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Abstract  Objective: To analyze the sequence of genome of cytomegalovirus UL115 and predict the B cell
epitopes of the gl protein expressed by cytomegalovirus ULL15. Method: The hydrophilicity,accessibility ,antigeni-
city and flexibility index were used to predict the potential B cell epitopes of gl protein based on gl. genome se-
quence, Result: () Most amino acid sequence of gl. was highly conserved although several strains had variation,
Those mutations focused on the N end of Ull5,but most of them were sense mutation. @ The B cell epitopes of
gl. protein generated by combined application were predicted at gl. protein N-terminal 197 — 205,253 — 261, Con-
clusion . The B-epitopes of gl. protein was predicted successfully.which established the basis of the characterization

of the protein.development of epitopes based vaccine.and preparation of monoclonal antibody against fusion pro-

tein.
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Predicted Method

Predicted amino acid sequence position

Hydrophilicity 41~54 60~68 75~95 115~120 130~
149 160~175 197~206 235~278

Accessibility 62~68 114~117 197~ 205 253~261

Antigenicity 41~54 60~68 75~82 91~97 127~133
141~149 156 ~ 164 167~ 176 195~ 207
237~251 253~1261 268~ 278
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190~194 203 ~ 214 219~ 224 248 ~ 253
260~266 273~278

Coil 79~81 114~116 131~132 225~226 238
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Flexibility 37~43 49~52 62~67 75~83 90 ~94

114~118 126 ~ 132 141~ 150 198 ~ 204
254~261 269~273
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