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Abstract: With the rapid development of genetic engineering and metabolic regulation, antisense technology displays its fascination
to the world as a mild regulation genetic tool. Compared with other loss-of-function research methods (e.g. gene knockout), antisense
technologies have advantages such as low cost, short period, and easy operation. It has been increasingly used in bacterial metabolic
regulation as a powerful genetic tool. This review briefly summarized the latest progress and problems in antisense technologies that

are recently used in metabolic engineering of bacteria, and compares the advantages and disadvantages of these technologies.
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Fig. 1 Mechannism of antisense technology applied in bacterial metabolic regulation
Route A: a fragment of antisense oligonucleotide possessing a sequence complementary to that of the target mMRNA is transfered to the host cell, forms
a duplex complex with the complementary mRNA sequences, and blocks mRNA translation via (A1) translational arrest or (A2) mRNA cleavage by
RNase H. Route B: ribozyme is delivered to the host cell, forms specific complementary structure, hybridizes with target mMRNA, and cleaves mMRNA
to fragments. Route C: antisense RNA strategy is to endogenously express antisense RNA through recombinant plasmids harboring antisense RNA
gene. Then the antisense RNA forms a duplex complex with the complementary mRNA sequence and blocks translation by the ribosome
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