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Abstract [Objectives] This study aims to provide the basis for revealing the mechanism of the odorant binding protein of
the pine shoot beetle, Tomicus yunnanensis involved in olfactory reorganization [Methods] The three dimensional structure
of T yunnanensis’s OBP was constructed using the homology modeling method and the reliability of the model was evaluated
by Procheck, Verify 3D and ERRATERRAT. [Results] Analysis of the optimized structure found that the OBP of T
yunnanensis contains 6 conservative cysteine residues in its sequence. Evaluation of the model by Procheck, Verify 3D and
ERRATERRAT indicated that it is reasonable and reliable. [Conclusion] The results showed that it is possible to predict the
structure of a protein that has a known sequence with unknown spatial structure based on known structural information of its
homologous proteins. The results provide a foundation for further research on the functional structure domain of 7 yunnanensis OBP.
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Fig.1 Multiple alignment of OBP sequences from Tomicus yunnanensis, Apis mellifera and Drosophila melanogaster
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_aln.pos is the number of amino acid residues; the 3R72A is the chain A of 3R72; the 3B6XA is the chain A of 3B6X; the
100FA is the chain A of 100F; _helix is the position and content of the a-helix which are represented by the number from 1 to
9. The larger number represents, the average content of the location of the a-helix is higher.
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