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Abstract: Cashew is one of the foods which can cause people allergic. In this manuscript, the
sequence characteristics, secondary and tertiary structure, antigenic epitopes, hydrophobicities
and surface accessibility, flexibility of allergen Ana o 2 from cashew were predicted and ana-
lyzed by using bioinformatics methods, such as Pubmed, SOPMA, swiss-model and DNAStar.
Results demonstrated that the epitopes of Ana o 2 are probably at 108-111, 181-186, 217-218,
234-238, 244-255, 283-287. These should be helpful for the further research of cashew allergen
and be useful to develop of low sensitization cashew products.
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Fig.1 Secondary structures of Ana o 2 protein predicted by method of SOPMA
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Fig. 3 DNAstar prediction result of antigenicindex, hydrophilicity, surface probability and flexible regions of Ana o 2 protein
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Tab.1 DNAstar prediction result of antigenicindex, hydrophilicity, surface probability and flexible regions of Ana o 2 protein

11-45,49-57,68-71,78-81,91-94,99-135,141,147-153,161-177,179-186,190-199, 203-204 , 207-208, 212~
278,281-295,298-301, 319-322, 324-325, 338-340, 345-353, 356-359, 361-371, 381, 383-391, 396-411, 415-
421,427-457

13-28,31-56,67-69,74,78-82,93-95,99-133, 145-152,162-202, 213-275, 278-300, 305, 318-319, 323-325,
335-338,347-353,357-370,380-403,406-407,426-457

15-23,28,33-40,42,49-54,67-68,77-81,103-116,118-131, 149-150,163-175, 181-196, 203, 214-215, 217-
218,221-227,234-238,244-273,281-290,293,295,297-298,335,338,349,358,366,368,370,384-389,396-
402,427-443,447-457

15-24,28,34-38,43-45,50-54,69-73, 76-82,89-95, 99-134, 148-154, 162-175, 180-198, 202-206 , 215-218,,
220-230,234-238,243-275, 283-290, 297-306, 321-323, 347-351, 357-371, 376-378, 383-389, 396-400, 403~
412,414-419,428-450
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