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An introduction to the immunoinformatics methods for conformational B-cell

epitope prediction and its web-based resources

OUYANG Yu-mei
(Department of Liberal Arts & Science, Yili Normal University, Kuitun 833200, China)

Abstract: Accurate prediction of epitopes is an important goal of immunoinformatics, which can give important
clues to experiments. B—cell epitopes or antigenic determinant is a part of an antigen recognized by either a
particular antibody molecule or a particular B—cell receptor of the immune system. Up to 90% of B—cell epitopes
are conformational innature. Even when the tertiary structure of the antigen is available, theaccurate prediction
of B-cell epitopes remains challenging. First, thisreview illustrated current predictionmethods and algorithms
for the conformational B-cell epitopes by describing some examples, including machine—learning approaches,
computational prediction methods independent of machine—learning approach, Phage—displayed data based
approaches, along with some universal recognizing approaches of protein—protein interface prediction. Next, it
presented the latest software packages and web services available online that relate to conformational B-cell
epitope prediction, and projected future developments.
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http://bioinfo. ernet. in/cep. htm

http://tools. immuneepitope. org/tools/
ElliPro

http://www. tau. ac. i1/ talp/Epitope
Prediction

http://www. cbs. dtu. dk/services/Disco
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http://pepito. proteomics. ics. uci. edu/

elro@novozymes. com
mumey@cs. montana. edu

http://www. caspur. it/meps

http://kyc. nenu. edu. cn/Pep3DSearch
http://pepitope. tau. ac. il/sources.

http://tools. immuneepitope. org

http://structure. bu. edu

http://bioinfo3d. cs. tau. ac. il/sources.

html

http://bioinformatics. leeds. ac. uk/ppi—
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http://abagyan. ucsd. edu/PIER/

http://biointo. weizmann. ac. i1/
promate/
http://consurf. tau ac. il




