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Secondary Structure and B Cell Epitopes Prediction of Protein gA
and gB of Reovirus Strain DRV-GZ from Peking Ducks

LIU Hong'*', FAN Hui-ying'' , ZHU Chao-hui'?*, LUO Qiong', WU Zhi-xin', LIAO Ming'"’
(1 College of Veterinary Medicine, South China Agricultural University, Guangzhou 510642, China;
2 Institute of Animal Husbandry, Guangdong Acadmy of Agricultural Sciences, Guangzhou 510640 ; China)

Abstract : The secondary structures, hydrophilicity, surface probability plot and antigenic index of protein
oA and oB of reovirus strain DRV-GZ from Peking ducks were predicted by the software of SOPMA and
DNAStar Protean. Combining the results, the predominant B cell epitopes for A and B protein were
predicted. The results showed that B cell epitopes of oA exist at the sites of 32-37, 56-61, 82-85, 107-
116,128-141,202-207,239-246 ,256-260,274-280,312-317,381-391; B cell epitopes of gB exist at the
sites of 62-86, 117-123, 141-163, 179-186, 270-275, 287-289, 343-345.
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Fig.2 Hydrophilic( A) ,surface probability( B) and flexible regions( C) analysis of protein gA
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Fig.3 Analysis of antigenic index of protein cA
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