25913.61914
	5.84
	2
	109
	100
	
	


(Pierce et al., 2008) ADDIN EN.CITE 

	2
	Uridylate kinase
	Clostridium novyi
	pyrH
	A0Q0R8
	26020.51953
	8.37
	2
	108
	100
	
	


(Bettegowda et al., 2006) ADDIN EN.CITE 

	2
	Urid(HAMAP, 2003)ylate kinase
	Clostridium tetani
	pyrH
	Q895L0
	26055.40039
	5.57
	1
	101
	100
	
	


(Bruggemann et al., 2003) ADDIN EN.CITE 

	3
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Haemophilus ducreyi
	gpmA
	Q7VL28
	25893.58008
	6.46
	2
	81
	99.848653
	Catalyzes the interconversion of 2-phosphoglycerate and 3-phosphoglycerate
	(HAMAP, 2003)

	3
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Enterococcus faecalis
	gpmA
	Q839H4
	25991.2207
	5.09
	2
	78
	99.848653
	
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	3
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Polynucleobacter necessarius
	gpmA
	B1XS92
	26347.51953
	5.65
	1
	70
	99.848653
	
	(HAMAP, 2008b)

	3
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Bacillus weihenstephanensis
	gpmA
	A9VFW9
	28368.71094
	6.32
	1
	70
	99.848653
	
	


(Lapidus et al., 2008) ADDIN EN.CITE 

	4
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Enterococcus faecalis
	gpmA
	Q839H4
	25991.2207
	5.09
	4
	476
	100
	
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	4
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Thermobifida fusca
	gpmA
	Q47KS8
	27663.26953
	5.84
	1
	105
	100
	
	


(Lykidis et al., 2007) ADDIN EN.CITE 

	4
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Fusobacterium nucleatum subsp. nucleatum
	gpmA
	Q8RFG9
	26186.66016
	6.24
	1
	86
	99.99755178
	
	


(Kapatral et al., 2002) ADDIN EN.CITE 

	4
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Bacillus weihenstephanensis
	gpmA
	A9VFW9
	28368.71094
	6.32
	1
	86
	99.99755178
	
	


(Lapidus et al., 2008) ADDIN EN.CITE 

	4
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Clostridium acetobutylicum
	gpmA
	Q97FJ6
	28098.69922
	6.93
	1
	70
	99.91293368
	
	


(Nolling et al., 2001) ADDIN EN.CITE 

	5
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Enterococcus faecalis
	gpmA
	Q839H4
	25991.2207
	5.09
	2
	208
	100
	
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	5
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Haemophilus ducreyi
	gpmA
	Q7VL28
	25893.58008
	6.46
	2
	82
	99.87825961
	
	(HAMAP, 2003)

	5
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Fusobacterium nucleatum subsp. nucleatum
	gpmA
	Q8RFG9
	26186.66016
	6.24
	2
	77
	99.87825961
	
	


(Kapatral et al., 2002) ADDIN EN.CITE 

	5
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase 1
	Lactobacillus johnsonii
	gpmA1
	Q74LL9
	26592.40039
	5.06
	1
	71
	99.87825961
	
	


(Lapidus et al., 2008) ADDIN EN.CITE 

	5
	2,3-bisphosphoglycerate-dependent phosphoglycerate mutase
	Bacillus weihenstephanensis
	gpmA
	A9VFW9
	28368.71094
	6.32
	1
	71
	99.87825961
	
	


(Pridmore et al., 2004) ADDIN EN.CITE 

	6
	30S ribosomal protein S3
	Enterococcus faecalis
	rpsC
	Q839F8
	24355.10938
	9.8
	4
	191
	100
	Binds the lower part of the 30S subunit head. Binds mRNA in the 70S ribosome, positioning it for translation
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	6
	30S ribosomal protein S3
	Streptococcus equi subsp. zooepidemicus
	rpsC
	B4U506
	24162.91016
	9.64
	2
	91
	99.99715027
	
	


(Beres et al., 2008) ADDIN EN.CITE 

	6
	30S ribosomal protein S3
	Streptococcus sanguinis
	rpsC
	A3CK69
	24118.93945
	9.76
	2
	90
	99.99715027
	
	


(Xu et al., 2007) ADDIN EN.CITE 

	6
	30S ribosomal protein S3
	Brevibacillus brevis
	rpsC
	C0ZII6
	24312.16992
	9.99
	2
	90
	99.99715027
	
	(HAMAP, 2005)

	7
	Elongation factor Ts OS=Enterococcus faecalis GN=tsf PE=3 SV=1
	Enterococcus faecalis
	tsf
	Q831V0
	32113.33008
	4.87
	6
	114
	100
	Associates with the EF-Tu.GDP complex and induces the exchange of GDP to GTP. It remains bound to the aminoacyl-tRNA.EF-Tu.GTP complex up to the GTP hydrolysis stage on the ribosome.
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	7
	Adenylosuccinate synthetase OS=Rhodopseudomonas palustris (strain BisB18) GN=purA PE=3 SV=1
	Rhodopseudomonas palustris
	purA
	Q20Z24
	46818.55859
	6.13
	9
	75.90000153
	99.18096938
	Plays an important role in the de novo pathway of purine nucleotide biosynthesis. Catalyzes the first commited step in the biosynthesis of AMP from IMP
	(HAMAP, 2006c)

	8
	Phosphoglycerate kinase OS=Staphylococcus haemolyticus (strain JCSC1435) GN=pgk PE=3 SV=1
	Staphylococcus haemolyticus
	pgk
	Q4L4K4
	42406.21094
	4.94
	4
	80
	99.68136
	Involved in the carbohydrate degradation; glycolysis; pyruvate from D-glyceraldehyde 3-phosphate: step 2/5.
	


(Takeuchi et al., 2005) ADDIN EN.CITE 

	9
	Arginine deiminase OS=Lactobacillus brevis (strain ATCC 367 / JCM 1170) GN=arcA PE=3 SV=1
	Lactobacillus brevis
	arcA
	Q03NY8
	45846.03125
	4.96
	4
	92.90000153
	99.98365819
	Involved in the amino-acid degradation; L-arginine degradation via ADI pathway; carbamoyl phosphate from L-arginine: step 1/2.
	


(Makarova et al., 2006) ADDIN EN.CITE 

	9
	Arginine deiminase OS=Lactobacillus hilgardii GN=arcA PE=3 SV=1
	Lactobacillus hilgardii
	arcA
	Q8G999
	47142.66016
	5.4
	2
	82.19999695
	99.80800028
	
	(Arena et al., 2002)

	9
	50S ribosomal protein L2 OS=Polaromonas sp. (strain JS666 / ATCC BAA-500) GN=rplB PE=3 SV=1
	Polaromonas sp.
	rplB
	Q12GW8
	30328.01953
	10.53
	9
	69.09999847
	96.07987021
	One of the primary rRNA binding proteins. Required for association of the 30S and 50S subunits to form the 70S ribosome, for tRNA binding and peptide bond formation. It has been suggested to have peptidyltransferase activity; this is somewhat controversial. Makes several contacts with the 16S rRNA in the 70S ribosom
	(HAMAP, 2006b)

	10
	Phosphoenolpyruvate-protein phosphotransferase OS=Enterococcus faecalis GN=ptsI PE=1 SV=2
	Polaromonas sp.
	rplB
	Q12GW8
	63137.78125
	4.68
	7
	101
	99.99746895
	
	(HAMAP, 2006b)

	10
	Phosphoenolpyruvate-protein phosphotransferase OS=Listeria innocua GN=ptsI PE=3 SV=1
	Listeria innocua
	ptsI
	Q92D19
	63154.42969
	4.76
	5
	83.59999847
	99.86090855
	General (non sugar-specific) component of the phosphoenolpyruvate-dependent sugar phosphotransferase system (sugar PTS). This major carbohydrate active-transport system catalyzes the phosphorylation of incoming sugar substrates concomitantly with their translocation across the cell membrane. Enzyme I transfers the phosphoryl group from phosphoenolpyruvate (PEP) to the phosphoryl carrier protein (HPr).
	


(Glaser et al., 2001) ADDIN EN.CITE 

	10
	Phosphoenolpyruvate-protein phosphotransferase OS=Listeria monocytogenes GN=ptsI PE=3 SV=2
	Listeria monocytogenes
	ptsI
	O31149
	63172.35156
	4.73
	5
	83.40000153
	99.85435347
	
	


(Glaser et al., 2001) ADDIN EN.CITE 

	10
	Phosphoenolpyruvate-protein phosphotransferase OS=Staphylococcus aureus (strain Mu50 / ATCC 700699)
	Staphylococcus aureus
	ptsI
	Q931U2
	63166.30078
	4.62
	4
	79.19999695
	99.61691019
	
	


(Kuroda et al., 2001) ADDIN EN.CITE 

	10
	Phosphoenolpyruvate-protein phosphotransferase OS=Staphylococcus epidermidis (strain ATCC 12228) GN
	Staphylococcus epidermidis
	ptsI
	Q8CT19
	63322.39063
	4.63
	3
	74.19999695
	98.78856366
	
	


(Zhang et al., 2003) ADDIN EN.CITE 

	11
	UPF0283 membrane protein BMEI0952 OS=Brucella melitensis GN=BMEI0952 PE=3 SV=1
	Brucella melitensis
	BMEI0952
	Q8YH52
	38874.01172
	9.42
	10
	73.80000305
	98.67168833
	Function Unknown
	


(DelVecchio et al., 2002) ADDIN EN.CITE 

	12
	ATP synthase subunit beta OS=Enterococcus faecalis GN=atpD PE=3 SV=1
	Enterococcus faecalis
	atpD
	Q831A5
	50775.12109
	4.72
	7
	366
	100
	Produces ATP from ADP in the presence of a proton gradient across the membrane. The catalytic sites are hosted primarily by the beta subunits
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	12
	ATP synthase subunit beta OS=Enterococcus hirae GN=atpD PE=3 SV=1
	Enterococcus hirae
	atpD
	P43451
	50999.26953
	4.74
	8
	372
	100
	
	


(Shibata et al., 1992) ADDIN EN.CITE 

	12
	ATP synthase subunit beta OS=Streptococcus mutans GN=atpD PE=3 SV=3
	Streptococcus mutans
	atpD
	P95789
	50944.17188
	4.71
	8
	373
	100
	
	


(Ajdic et al., 2002) ADDIN EN.CITE 

	12
	ATP synthase subunit beta OS=Streptococcus pyogenes serotype M1 GN=atpD PE=3 SV=1
	Streptococcus pyogenes serotype M1
	atpD
	Q9A0I7
	51023.26953
	4.73
	9
	383
	100
	
	


(Sumby et al., 2005) ADDIN EN.CITE 

	12
	ATP synthase subunit beta OS=Streptococcus pyogenes serotype M12 (strain MGAS2096) GN=atpD PE=3 SV=
	Streptococcus pyogenes serotype M12
	atpD
	Q1JCL3
	51023.26953
	4.73
	8
	374
	100
	
	


(Beres et al., 2006) ADDIN EN.CITE 

	13
	Enolase OS=Enterococcus faecalis GN=eno PE=1 SV=1
	Enterococcus faecalis
	eno
	Q9K596
	46482.48047
	4.56
	11
	305
	100
	Catalyzes the reversible conversion of 2-phosphoglycerate into phosphoenolpyruvate. It is essential for the degradation of carbohydrates via glycolysis
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	13
	Enolase OS=Enterococcus hirae GN=eno PE=1 SV=1
	Enterococcus hirae
	eno
	Q8GR70
	46382.42969
	4.58
	17
	382
	100
	
	


(Hosaka et al., 2003) ADDIN EN.CITE 

	13
	Enolase OS=Streptococcus equi subsp. zooepidemicus (strain MGCS10565) GN=eno PE=3 SV=1
	Streptococcus equi subsp. zooepidemicus
	eno
	B4U2B8
	47211.89063
	4.77
	10
	260
	100
	
	


(Beres et al., 2008) ADDIN EN.CITE 

	13
	Enolase OS=Streptococcus mutans GN=eno PE=1 SV=1
	Streptococcus mutans
	eno
	Q8DTS9
	46828.60938
	4.67
	11
	272
	100
	Catalyzes the reversible conversion of 2-phosphoglycerate into phosphoenolpyruvate. It is essential for the degradation of carbohydrates via glycolysis By similarity. Binds plasminogen and human salivary mucin MG2 when expressed on the bacterial cell surface, potentially allowing the bacterium to acquire surface-associated proteolytic activity that may help the dissemination through oral tissues and entrance into the blood stream.
	


(Ajdic et al., 2002) ADDIN EN.CITE 

	13
	Enolase OS=Streptococcus uberis (strain ATCC BAA-854 / 0140J) GN=eno PE=3 SV=1
	Streptococcus uberis
	eno
	B9DRR9
	47277.71094
	4.64
	10
	260
	100
	Catalyzes the reversible conversion of 2-phosphoglycerate into phosphoenolpyruvate. It is essential for the degradation of carbohydrates via glycolysis
	


(Ward et al., 2009) ADDIN EN.CITE 

	14
	Chaperone protein dnaK OS=Yersinia pseudotuberculosis serotype O:1b (strain IP 31758) GN=dnaK PE=2
	Yersinia pseudotuberculosis serotype O:1b
	dnaK
	A7FME3
	68956.46875
	4.86
	12
	77.30000305
	99.40666497
	Acts as a chaperone
	


(Eppinger et al., 2007) ADDIN EN.CITE 

	15
	ATP synthase subunit delta OS=Enterococcus hirae GN=atpH PE=3 SV=1
	Enterococcus hirae
	atpH
	P26680
	20684.69922
	5.48
	2
	177
	100
	F1F0 ATP synthase produces ATP from ADP in the presence of a proton or sodium gradient. F-type ATPases consist of two structural domains, F1 containing the extramembraneous catalytic core and F0 containing the membrane proton channel, linked together by a central stalk and a peripheral stalk. During catalysis, ATP synthesis in the catalytic domain of F1 is coupled via a rotary mechanism of the central stalk subunits to proton translocation By similarity. HAMAP MF_01416
	


(Shibata et al., 1992) ADDIN EN.CITE 

	16
	Chaperone protein dnaJ OS=Enterococcus faecalis GN=dnaJ PE=3 SV=1
	Enterococcus faecalis (Streptococcus faecalis)
	dnaJ
	Q835R5
	41870.46875
	6.29
	3
	71.69999695
	97.84572769
	This protein is part of the stalk that links CF0 to CF1. It either transmits conformational changes from CF0 to CF1 or is implicated in proton conduction
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	17
	(Dimethylallyl)adenosine tRNA methylthiotransferase miaB OS=Novosphingobium aromaticivorans (strain
	Novosphingobium aromaticivorans
	miaB
	Q2G9P6
	47655.05078
	5.82
	10
	70.09999847
	96.88613023
	Catalyzes the methylthiolation of N6-(dimethylallyl)adenosine (i6A), leading to the formation of 2-methylthio-N6-(dimethylallyl)adenosine (ms2i6A) at position 37 in tRNAs that read codons beginning with uridine
	(HAMAP, 2006a)

	18
	L-lactate dehydrogenase 1 OS=Enterococcus faecalis GN=ldh1 PE=3 SV=1
	Enterococcus faecalis
	ldh1
	Q839C1
	35465.23828
	4.77
	6
	368
	100
	Involved in the fermentation; pyruvate fermentation to lactate; (S)-lactate from pyruvate: step 1/1.
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	18
	L-lactate dehydrogenase OS=Streptococcus equi subsp. zooepidemicus (strain MGCS10565) GN=ldh PE=3 S
	Streptococcus equi subsp. zooepidemicus
	ldh
	B4U309
	35250.21094
	5.14
	3
	232
	100
	
	


(Beres et al., 2008) ADDIN EN.CITE 

	18
	L-lactate dehydrogenase OS=Streptococcus equinus GN=ldh PE=3 SV=1
	Streptococcus equinus
	ldh
	Q59828
	35330.28125
	5.2
	5
	248
	100
	
	


(Wyckoff et al., 1997) ADDIN EN.CITE 

	18
	L-lactate dehydrogenase OS=Streptococcus mutans GN=ldh PE=3 SV=2
	Streptococcus mutans
	ldh
	P26283
	35223.28906
	5.01
	3
	232
	100
	
	


(Ajdic et al., 2002) ADDIN EN.CITE 

	18
	L-lactate dehydrogenase OS=Streptococcus pyogenes serotype M3 GN=ldh PE=3 SV=2
	Streptococcus pyogenes serotype M3
	ldh
	P65260
	35250.21094
	5.14
	4
	240
	100
	
	


(Beres et al., 2008) ADDIN EN.CITE 

	19
	Pyruvate dehydrogenase E1 component subunit beta OS=Staphylococcus aureus (strain Mu50 / ATCC 70069
	Staphylococcus aureus
	pdhB
	P0A0A1
	35224.14844
	4.65
	3
	86.5
	99.92866539
	The pyruvate dehydrogenase complex catalyzes the overall conversion of pyruvate to acetyl-CoA and CO2. It contains multiple copies of three enzymatic components: pyruvate dehydrogenase (E1), dihydrolipoamide acetyltransferase (E2) and lipoamide dehydrogenase (E3)
	


(Kuroda et al., 2001) ADDIN EN.CITE 

	20
	Bifunctional DNA-directed RNA polymerase subunit beta-beta' OS=Helicobacter pylori GN=rpoBC PE=1 SV
	Helicobacter pylori
	rpoBC
	O25806
	323371.5313
	6.64
	25
	75.69999695
	99.14236875
	DNA-dependent RNA polymerase catalyzes the transcription of DNA into RNA using the four ribonucleoside triphosphates as substrates.
	


(Tomb et al., 1997) ADDIN EN.CITE 

	21
	Inosine-5'-monophosphate dehydrogenase OS=Streptococcus pyogenes serotype M3 GN=guaB PE=3 SV=3
	Streptococcus pyogenes serotype M3
	guaB
	Q8K5G1
	52773.26172
	5.72
	8
	153
	100
	Involved in the purine metabolism; XMP biosynthesis via de novo pathway; XMP from IMP: step 1/1.
	


(Beres et al., 2002) ADDIN EN.CITE 

	22
	6-phosphofructokinase OS=Enterococcus faecalis GN=pfkA PE=3 SV=1
	Enterococcus faecalis
	pfkA
	Q836R3
	34390.69922
	5.55
	8
	187
	100
	Involved in the carbohydrate degradation; glycolysis; D-glyceraldehyde 3-phosphate and glycerone phosphate from D-glucose: step 3/4.
	


(Paulsen et al., 2003) ADDIN EN.CITE 

	22
	6-phosphofructokinase OS=Listeria monocytogenes serotype 4b (strain Clip81459) GN=pfkA PE=3 SV=1
	Listeria monocytogenes serotype 4b
	pfkA
	C1KVL8
	34398.94922
	5.46
	5
	125
	100
	
	(HAMAP, 2008a)

	23
	3-oxoacyl-[acyl-carrier-protein] synthase 3 OS=Xylella fastidiosa (strain Temecula1 / ATCC 700964)
	Xylella fastidiosa
	fabH
	Q87CL7
	34763.87891
	5.23
	9
	71.30000305
	97.63789071
	Catalyzes the condensation reaction of fatty acid synthesis by the addition to an acyl acceptor of two carbons from malonyl-ACP. Catalyzes the first condensation reaction which initiates fatty acid synthesis and may therefore play a role in governing the total rate of fatty acid production. Possesses both acetoacetyl-ACP synthase and acetyl transacylase activities. Its substrate specificity determines the biosynthesis of branched-chain and/or straight-chain of fatty acids
	


(Van Sluys et al., 2003) ADDIN EN.CITE 
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