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Fig. 1 T wo-dimension electrophoresis maps of transfection 2937T cells visualized with Coomassie brilliant blue R-250
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Fig. 2 Enlarged portions of the thirteen protein profiles in the region of proteins that changed their expression levels in

293T cells tranfected with p3&
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Tab. 1 Proteins identified by peptide mass fingerprinting, Protein spot numbers correspond to those indicated in Fig. 1, 2
MS
(Da) / o
1 39361 Q9BXI2 32581/9.2 11.0 2
2 1350762 6912344 19402/ 11.2 29.0 3
3 94101 Q15643 21952/9.9 42.0 11(TRIR11)
4 1241 Q15834 22121/5. 1 40.0 Delta A
5 542110 11042056 33243/6.9 13.0 C
6 97888 Q16890 22449/ 5.5 18.0 D53
7 78343 P00709 16225/ 4. 8 40.0 o
8 8336 P40616 20418/ 5.6 20.0 ADR 1
9 97989 Q13868 32789/ 7. 1 19.0 RRP4
10 36782 000258 19780/ 9. 7 41.0
11 54034 P07203 21899/ 6. 1 18.0
12 126742 060225 21629/ 9.5 26.0 SSX5
13 29824 P00387 21629/9. 5 24.0 NADH- b5
: Protein MW (Da)/pl
RRP4 NADH- b5 7 Ao ,NADH- b5
p38B . , 4 , , , ,
Delta A, D53, Tryptophan- ; C .
rich protein Glutathione peroxidase 11, Delta- A,
293T ADPE 1,0 ,
2.2 13 : o
3
, 13
2 P38 MAPKs MAPK
4 , 8 , 1994 p38
.1 . p38B , 4 P38
2, p38a p38B p38Y p388. p38a p38B
; 11, .4 p38
SSX5 , RR P4, Delta
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T ab. 2 Basic biological functions and subcellular locations of proteins identified as Table. 1
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Appling Comparative Proteomics Method to Study the
Effect of p38B on the Expression of Proteins in
Human Thymus Tumor 293T Cells

ZHANG Gue-lin, WANG Sang ying"
( Department of Biology, School of Life Sciences, Xiamen University, Xiamen 361005, China)

Abstract: The aim of the present study was to clarify the effect of p38 overexpression, a subtype of p38 MAP kinase, on the ex

pression of proteins in human tumor cells for screening of its pathway related proteins. Comparative proteomics methodologies were

applied to screen the change of the expression of proteins in the human thymus tumor 293T cells responding to the overexpression of

p38 kinase gene. Furthermore, the basic biological function and subcellular location of these changed proteins were analyzed by bioin-

formatics. 13 differential expression proteins caused by the overexpression of p388 kinase gene w ere respectively separated and identi-

fied with two dimensional gel electrophoresis and mass spectrometry. The results show that these 13 proteins range from cellular

membrane to cellular nuclear and take part in the cellular molecule synthesis, cellular transport across membrane and the regulation of

the cell cycle. Bioinf ormat ics analysis indicated that there w as no the evidence that these proteins were the indirect substrates of p383,

suggesting that they would be novel related proteins of p38B. T he current study suggests that comparative proteomics technique is an

powerful tool to screen new target of kinase, w hich provides a clue to insight into the events of signaling transduction in human tumor

cells.
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