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Fig.1 Interesting spots in 2-D PAGE map about whole cellular protein extracts of S. flexneri
Using pH4-7 immobilized pH gradient dry strip and stained with Coomasssie Brilliant Blue R250. Arrows indicate the difference. A Mutant with re-

moval of plasmid pINV B Wild type strain with plasmid pINV.

1 1
Table 1  Database searching results and related information of interesting spots mentioned in Fig. 1
Gene NCBI GI Sequence  Primary .
No- Common name symbol identifier ~ coverage/ %  locus Main role Subrole
1 Cytidine/deoxyeytidine deaminase edd  gil30063587 71 sp3s7  Purines pyrimidines nucleosides Salvage of nucleosides
and nucleotides and nucleotides
2 Outer membrane protein Tsx tsx 21130061906 54 30356 Transport and binding proteins NuCleOS.ldE‘)S- purnes
and pyrimidines
- . Toxin production and
3 Beta-Lactamase Teml * ampC  ¢il 16131975 90 B4150 Cellular processes .
resistanse
4 2-deoxyribose-5-phosphate aldolase  deoC 130065619 57 suegs  Purines pyrimidines nucleosides Other
and nucleotides
5 Purine-nucleoside phosphorylase deoD  gi1130065622 66 34687 Purines pyr‘lmldmes nucleosides Salvage of r'lucleosuies
and nucleotides and nucleotides
- ) R Purines pyrimidines nucleosides Salvage of nucleosides
6 Uridine phosphorylase udp 2i 130064872 77 S3845 and nucleotides and nucleotides
7  Methionine tRNA synthetase metG  gil30063551 41 82303 Protein synthesis tRNA aminoacylation
8 qu}l;}lf:liftlydroperoxlde reductase F52a ahpF  gi130062064 54 30530 Cellular processes Detoxification
9 Dipeptide transport protei dppA  il30065176 52 S4191  Protein fat Protein and peptide
"peptice transport protemn PP & rotem fate secretion and trafficking
ATP-binding protein of oligopeptide . ; - . Amino acids peptides
10 ABC transport system oppD  gi130062767 64 S1333 Transport and binding proteins and amines
% Searched against ” Proteobacteria” by mascot http \ www. matrixscience. com .
3 >
2a 2457T 4 tRNA
10 10 ABC
6 ATP
/ Tsx B- 5- /
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Comparative proteomics research on removing of large invasive plasmid pINV
of Shigella flexneri 2a strain 2457T

LI Ming-zhu' > YING Tian-yi' WANG Heng-liang'~ ZHANG Bu-chang' > FENG Er-ling'
! State Key Laboratory of Pathogen and Biosecurity  Beijing Institute of Biotechnology — Beijing 100071  China

% School of Life Sciences  Anhui University —Hefei 230039  China

Abstract S. flexneri 2a strain 2457T and its derivative without large invasive plasmid pINV-2457T were cultured to
middle logarithm phase. Whole cellular protein extracts of the two strains were examined by two dimensional 2D electro-
phoresis using immobilized pH gradient IPG technology. After in-gel protein digestion the different-expressed spots
were detected by matrix-assisted laser desorption ionization-time of flight mass spectrometry MALDI TOF MS . All the
peptide mass fingerprints PMFs were searched by the program Mascot developed by Matrix Science Lid. For identifying
proteins  databases of S. flexneri 2a 2457T was used. Ten proteins with changed expression level were found. Results
indicate that expression levels of several enzymes involved in nucleic acid metabolism have risen and expression increase
of deoxycytidine deaminase purine nucleoside phosphorylase and uridine nucleoside phosphorylase might lead to in-
crease of uridine and uridine nucleoside synthesization.

Key words Shigella spp. Large invasive plasmid Comparative proteomics Two-dimensional 2D  electrophoresis

Mass spectrometry MS
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