Table 1. Protein spots identification of 2-DE gels and MALDI-TOF sequencing results from vanA E. durans SG 2 isolate.

	Spot
	Protein Description
	Species
	Protein Name
	Accession Number
	Protein MW
	Protein PI
	Peptide Count
	Protein Score
	Protein Score C.I. %
	Information
	References

	1
	50S ribosomal protein L28
	Prochlorococcus marinus
	rpmB
	Q7V7P3
	8922.919922
	11.81
	7
	77
	99.318759
	Unknown function
	(Rocap et al., 2003)

	2
	6-phosphofructokinase
	Enterococcus faecalis
	pfkA
	Q836R3
	34390.69922
	5.55
	9
	101
	99.997468
	Involved in the carbohydrate degradation; glycolysis; D-glyceraldehyde 3-phosphate and glycerone phosphate from D-glucose: step 3/4.
	(Paulsen et al., 2003)

	2
	6-phosphofructokinase
	Listeria monocytogenes serotype 4b
	pfkA
	C1KVL8
	34398.94922
	5.46
	6
	69
	96.169101
	
	(HAMAP, 2008a)

	3
	Chaperone protein dnaK
	Enterococcus faecalis
	dnaK
	Q835R7
	65543.63281
	4.59
	9
	117
	100
	Acts as a chaperone
	(Paulsen et al., 2003)

	3
	Chaperone protein dnaK
	Streptococcus agalactiae serotype III
	dnaK
	P0A3J2
	64940.33984
	4.63
	9
	119
	100
	
	(Glaser et al., 2002)

	3
	Chaperone protein dnaK
	Streptococcus thermophilus
	dnaK
	Q5M6D1
	64738.33984
	4.62
	9
	119
	100
	
	(Bolotin et al., 2004)

	3
	Chaperone protein dnaK
	Streptococcus pyogenes serotype M12
	dnaK
	Q1JKD6
	64965.30859
	4.63
	7
	103
	99.998403
	
	(Beres et al., 2006)

	3
	Chaperone protein dnaK
	Streptococcus mutans
	dnaK
	O06942
	65246.42969
	4.58
	7
	100
	99.996663
	
	(Ajdic et al., 2002)

	4
	60 kDa chaperonin
	Enterococcus faecalis
	groL
	Q93EU6
	57074.92969
	4.64
	8
	92
	99.979426
	Prevents misfolding and promotes the refolding and proper assembly of unfolded polypeptides generated under stress conditions
	(Paulsen et al., 2003; Teng et al., 2002)

	4
	60 kDa chaperonin
	Streptococcus anginosus
	groL
	Q8KJ20
	56868.64063
	4.63
	8
	90
	99.969570
	
	(Teng et al., 2002)

	4
	60 kDa chaperonin
	Streptococcus constellatus
	groL
	Q8KJ18
	56851.71094
	4.63
	7
	83
	99.824894
	
	(Teng et al., 2002)

	4
	60 kDa chaperonin
	Streptococcus gordonii
	groL
	Q8VT58
	56734.67188
	4.65
	7
	82
	99.784572
	
	(Teng et al., 2002)

	4
	60 kDa chaperonin
	Streptococcus agalactiae serotype III
	groL
	Q8CX22
	57223.92969
	4.71
	7
	79
	99.625630
	
	(Glaser et al., 2002)

	5
	Enolase
	Enterococcus hirae
	eno
	Q8GR70
	46382.42969
	4.58
	14
	209
	100
	Catalyzes the reversible conversion of 2-phosphoglycerate into phosphoenolpyruvate. It is essential for the degradation of carbohydrates via glycolysis
	(Hosaka et al., 2003)

	5
	Enolase
	Streptococcus equi subsp. zooepidemicus
	eno
	B4U2B8
	47211.89063
	4.77
	10
	155
	100
	
	(Beres et al., 2008)

	5
	Enolase
	Streptococcus mutans
	eno
	Q8DTS9
	46828.60938
	4.67
	12
	179
	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)

	5
	Enolase
	Streptococcus pneumoniae serotype 19F
	eno
	B5E4P1
	47073.78906
	4.7
	10
	154
	100
	Catalyzes the reversible conversion of 2-phosphoglycerate into phosphoenolpyruvate. It is essential for the degradation of carbohydrates via glycolysis
	(Dopazo et al., 2001)

	5
	Enolase
	Streptococcus uberis
	eno
	B9DRR9
	47277.71094
	4.64
	10
	155
	100
	
	(Ward et al., 2009)

	6
	L-lactate dehydrogenase 1
	Enterococcus faecalis
	ldh1
	Q839C1
	35465.23828
	4.77
	5
	146
	100
	Involved in the fermentation; pyruvate fermentation to lactate; (S)-lactate from pyruvate: step 1/1.
	(Paulsen et al., 2003)

	6
	L-lactate dehydrogenase
	Streptococcus equi subsp. zooepidemicus
	ldh
	B4U309
	35250.21094
	5.14
	3
	130
	100
	
	(Beres et al., 2008)

	6
	L-lactate dehydrogenase
	Streptococcus mutans
	ldh
	P26283
	35223.28906
	5.01
	2
	124
	100
	
	(Ajdic et al., 2002)

	6
	L-lactate dehydrogenase
	Streptococcus uberis
	ldh
	B9DS53
	35460.28906
	5.02
	3
	129
	100
	
	(Teng et al., 2002)

	6
	50S ribosomal protein L19
	Thermoanaerobacter sp.
	rplS
	B0K1U6
	13262.38965
	10.55
	9
	82
	99.816641
	This protein is located at the 30S-50S ribosomal subunit interface and may play a role in the structure and function of the aminoacyl-tRNA binding site
	(HAMAP, 2008b)

	7
	L-lactate dehydrogenase 1
	Enterococcus faecalis
	ldh1
	Q839C1
	35465.23828
	4.77
	5
	147
	100
	Invoved in the fermentation; pyruvate fermentation to lactate; (S)-lactate from pyruvate: step 1/1.
	(Paulsen et al., 2003)

	7
	L-lactate dehydrogenase
	Streptococcus equi subsp. zooepidemicus
	ldh
	B4U309
	35250.21094
	5.14
	3
	129
	100
	
	(Beres et al., 2008)

	7
	L-lactate dehydrogenase
	Streptococcus mutans
	ldh
	P26283
	35223.28906
	5.01
	2
	122
	100
	
	(Ajdic et al., 2002)

	7
	L-lactate dehydrogenase
	Streptococcus uberis
	ldh
	B9DS53
	35460.28906
	5.02
	4
	139
	100
	
	(Teng et al., 2002)

	8
	Uridylate kinase
	Enterococcus faecalis
	pyrH
	Q831V1
	26094.5
	5.24
	3
	71
	97.287931
	Catalyzes the reversible phosphorylation of UMP to UDP
	(Paulsen et al., 2003)

	9
	RNA polymerase sigma factor rpoD
	Listeria monocytogenes
	rpoD
	P52331
	42392.94141
	4.78
	8
	71
	97.526565
	Sigma factors are initiation factors that promote the attachment of RNA polymerase to specific initiation sites and are then released. This is the primary sigma factor of this bacterium.
	(Metzger et al., 1994)

	9
	RNA polymerase sigma factor rpoD
	Staphylococcus aureus
	rpoD
	Q5HFJ9
	42144.92188
	4.99
	8
	70
	96.424800
	Sigma factors are initiation factors that promote the attachment of RNA polymerase to specific initiation sites and are then released
	(Gill et al., 2005)

	10
	Enolase
	Enterococcus hirae
	eno
	Q8GR70
	46382.42969
	4.58
	11
	154
	100
	Catalyzes the reversible conversion of 2-phosphoglycerate into phosphoenolpyruvate. It is essential for the degradation of carbohydrates via glycolysis
	(Hosaka et al., 2003)

	10
	Enolase
	Streptococcus agalactiae serotype III
	eno
	P64080
	47101.62891
	4.63
	13
	176
	100
	
	(Glaser et al., 2002)

	10
	Enolase
	Streptococcus equi subsp. zooepidemicus
	eno
	B4U2B8
	47211.89063
	4.77
	12
	165
	100
	
	(Beres et al., 2008)

	10
	Enolase
	Streptococcus thermophilus
	eno
	Q5M561
	47006.69922
	4.67
	12
	164
	100
	
	(Bolotin et al., 2004)

	10
	Enolase
	Streptococcus uberis
	eno
	B9DRR9
	47277.71094
	4.64
	13
	176
	100
	
	(Ward et al., 2009)

	11
	Arginine deiminase
	Lactobacillus hilgardii
	arcA
	Q8G999
	47142.66016
	5.4
	3
	83
	99.836581
	Amino-acid degradation; L-arginine degradation via ADI pathway; carbamoyl phosphate from L-arginine: step 1/2
	(Arena et al., 2002)

	11
	Arginine deiminase
	Lactobacillus brevis
	arcA
	Q03NY8
	45846.03125
	4.96
	3
	83
	99.828880
	
	(Makarova et al., 2006)

	12
	Vancomycin/teicoplanin A-type resistance protein vanA
	Enterococcus faecium
	vanA
	P25051
	37419.10938
	5.79
	12
	211
	100
	Required for high-level resistance to glycopeptide antibiotics. D-Ala--D-Ala ligase of altered specificity which catalyzes ester bond formation between D-Ala and various D-hydroxy acids; produces a peptidoglycan which does not terminate in D-alanine but in D-lactate, thus preventing vancomycin or teicoplanin binding.
	(Dutka-Malen et al., 1990)

	13
	Inosine-5'-monophosphate dehydrogenase
	Streptococcus pyogenes serotype M3
	guaB
	Q8K5G1
	52773.26172

	5.72
	6
	107
	100
	Involved in the purine metabolism; XMP biosynthesis via de novo pathway; XMP from IMP: step 1/1.
	(Beres et al., 2002)

	14
	Vancomycin/teicoplanin A-type resistance protein vanA
	Enterococcus faecium
	vanA
	P25051
	37419.10938
	5.79
	3
	301
	100
	Required for high-level resistance to glycopeptide antibiotics. D-Ala--D-Ala ligase of altered specificity which catalyzes ester bond formation between D-Ala and various D-hydroxy acids; produces a peptidoglycan which does not terminate in D-alanine but in D-lactate, thus preventing vancomycin or teicoplanin binding
	(Arthur et al., 1993)

	15
	50S ribosomal protein L6
	Enterococcus faecalis
	rplF
	Q839E9
	19397.24023
	9.63
	1
	73.5
	99.833586
	This protein binds to the 23S rRNA, and is important in its secondary structure. It is located near the subunit interface in the base of the L7/L12 stalk, and near the tRNA binding site of the peptidyltransferase center
	(Paulsen et al., 2003)

	16
	S-adenosylmethionine synthase
	Bacillus clausii
	metK
	Q5WDZ8
	43734.55859
	5.21
	6
	180
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme
	(Kapatral et al., 2002)

	16
	S-adenosylmethionine synthase
	Staphylococcus aureus
	metK
	A6U2Q1
	43763.19922
	4.86
	4
	154
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme.
	(HAMAP, 2007b)

	16
	S-adenosylmethionine synthase
	Bacillus amyloliquefaciens
	metK
	A7Z7Y9
	43873.39844
	5.14
	4
	153
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme
	(Chen et al., 2007)

	16
	S-adenosylmethionine synthase
	Staphylococcus saprophyticus subsp. saprophyticus
	metK
	Q49YL6
	43883.42188
	4.95
	4
	152
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme.
	(Kuroda et al., 2005)

	16
	S-adenosylmethionine synthase
	Staphylococcus epidermidis
	metK
	Q8CNT5
	43965.48828
	4.95
	4
	150
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme.
	(Zhang et al., 2003)

	16
	S-adenosylmethionine synthase
	Alkaliphilus oremlandii
	metK
	A8MJT0
	42674
	5.22
	3
	144
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme.
	(HAMAP, 2007a)

	16
	S-adenosylmethionine synthase
	Prochlorococcus marinus
	metK
	Q46H57
	44075.64063
	5.16
	3
	142
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme
	(Kettler et al., 2007)

	16
	S-adenosylmethionine synthase
	Sulfurovum sp.
	metK
	A6QBY6
	41492.10156
	5.2
	2
	134
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme.
	(Nakagawa et al., 2007)

	16
	S-adenosylmethionine synthase
	Synechococcus sp.
	metK
	Q2JV74
	44679.10156
	5.47
	2
	134
	100
	Catalyzes the formation of S-adenosylmethionine from methionine and ATP. The overall synthetic reaction is composed of two sequential steps, AdoMet formation and the subsequent tripolyphosphate hydrolysis which occurs prior to release of AdoMet from the enzyme.
	(Bhaya et al., 2007)






References
[bookmark: _ENREF_1]Ajdic, D., McShan, W.M., McLaughlin, R.E., Savic, G., Chang, J., Carson, M.B., Primeaux, C., Tian, R., Kenton, S., Jia, H., Lin, S., Qian, Y., Li, S., Zhu, H., Najar, F., Lai, H., White, J., Roe, B.A., Ferretti, J.J., 2002, Genome sequence of Streptococcus mutans UA159, a cariogenic dental pathogen. Proc Natl Acad Sci U S A 99, 14434-14439.
[bookmark: _ENREF_2]Arena, M.E., Manca de Nadra, M.C., Munoz, R., 2002, The arginine deiminase pathway in the wine lactic acid bacterium Lactobacillus hilgardii X1B: structural and functional study of the arcABC genes. Gene 301, 61-66.
[bookmark: _ENREF_3]Arthur, M., Molinas, C., Depardieu, F., Courvalin, P., 1993, Characterization of Tn1546, a Tn3-related transposon conferring glycopeptide resistance by synthesis of depsipeptide peptidoglycan precursors in Enterococcus faecium BM4147. J Bacteriol 175, 117-127.
[bookmark: _ENREF_4]Beres, S.B., Richter, E.W., Nagiec, M.J., Sumby, P., Porcella, S.F., DeLeo, F.R., Musser, J.M., 2006, Molecular genetic anatomy of inter- and intraserotype variation in the human bacterial pathogen group A Streptococcus. Proc Natl Acad Sci U S A 103, 7059-7064.
[bookmark: _ENREF_5]Beres, S.B., Sesso, R., Pinto, S.W.L., Hoe, N.P., Porcella, S.F., Deleo, F.R., Musser, J.M., 2008, Genome Sequence of a Lancefield Group C Streptococcus zooepidemicus Strain Causing Epidemic Nephritis: New Information about an Old Disease. Plos One 3, -.
[bookmark: _ENREF_6]Beres, S.B., Sylva, G.L., Barbian, K.D., Lei, B., Hoff, J.S., Mammarella, N.D., Liu, M.Y., Smoot, J.C., Porcella, S.F., Parkins, L.D., Campbell, D.S., Smith, T.M., McCormick, J.K., Leung, D.Y., Schlievert, P.M., Musser, J.M., 2002, Genome sequence of a serotype M3 strain of group A Streptococcus: phage-encoded toxins, the high-virulence phenotype, and clone emergence. Proc Natl Acad Sci U S A 99, 10078-10083.
[bookmark: _ENREF_7]Bhaya, D., Grossman, A.R., Steunou, A.S., Khuri, N., Cohan, F.M., Hamamura, N., Melendrez, M.C., Bateson, M.M., Ward, D.M., Heidelberg, J.F., 2007, Population level functional diversity in a microbial community revealed by comparative genomic and metagenomic analyses. ISME J 1, 703-713.
[bookmark: _ENREF_8]Bolotin, A., Quinquis, B., Renault, P., Sorokin, A., Ehrlich, S.D., Kulakauskas, S., Lapidus, A., Goltsman, E., Mazur, M., Pusch, G.D., Fonstein, M., Overbeek, R., Kyprides, N., Purnelle, B., Prozzi, D., Ngui, K., Masuy, D., Hancy, F., Burteau, S., Boutry, M., Delcour, J., Goffeau, A., Hols, P., 2004, Complete sequence and comparative genome analysis of the dairy bacterium Streptococcus thermophilus. Nat Biotechnol 22, 1554-1558.
[bookmark: _ENREF_9]Chen, X.H., Koumoutsi, A., Scholz, R., Eisenreich, A., Schneider, K., Heinemeyer, I., Morgenstern, B., Voss, B., Hess, W.R., Reva, O., Junge, H., Voigt, B., Jungblut, P.R., Vater, J., Sussmuth, R., Liesegang, H., Strittmatter, A., Gottschalk, G., Borriss, R., 2007, Comparative analysis of the complete genome sequence of the plant growth-promoting bacterium Bacillus amyloliquefaciens FZB42. Nat Biotechnol 25, 1007-1014.
[bookmark: _ENREF_10]Dopazo, J., Mendoza, A., Herrero, J., Caldara, F., Humbert, Y., Friedli, L., Guerrier, M., Grand-Schenk, E., Gandin, C., de Francesco, M., Polissi, A., Buell, G., Feger, G., Garcia, E., Peitsch, M., Garcia-Bustos, J.F., 2001, Annotated draft genomic sequence from a Streptococcus pneumoniae type 19F clinical isolate. Microb Drug Resist 7, 99-125.
[bookmark: _ENREF_11]Dutka-Malen, S., Molinas, C., Arthur, M., Courvalin, P., 1990, The VANA glycopeptide resistance protein is related to D-alanyl-D-alanine ligase cell wall biosynthesis enzymes. Mol Gen Genet 224, 364-372.
[bookmark: _ENREF_12]Gill, S.R., Fouts, D.E., Archer, G.L., Mongodin, E.F., Deboy, R.T., Ravel, J., Paulsen, I.T., Kolonay, J.F., Brinkac, L., Beanan, M., Dodson, R.J., Daugherty, S.C., Madupu, R., Angiuoli, S.V., Durkin, A.S., Haft, D.H., Vamathevan, J., Khouri, H., Utterback, T., Lee, C., Dimitrov, G., Jiang, L., Qin, H., Weidman, J., Tran, K., Kang, K., Hance, I.R., Nelson, K.E., Fraser, C.M., 2005, Insights on evolution of virulence and resistance from the complete genome analysis of an early methicillin-resistant Staphylococcus aureus strain and a biofilm-producing methicillin-resistant Staphylococcus epidermidis strain. J Bacteriol 187, 2426-2438.
[bookmark: _ENREF_13]Glaser, P., Rusniok, C., Buchrieser, C., Chevalier, F., Frangeul, L., Msadek, T., Zouine, M., Couve, E., Lalioui, L., Poyart, C., Trieu-Cuot, P., Kunst, F., 2002, Genome sequence of Streptococcus agalactiae, a pathogen causing invasive neonatal disease. Mol Microbiol 45, 1499-1513.
[bookmark: _ENREF_14]HAMAP, 2007a, Alkaliphilus oremlandii (strain OhILAs) (Clostridium oremlandii (strain OhILAs)) complete proteome. [http://www.expasy.ch/sprot/hamap/ALKOO.html%5D.
[bookmark: _ENREF_15]HAMAP, 2007b, Staphylococcus aureus (strain JH1) complete proteome. [http://expasy.org/sprot/hamap/STAA2.html%5D.
[bookmark: _ENREF_16]HAMAP, 2008a, Listeria monocytogenes serotype 4b (strain Clip81459) complete proteome. [http://expasy.org/sprot/hamap/LISMC.html%5D.
[bookmark: _ENREF_17]HAMAP, 2008b, Thermoanaerobacter sp. (strain X514) complete proteome. [http://expasy.org/sprot/hamap/THEPX.html%5D.
[bookmark: _ENREF_18]Hosaka, T., Meguro, T., Yamato, I., Shirakihara, Y., 2003, Crystal structure of Enterococcus hirae enolase at 2.8 angstrom resolution. J Biochem 133, 817-823.
[bookmark: _ENREF_19]Kapatral, V., Anderson, I., Ivanova, N., Reznik, G., Los, T., Lykidis, A., Bhattacharyya, A., Bartman, A., Gardner, W., Grechkin, G., Zhu, L., Vasieva, O., Chu, L., Kogan, Y., Chaga, O., Goltsman, E., Bernal, A., Larsen, N., D'Souza, M., Walunas, T., Pusch, G., Haselkorn, R., Fonstein, M., Kyrpides, N., Overbeek, R., 2002, Genome sequence and analysis of the oral bacterium Fusobacterium nucleatum strain ATCC 25586. J Bacteriol 184, 2005-2018.
[bookmark: _ENREF_20]Kettler, G.C., Martiny, A.C., Huang, K., Zucker, J., Coleman, M.L., Rodrigue, S., Chen, F., Lapidus, A., Ferriera, S., Johnson, J., Steglich, C., Church, G.M., Richardson, P., Chisholm, S.W., 2007, Patterns and implications of gene gain and loss in the evolution of Prochlorococcus. PLoS Genet 3, e231.
[bookmark: _ENREF_21]Kuroda, M., Yamashita, A., Hirakawa, H., Kumano, M., Morikawa, K., Higashide, M., Maruyama, A., Inose, Y., Matoba, K., Toh, H., Kuhara, S., Hattori, M., Ohta, T., 2005, Whole genome sequence of Staphylococcus saprophyticus reveals the pathogenesis of uncomplicated urinary tract infection. Proc Natl Acad Sci U S A 102, 13272-13277.
[bookmark: _ENREF_22]Makarova, K., Slesarev, A., Wolf, Y., Sorokin, A., Mirkin, B., Koonin, E., Pavlov, A., Pavlova, N., Karamychev, V., Polouchine, N., Shakhova, V., Grigoriev, I., Lou, Y., Rohksar, D., Lucas, S., Huang, K., Goodstein, D.M., Hawkins, T., Plengvidhya, V., Welker, D., Hughes, J., Goh, Y., Benson, A., Baldwin, K., Lee, J.H., Diaz-Muniz, I., Dosti, B., Smeianov, V., Wechter, W., Barabote, R., Lorca, G., Altermann, E., Barrangou, R., Ganesan, B., Xie, Y., Rawsthorne, H., Tamir, D., Parker, C., Breidt, F., Broadbent, J., Hutkins, R., O'Sullivan, D., Steele, J., Unlu, G., Saier, M., Klaenhammer, T., Richardson, P., Kozyavkin, S., Weimer, B., Mills, D., 2006, Comparative genomics of the lactic acid bacteria. Proc Natl Acad Sci U S A 103, 15611-15616.
[bookmark: _ENREF_23]Metzger, R., Brown, D.P., Grealish, P., Staver, M.J., Versalovic, J., Lupski, J.R., Katz, L., 1994, Characterization of the macromolecular synthesis (MMS) operon from Listeria monocytogenes. Gene 151, 161-166.
[bookmark: _ENREF_24]Nakagawa, S., Takaki, Y., Shimamura, S., Reysenbach, A.L., Takai, K., Horikoshi, K., 2007, Deep-sea vent epsilon-proteobacterial genomes provide insights into emergence of pathogens. P Natl Acad Sci USA 104, 12146-12150.
[bookmark: _ENREF_25]Paulsen, I.T., Banerjei, L., Myers, G.S., Nelson, K.E., Seshadri, R., Read, T.D., Fouts, D.E., Eisen, J.A., Gill, S.R., Heidelberg, J.F., Tettelin, H., Dodson, R.J., Umayam, L., Brinkac, L., Beanan, M., Daugherty, S., DeBoy, R.T., Durkin, S., Kolonay, J., Madupu, R., Nelson, W., Vamathevan, J., Tran, B., Upton, J., Hansen, T., Shetty, J., Khouri, H., Utterback, T., Radune, D., Ketchum, K.A., Dougherty, B.A., Fraser, C.M., 2003, Role of mobile DNA in the evolution of vancomycin-resistant Enterococcus faecalis. Science 299, 2071-2074.
[bookmark: _ENREF_26]Rocap, G., Larimer, F.W., Lamerdin, J., Malfatti, S., Chain, P., Ahlgren, N.A., Arellano, A., Coleman, M., Hauser, L., Hess, W.R., Johnson, Z.I., Land, M., Lindell, D., Post, A.F., Regala, W., Shah, M., Shaw, S.L., Steglich, C., Sullivan, M.B., Ting, C.S., Tolonen, A., Webb, E.A., Zinser, E.R., Chisholm, S.W., 2003, Genome divergence in two Prochlorococcus ecotypes reflects oceanic niche differentiation. Nature 424, 1042-1047.
[bookmark: _ENREF_27]Teng, L.J., Hsueh, P.R., Tsai, J.C., Chen, P.W., Hsu, J.C., Lai, H.C., Lee, C.N., Ho, S.W., 2002, groESL sequence determination, phylogenetic analysis, and species differentiation for viridans group streptococci. J Clin Microbiol 40, 3172-3178.
[bookmark: _ENREF_28]Ward, P.N., Holden, M.T., Leigh, J.A., Lennard, N., Bignell, A., Barron, A., Clark, L., Quail, M.A., Woodward, J., Barrell, B.G., Egan, S.A., Field, T.R., Maskell, D., Kehoe, M., Dowson, C.G., Chanter, N., Whatmore, A.M., Bentley, S.D., Parkhill, J., 2009, Evidence for niche adaptation in the genome of the bovine pathogen Streptococcus uberis. BMC Genomics 10, 54.
[bookmark: _ENREF_29]Zhang, Y.Q., Ren, S.X., Li, H.L., Wang, Y.X., Fu, G., Yang, J., Qin, Z.Q., Miao, Y.G., Wang, W.Y., Chen, R.S., Shen, Y., Chen, Z., Yuan, Z.H., Zhao, G.P., Qu, D., Danchin, A., Wen, Y.M., 2003, Genome-based analysis of virulence genes in a non-biofilm-forming Staphylococcus epidermidis strain (ATCC 12228). Mol Microbiol 49, 1577-1593.



Table

 

1.

 

Protein spots identification of 2

-

DE gels and MALDI

-

TOF sequencing results from 

vanA E. durans 

SG 2

 

isolate.

 

 

Spot

 

Protein 

Description

 

Species

 

Protein 

Name

 

Accession 

Number

 

Protein MW

 

Protein 

PI

 

Peptide 

Count

 

Protein 

Score

 

Protein 

Score C

.I. %

 

Information

 

References

 

1

 

50S 

ribosomal 

protein L28

 

Prochlorococcus 

marinus

 

rpmB

 

Q7V7P3

 

8922

.

919922

 

11

.

81

 

7

 

77

 

99

.

318759

 

Unknown function

 

(

Rocap et al., 

2003

)

 

2

 

6

-

phosphofruct

okinase

 

Enterococcus 

faecalis

 

pfkA

 

Q836R3

 

34390

.

69922

 

5

.

55

 

9

 

101

 

99

.

997468

 

Involved in the 

carbohydrate 

degradation; 

glycolysis; D

-

glyceraldehyde 3

-

phosphate and 

glycerone 

phosphate from D

-

glucose: step 3/4.

 

(

Paulsen et 

al., 2003

)

 

2

 

6

-

phosphofruct

okinase

 

Listeria 

monocytogenes 

serotype 4b

 

pfkA

 

C1KVL8

 

34398

.

94922

 

5

.

46

 

6

 

69

 

96

.

169101

 

(

HAMAP, 

2008a

)

 

3

 

Chaperone 

protein dnaK

 

Enterococcus 

faecalis

 

dnaK

 

Q835R7

 

65543

.

63281

 

4

.

59

 

9

 

117

 

100

 

Acts as a 

chaperone

 

(

Paulsen et 

al., 2003

)

 

3

 

Chaperone 

protein dnaK

 

Streptococcus 

agalactiae 

serotype III

 

dnaK

 

P0A3J2

 

64940

.

33984

 

4

.

63

 

9

 

119

 

100

 

(

Glaser et al., 

2002

)

 

3

 

Chaperone 

protein dnaK

 

Streptococcus 

thermophilus

 

dnaK

 

Q5M6D1

 

64738

.

33984

 

4

.

62

 

9

 

119

 

100

 

(

Bolotin et 

al., 2004

)

 

3

 

Chaperone 

protein dnaK

 

Streptococcus 

pyogenes 

serotype 

M12

 

dnaK

 

Q1JKD6

 

64965

.

30859

 

4

.

63

 

7

 

103

 

99

.

998403

 

(

Beres et al., 

2006

)

 

3

 

Chaperone 

protein dnaK

 

Streptococcus 

mutans

 

dnaK

 

O06942

 

65246

.

42969

 

4

.

58

 

7

 

100

 

99

.

996663

 

(

Ajdic et al., 

2002

)

 

4

 

60 kDa 

chaperonin

 

Enterococcus 

faecalis

 

groL

 

Q93EU6

 

57074

.

92969

 

4

.

64

 

8

 

92

 

99

.

979426

 

Prevents 

misfolding and 

promotes the 

refolding and 

proper assembly 

(

Paulsen et 

al., 2003

; 

Teng et al., 

2002

)

 

4

 

60 kDa 

Streptococcus 

groL

 

Q8KJ20

 

56868

.

64063

 

4

.

63

 

8

 

90

 

99

.

969570

 

(

Teng et al., 

