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within antigens which Introduction The assumption of finding B-cell epitopes on the molecule’s surface is generally used as a

interact specifically with criterion to locate them within the sequence of antigen. However, the current prediction systems, both from

the protein 3D structures or from their sequences seem weakly etficient in view of benchmark tests. In order

antibodies, triggering
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Considering the discontinuous type, a statistical difference is observed,

but, CpitOpiC elements are not Spl'ead Oover highef classes of values. Most often identified residues are not linked to high protrusion indexes

Conclusion Our work did not deny the requesite for B-cell epitopes to be exposed on surface. However, it indicates that the level of surface exposure
has no discriminatory ability. As such, it would be difficult to include it as a parameter for any prediction system. Besides, the presence of epitopes all
along several antigenic sequences appears more disconcerting. Apparently the epitope identification method depends on a well-defined context. Beyond

the distinction of epitope types, it could be helpful to take this well defined context into account when compiling datasets through the use of a dedicated

terminology. Such measures would enlarge the existing immune epitope ontology, which would be important before applying any generic approach to

structural description.



