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Expression and purification of Staphylococcus aureus lipoprotein SAOUHSC_02650 and preparation of
polyclonal antibody
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Objective  To analyze the biological characteristics of Staphylococcus aureus lipoprotein SAOUHSC _
02650, construct the recombinant plasmid pET28a-SAOUHSC_02650,expresse and purify the target protein,and prepare
the specific polyclonal antibody.  Methods The amino acid sequence of lipoprotein SAOUHSC_02650 was obtained from
NCBI website. The physical and chemical properties, transmembrane region, signal peptide, secondary structure, tertiary
structure , phosphorylation site,intrinsic disordered domain and the distribution of B cell epitope were analyzed by bioinfor-
matics software. Specific PCR primers were designed accroding to DNA sequences of SAOUHSC_02650 gene to amplify
SAOUHSC_02650 DNA with by S. aureus genome DNA, the PCR product was connected to plasmid pET28a to con-
struct the recombinant plasmid pET28a-SAOUHSC_02650, the recombinant plasmid was transformed into E. coli BL21,
and the recombinant SAOUHSC_02650 protein, which was induced by IPTG and purified by Ni*" affinity chromatography
to immunize the mice. The specific antisera were obtained and their titer were determined.  Results SAOUHSC_ 02650
protein is a extracellular lipoprotein has 209 amino acids, with a molecular weight of 23. 3 ku and contains a signal pep-
tide. The content of random coil is as high as 60.29%. The content of a-helix was 21. 05% ,B-sheet was 11. 96% and B-
turn was 6. 70%. The reliability and matching degree of the predicted tertiary structure are low. SAOUHSC_02650 pro-
tein contains 16 phosphorylation sites,intrinsic disordered like domains and multiple B cell epitopes. SAOUHSC_ 02650
was induced by IPTG and purified with high purity which can induce mice to secrete specific antibodies. ~ Conclusion

Staphylococcus aureus lipoprotein SAOUHSC_ 02650 was expressed and purified and polyclonal antibody was obtained.
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Fig. 1 Signal peptide(A) and transmembrane domain(B)
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Fig. 2 Secondary structure(A) and tertiary structure(B)
of SAOUHSC_02650 protein
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Fig.3 Phosphorylation site and intrinsic disordered domain
of SAOUHSC_02650 protein
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Fig. 4 Distribution of B cell epitopes in SAOUHSC_02650 protein
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