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Abstract: The common pathogeSalmonella enteirtidigS. enteritidi is the major cause of foodborne
disease. Protein identification by peptide mass fingerprinting using the matrix-assisted laser desorption
ionization time of fight (MALDI-TOF) mass spectrometry (MS) can analysis unambiguously identity the
spots from 2-dimensional electrophoresis (2-DE) gel. In this report, we examined protein components from
patterns ofS. enteritidisproteins. In addition, antigens that are recognized by sera can be identified by
immunoblotting. This study that 2-DE analysis ®f enteritidisyields useful information concernin®.
enteritidis proteome, the results that have been obtained led to a more detailed understaBdingoélla
pathology and open further interesting fields for future work.
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Fig. 1. 2-DE map of protein frons. enteritidis Proteins were separated by 2-DE and visualized by silver staining.
Approximate molecular weights are shown on the left dsdape shown along the bottom. Circled spots are specific datche
with immunoblotting image (Fig. 2) spots. The proteins identified are designated with their spot number.
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Fig. 2. 2-DE map of antigen protein fron®. enteritidis (ATCC13076). Immunoblotting by PVDF membrane.
Isoelectroforcusing(IEF) was performed using pl4-7 and separation in the second dimension was performed using 12.5%
polyacrlyamide gel Approximate molecular weights are shown on the leftlararg shown along the bottom. The proteins
identified are designated with their silver stained spot number. The protein names are listed in Tablel.
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Table 1. Identified antigen proteins ddalmonella enteritidis
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S. eneritidisOll T8t 2-DE immunoblotting 22}
S. enteiritidis] ™8] 2-DE & -2 JE=A1A WY
A7l S. enteritidisE-©] rabbit antiser& ©]-& &}

Spot . MOWSE . protein Mw VO OF gy
No. Accession # score Protein Name (Da)lpl peptide Coverage
matched
38 16762837 M 6.424E+03 Elongation factor G 77600/5.2 7(14) 15
52 16759214 M 1.213E+04 Outer membrance protein precursor 89467/4.9 7(13) 12
73 16766580 M 6.339E+08 Oynucleotide phosphorylase, member of MRNA 5. 1 17004 17
degradosome
74 16763165 M 2.345E+07 Fumarate reductase, flavoprotein subunit 65493/6.0 12(42) 25
107 16759005 M 2.330E+04 Dnak protein (heat shock protein 70) 69232/4.8 11(28) 23
111 16759851 M 3.720E+04 30S ribosomal protein S1 61174/4.9 17(43) 32
135 16765090 M 5.856E+0¢ CC Superfamily(periplasm), oligopeptide 65568/6.3  14(40) 35
transport protein with chaperone properties
154 16763152 M 2.826E+05 GroEL protein 57286/4.8 13(17) 28
155 16763152 M 6.963E+03 GroEL protein 57286/4.8 7(11) 21
156 16763152 M 3.404E+04 GroEL protein 57286/4.8 11(26) 21
167 16762459 M 2.381E+08 ATP synthase alpha subunit 55113/5.7 15(26) 39
100 16762606 M 5.910E+0& > PiSphosphoglycerate-independent 55555/50  10(14) 27
phosphoglycerate mutase
196 531889 M 2.304E+03 Phase-1 flagellin 51794/5.0 6(20) 14
202 16763147 M 1.559E+05 Aspartate ammonia-lyase 52287/5.1 9(17) 19
220 16761974 M 4.316E+05 ADP-heptose synthase 51125/5.1 12(35) 30
237 16767712 M 1.882E+05 Ptitee arghine deiminase 45562/5.5 10(38) 26
245 16762461 M 6.787E+09 ATP synthase beta subunit 50284/4.9 15(36) 43
262 16761303 M 5.972E+04 3-oxoacyl-[acyl-carrier-protein] synthase | 42373/5.1 7(27) 26
265 16761724 M 1.499E+06 Enolase 45599/5.3 12(54) 40
267 16765230 M 2.369E+03 Pyruvate kinase Il, glucose stimulated 51388/6.1 8(18) 19
284 96718 1.882E+11 Translation elongation factor EF-Tu.A 43252/5.3 19(31) 58
309 16762910 M 2.643E+06 Periplasmic maltose-binding protein 43153/6.3 14(54) 40
310 16761850 M 1.534E+05 Fructose 1,6-bisphosphate aldolase 39157/5.7 11(46) 32
361 16762372 M 5.618E+06 p-phosphofructokinase 34915/5.6 15(38) 51
361 16767711 M 1.250E+02 Ptite cabamate kinase 33351/5.4 5(17) 18
390 16767711 M 5.878E+04 Ptite cabamate kinase 33351/5.4 10(12) 26
396 68319 M 4.350E+01 Threonine dehydratase(EC 4.2.1.16), biosynthetic 56277/5.7 4(20) 9
406 16759000 M 1.341E+06 Transaldolase B 35171/5.1 12(20) 52
430 16764640 M 4.235E+04 Ptite erzymes related to aldose 1-epimerase 32560/5.7 8(18) 24
438 16759207 8.009E+05 Elongation factor Ts 30358/5.1 11(31) 34
508 16759697 M 9.420E+02 Phosphoglycerate mutase 1 28494/5.8 5(13) 20
517 16760352 M 1.854M+05 Ptitze oxidoreductase 27043/5.8 8(16) 35
620 16763234 M 1.817E+03 Inorganic pyrophosphatase 19677/5.0 6(28) 33
658 16761352 M 2.247E+03 Pts system, glucose-specific IIA component 18247/4.7 5(33) 38
746 15803726 M 1.106E+03 50S ribosomal subunit protein L21 11564/9.8 5(35) 35
100 pct identical to gp:AB021078_3(YcgC of
769 20521562 2.800E+02lasmid Collb-P9)~93 pct identical to 15767/4.5 5(33) 18

gp:AP000342_35(YcjA of plasmid R100)
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Table 2. Identified antigen proteins of functional grouping

##H ¥ 30S ribosomal protein S1(spot No.
50S ribosomal subunit protein L21(spot No. 745),
gtk oA Al BRE BASe )

ATt

Functional categories Spot No.
Heat shock Protein
DnaK protein 107
GroEL protein 154
GroEL protein 155
GroEL protein 156
Intermediate and entery metabolism
Polynucleotide phosphorylase, member of mMRNA degradosome 73
Fumarate reductase, flavoprotein subunit 74
ATP synthase alpha subunit 167
2,3-bisphosphoglycerate-independent phosphoglycerate mutase 190
Aspartate ammonia-lyase 202
Putative arginine deiminase 237
ATP synthase beta subunit 245
3-oxoacyl-[acyl-carrier-protein] synthase | 262
Enolase 265
Pyruvate kinase I, glucose stimulated 267
Periplasmic maltose-binding protein 309
Fructose 1,6-bisphosphate aldolase 310
6-phosphofructokinase 361
Putative carbamate kinase 390
Transaldolase B 406
Putative enzymes related to aldose 1-epimerase 430
Phosphoglycerate mutase 1 508
Putative oxidoreductase 517
Pts system, glucose-specific IIA component 658
Trancription
Elongation factor G 38
Translation elongation factor EF-Tu.A 284
Elongation factor T 438
Translation
30S ribosomal protein S1 111
50S ribosomal subunit protein L21 746
Etc. protein synthesis
Outer membrane protein precursor 52
Phase-1 flagellin 196
ADP-heptose synthase 220
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