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Prediction of Secondary Sructure and B Cdl Epitope for VP2 Protein
o Porcine Circoviruslike Agent P1
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Abstract :To predict the B cell epitopes for VP2 protein of porcine circoviruslike agent PL. By usng biotic soft-
wares and network servers the secondary sructure of VP2 was predicted ,and the surface properties (hydrophilicity flexi-
hility ,access bility and antigenicity) of VP2 were analysed. Then the B cdll epitopes integrated prediction were obtai ned.
The predominant B cell epitopes predicted were probably in the region of 6 - 18 and 80 - 92. The results of B cdl epi-
topes prediction usng multiple parameters are helpful for further epitopes idertification and vaccine desgn of PL.
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