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Expression and characterization of MTB39A protein in an insect cell-baculovirus system

WANG Pu, HUAN Yue, JIANG Lingling, ZHANG Gang, CAl Yurong, LI Yong (School of Life
Science sKey lab of Ministry of Education for Protection and Utilization of Special Biological Resources in Western »
Yinchuan 750021,China)

[ Abstract])

MTB39A (Rv1196) gene sequence (GenBank ID: NC_000962. 3) from the H37Rv strain was selected to be cloned

Objective  To obtain immunogenic Mycobacterium tuberculosis MTB39A protein. Methods  The
downstream of the pH promoter of the pFastBac-Dual vector and characterized. The correctly identified recombinant
plasmid was transformed into receptor cell DH10 Bac for blue-white spot screening, and the obtained recombinant rod-
shaped plasmid Bacmid was transfected into insect cell S{9 for virus rescue using liposomes. At 96 h after transfection,
supernatant viral solution was collected, and the expression of MTB39A protein was detected by direct and indirect
immunofluorescence and Western blot after 3 generations of blind transmission. Results  Recombinant plasmid
pFastBac-dual-MTB39A-mCherry and recombinant Bacmid were constructed correctly, and Western blot assay showed
that MTB39A protein could be recognized by His-tag antibody, and the IFA identification appeared specific red
Successful expression of the reactive MTB39A protein by an insect baculovirus expression

fluorescence.  Conclusion

system lays the experimental foundation for the development of novel tuberculosis vaccine candidates and potential specific

diagnostic markers.
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M13-F CCCAGTCACGACGTTGTAAAACG
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Fig. 2 3D structure simulation of MTB39A protein
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Fig.3 Identification of recombinant plasmid pFastBac-Dual-

MTB39A-mCherry double digestion
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Fig. 8 Indirect immunofluorescence of wild-type virus and

1000 recombinant baculovirus-infected Sf9 cells
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Fig. 9 Western-blot identification of recombinant protein MTB39A
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