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1 My, M; Hp oD PMF
Table 1 The relative OD value and peptide mass fingerprinting PMF  data of differentially expressed protein spots between strains My and M3 of H.pylori
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HP0318 uptake regulator mutant of Helicobacter pylori regulation of Helicob-
acter pylori gene expression by ferric uptake regulator and iron.
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Comparative proteomics analysis of Helicobacter pylori after
adaptive colonization in Mongolian gerbils

GUO Gang TONG Wen-de ZENG Hao LIU Kai-yun ZOU Quan-ming"
Department of Clinical Microbiology — Third Military Medical University ~Chongging 400038  China

Abstract To study adaptive protein variation of H. pylori after colonization in Mongolian gerbils Firstly Clinical
isolated strain M, of H. pylori were inoculated into Mongolian gerbils and acclimated through serial passages in vivo for
procuring an adaptive colonization H. pylori strain. Then two-dimensional electrophoresis 2-DE  and mass
spectrometry MS was taken to separate and identify the global proteins significantly changed between H. pylori strain
Myand the adaptive strain. Through serial passages the infectious rate increased from about 2/10 to 9/10 and a adaptive
colonization strain Mj;has been abtained. Comparative proteomic technology display that the proteinogram of H. pylori
have changed after colonization in gerbils. Out of 5 differential protein spots cut out of gels for MALDI-TOF-MS
identification 4 spots were successfully identified among which led RfaD and HP0318 were significantly higher in
M,; compared with M, while only HypB were found in M;;. So far HPO318 is a conserved hypothetical protein. These
proteins may be important factors of H. pylori for adaptive colonization.
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