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Streptomyces avermitilis
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Fig. 1  The strategy for construction of unmarked large-deletion mutants of Escherichia coli.
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Fig.2 The strategy for construction of unmarked large-deletion mutants of Bacillus subtilis
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Fig. 3 The strategy for construction of unmarked large-deletion

mutants of Saccharomyces cerevisiae utilizing PCS.
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Fig.4 The strategy for construction of large-deletion mutants of Strepiomyces avermitilis utilizing
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New method for industrial microbial strains
improvement——construction of dominant genome-—
simplified strains—A review
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Abstract:The necessity and feasibility of constructing dominant genome-simplified strains for industrial production were
introduced based on some successful cases in which the production efficiency was improved after simplifying the genome
of strains. The principle and process of genome simplifying were summarized. In addition the perspective of dominant
genome-simplified strains for industrial production was discussed combined with authors” own studies.
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