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Table 2 Future research directions of Pseudomonas lipases
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Research Advances in Molecular Biology of Pseudomonas Lipases
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Abstract Microbial lipases, being major sources of commercial ones, which have been widely utilized in
many industrial fields, such as foods, beverages, lipids, detergents, feeds, textiles, leathers, advanced
materials, fine chemicals, medicines, cosmetics, papermaking, pollution treatment, and bioenergy, etc.
Compared with other microbial lipases, bacterial lipases have more types of reactions and exhibit higher activity
and better stability in many reactions. Amongst bacterial lipases, the most excellent ones are those being from the
genus Pseudomonas. As one of the most excellent and the most widely used lipases, the study on Pseudomonas
lipases has been a hot topic in the field of lipases. Research advances in molecular biology of Pseudomonas
lipases, including mining and cloning of genetic resources, molecular mechanisms of gene expression regulation
and protein secretion, strategies for efficient overexpression, protein crystallization and 3D structure analysis, and
protein engineering, were summarized and reviewed. Furthermore, the future research directions of Pseudomonas
lipases were prospected so as to provide a useful reference for the follow-up studies.
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