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Fig.2 Proposed pathway for hexose metabolism of
heterofermentative lactic acid bacteria
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Microrganism Metabolic Engineering in Lactic Acid Production

WANG Hai-yan'?,
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(1. Department of Environmental Engineering, Beijing University of Science and Technology, Beijing 100083, China;

2. Department of Chemical Engineering, Tsinghua University, Beijing 100084, China)

Abstract: Metabolic engineering can regulate the metabolic networks of the microbial cells. It plays an important role in selecting
microorganisms and optimizing the process to enhance metabolites production. The progress of the metabolic engineering research in
lactic acid production was reviewed. Metabolic pathways in homo-fermentation and hetero-fermentation for lactic acid production were
compared. The metabolic model of lactic acid bacteria, the application of lactate dehydrogenase and the production of lactic acid with
Rhizopus oryzae fermentation were summarized. The gene regulatory knockout of ethanol metabolic pathway for improving the lactic
acid production was introduced. The influences of bioinformatics and stress response on the metabolism of lactic acid were discussed.
And the trends in microbial production of lactic acid were also predicted.
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