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Rationale: Phaseolus vulgaris triggers allergic reactions in Indian population. In the FsFYSFIFES 3D Model of Cysteine Protease
present study, B & T-cell epitopes of cysteine protease allergen were identified and
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Background of Stud

1 Red kidney bean- major allergic sensitizer of Indian population (Arora N. et al., 2011).
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