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Advance in proteomic research and application for brucellosis
FENG Yu' HU Li-Ping® ZHU Liang-Quan'"~ DING Jia-Bo'"
(1. Department of Inspection Technology Research, China Institute of Veterinary Drug Control,

Beijing 100081, China)
(2. Shandong Animal Center for Disease Control and Prevention, Jinan, Shandong 250022, China)

Abstract: Brucellosis is a zoonotic and contagious infectious disease caused by infection with
Brucella species, threat to livestock and human healthy seriously. Prevent and eliminate to
brucellosis is significant to public health security and development of breeding industry. However,
the pathogenic mechanism and relative virulence factors are not clear due to the facultative
intracellular pathogen and complex construction for Brucella. In addition, brucellosis vaccine are all
smooth strains currently in China, leading interfere with natural infection, which cause the seriously
difficult for purification. Most of research had not preferable result due to these problems. Proteomic

Foundation items: National Key Research and Development Program of China (2016YFD0500902); Major Agricultural
Applied Technology Innovation Program of Shandong Province
*Corresponding authors: Tel: 86-10-61255327
E-mail: ZHU Liang-Quan: 1367391894@qq.com; DING Jia-Bo: dingjiabo@126.com
Received: July 14, 2017; Accepted: November 14, 2017; Published online (www.cnki.net): November 15, 2017

= (2016YFD0500902)
HEEEE: Tel 86-10-61255327
E-mail 1367391894@qq.com dingjiabo@126.com

WisHHEA: 2017-07-14 B HHE: 2017-11-14 MK E % BE(www.enkinet): 2017-11-15



192 A 2 A Microbiol. China

is a new method which is developing gradually to study constitutes and disciplinarians of proteins,
the researches have increased to reveal the pathogenesis and immunologic mechanism of Brucella,
and supplied a new way to solve above problems. Based on the author’s own research in this field,
this paper makes a summary on research progress of proteomic in the brucellosis research for seek
the specific proteins and differential diagnosis methods.

Keywords: Brucellosis, Proteomic, Virulence factor, Differential diagnosis
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Figure 1 The protein expressed difference of Brucella species revealed by proteomic’®?
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