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Abstract; To analyze the physicochemical properties and structure of major Glycine max(Linn. ) Merr. allergen Gly m 4 pro-
tein using bioinformatics software and provide a reference for modifying the allergen Gly m 4 protein experimentally. The amino
acid sequence of Gly m 4 protein was searched from NCBI database. The physicochemical properties were analyzed by Prot-
Param, the signal peptide of Gly m 4 protein was analyzed by SignalP 4.1 Server, the transmembrane helix was analyzed by
TMHMM Server V 2.0, the B cell epitopes were predicted with DNAStar. The binding affinity between Gly m 4 protein and
MHC-1II molecules was analyzed with NetMHCII 2.2 Server to predict the T cell epitopes. The results showed that Gly m 4
protein was stable and doesn’t possess any signal peptide and transmembrane helix, most secondary structures of Gly m 4 were
turn regions. Prediction result suggested the potential B cell epitope of Gly m 4 were located in the region of 61-64, 93-94,
122-125, 127-130 and 134-137. Analysis of the binding affinity between Gly m 4 and MHC- ]I molecules suggested the re-
gions of 144-153 and 82-96 were the potential T cell epitopes. Human with HLA-DRB10701 alleles and HLA-DRB10101 al-
leles maybe more sensitive to Gly m 4 protein. This study facilitates to understand the antigen epitope of Gly m 4 protein and
provides a reference to reduce the allergenicity of Gly m 4.
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Fig. 2 Prediction of Gly m 4 transmembrane helix
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Fig. 3 Chou-Fasman method to analyze the secondary structure of Gly m 4 protein
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Fig. 4 Karplus-Schulz method to analyze the suppleness structure of Gly m 4 protein
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