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Biosynthesis based on hydroxybenzoate acid in Pseudomonas
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Abstract: Pseudomonas has been well engineered as typical microorganisms for value-added aromatic compound
production including hydroxybenzoate acid on the basis of shikimate pathway. Hydroxybenzoate acids, such as
2-hydroxybenzoate acid (2-HBA), 3-hydroxybenzoate acid (3-HBA), 4-hydroxybenzoate acid (4-HBA) and
3,4-dihydroxybenzoate acid (PCA), play key roles in the microbial carbon metabolism of Pseudomonas. Using the
versatile intermediate platform of hydroxybenzoate acid, a lot of high-value products can be synthesized efficiently.
With a close-up at the future perspectives, a series of commercial biological products could be developed through
the design and construction of artificial biosynthetic pathways in conventional microorganisms Pseudomonas for
synthetic biology platform construction.
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