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Heterogeneous Expression of Bacillus subtilis Transglutaminase

LIU Kai, LIU Yihan, ZHANG Yan, TIAN Yao, LU Fuping
(Key Laboratory of Industrial Fermentation Microbiology , Ministry of Education, College of Biotechnology,
Tianjin University of Science & Technology, Tianjin 300457, China)

Abstract: Gene Shtg with SD sequence and signal peptide AS0949 Corynebacterium glutamicum was obtained from the
genomic DNA of wild type Bacillus subtilis though PCR amplification. It was then inserted into an E. coli-C. glutamicum
shuttle vector pXMJ19 to construct expression plasmid pXMJ19-Shtg. The recombined plasmid was then transformed into
Corynebacterium glutamicum ATCC13032. Induced by IPTG, the fermentatiom broth had a cross-linking ability. The result

indicated that gene Sbtg was a secretion expression.
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Fig. 3 SDS-PAGE analysis of the recombined protein
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Fig. 4 SDS-PAGE analysis of cross-linked polymer
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