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Abstract MabinlinIlis the unique plant sweet protein in China, and it has the best thermal stability of the seven plant sweet
proteins which have been known today. Mabinlin II may has a promising market to be a new food sweetener. Based on the amino
acid sequence of Mabinlin II, the secondary structure of it was predicted with the methods of Garnier-Robson and Chou-Fasman, and
the flexiblity of the backbone structure of it was predicted with the Karplus-Schulz method, and the hydrophobicity of it was
predicted with the Kyte-Doolittle method, and the possibility of surface area of it was predicted with the Emini method, the B-cell
epitopes of it was predicted with the Jameson-Wolf method. The results show that the structure of the A-chain of Mabinlin Il mostly
consists of turns and random coils, and the 27~30 amino acid section from the N-terminal become a more flexible skeleton structure,
while the 4~6, 7~9, 10~11, 12~14, 20~22, 23~26 and 30~33 amino acid sections from the N-terminal are probably the key antigenic
sites. The structure of the B-chain of Mabinlin Il mostly consists of B-sheet and turn regions, and the 0~7, 9~13, 28~29, 33~34, 40~45,
53~54 and 55~57 amino acid sections from the N-terminal may be the key antigenic sites. The bioinformatics analysis of this protain
may provide a reference for the design of polyclonal antibody against the Mabinlin II which would be used to detect the expression
of Mabinlin Il in different bioreactors.

Keywords Plant sweet protein; Mabinlin IT; Secondary structure; B cell epitopes
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Figure 2 Secondary structure of Mabinlin I A-chain and B-chain predicted with Garnier-Robson method
Note: A: a-helix segments; B: B-sheet segments; T: Corner region; C: Random coil region
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Figure 3 Secondary structure of Mabinlin I A-chain and B-chain predicted with Chou-Fasman method
Note: A: a-helix segments; B: B-sheet segments; T: Corner region
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Figure 4 The flexible region of Mabinlin I A-chain and B-chain predicted with Karplus-Schulz method
Note: F: Flexible region
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