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Progress in the studies of protein B-cell epitope prediction

LIANG Jin, WANG Jing-fei*
(State Key Laboratory of Biotechnology, Harbin Veterinary Research Institute, Chinese Academy of Agricultural
Sciences, Harbin 150001, China)

Abstract: The studies of protein B—cell epitope prediction play a significant role in the theory of immune

recognitionand the practical application. Inthe paper, the several efficient methods for B-cell epitope prediction

were summarized and the problems with the method of B—cell epitope prediction were discussed.
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