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Progression on genetic knockout tools in Mycobacterium
DU Qin-Lin, FAN Xiang-Yu, MAO Jin-Xiao, XIE-Jian-Ping
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Area, School of Life Sciences, Southwest University, Chongging 400715, China

Abstract: Pathogenic mycobacteria were and remain a heavy burden to public health. Unfortunately, genetic manipula-
tion including knockout technologies of Mycobacterium is difficult compared with other traditional model organisms. To
overcome this obstacle, achievements in Mycobacterium knockout technologies were summarized, including delivery vector,
sequence-specific recombination system, as well as the recently developed recombinogenic engineering and its application.

The future for this tool innovation is also addressed.
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