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ABSTRACT: In recent years, the proteomics technology is applied to study on medical research. Proteomics is analysis of normal
and pathological conditions organism, tissue, cell or subcellular component of all proteins in a high throughput, through comprehensive
comparison of dynamic change on different spatial and time proteomic, analysis the different between proteome expression quantity, dif-
ferences of expression level and modification status. Proteomic analysis technology of biological metabolic control is used virus as re-
search tool. And the technology research mainly focused on the new protein findings, pathogenesis, vaccine development and resistance
mechanism, etc. Research advances in proteomics were summarized focused on some animal infectious viral pathogenesis research and
application. The problems relating to research and tendency in future of proteomics technologies were also analyzed in order to better un-
derstand the technologies, furthermore guide their theoretical reference.
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