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Constructing novel E. coli cell factories by genome engineering
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Abstract: Genome engineering is the extensive and intentional genetic modification of a replicating system for a
specific purpose. Escherichia coli, one of the most common cell factories, is widely used in the domains of
biological manufacturing and becomes a major subject in synthetic biology. Its application fields could be further
expanded by genome engineering. This paper reviews the latest technology development of genome engineering,
such as genome integration of heterogenous pathway, chromosomal evolution, multiplex automated genome
engineering and trackable multiplex recombineering, and their application in improving the productivity, the

stability and the tolerance of Escherichia coli as cell factories.
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