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Changes of gene expression profiles during malignant

transformation of atrophic gastritis

Ding Xiping Mao Yudi
Dept of Geriatrics

Abstract
ic gastritis. Methods

The First Affiliated Hospital of USTC ( Anhui Provincial Hospital)

Wang Chaoliang et al

Hefei 230001

Objective 'To analyze changes of gene expression profile during the malignant transformation of atroph—

5 atrophic gastritis tissues with intestinal metaplasia and 5 human advanced gastric cancer
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tissues were collected for examining the gene expression changes by human genome microarray. Bioinformatics anal—
ysis was used to identify the enriched pathways and biological processes by the deregulated genes meanwhile the
interaction of the gene encoding proteins were also analyzed. Results Gene expression profile analysis showed that
2 779 deregulated genes during the malignant transformation of atrophic gastritis the top 15 up-regulated and the
top 15 down-regulated genes were selected for a brief summary including some novel gastric cancer related genes
such as CPA2 HCAR3 BCI2A1 ITGAX. Moreover bioinformatics analysis showed the physiological significance
of deregulated genes such as inflammation cell migration TNF signaling pathway NF-kappa B signaling path—
way Tolldike receptor signaling pathway chemokine signaling pathway. Conclusion During the process of a—
trophic gastritis malignant transformation to gastric cancer the gene expression profile changes obviously and repre—
sents the corresponding physiological significance.

Key words inflammation malignant; gastric carcinoma; atrophic gastritis; gene expression profile; GO analysis;

KEGG pathway; PPI network analysis



