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Metabolic Engineering in Corynebacterium glutamicum
to Increase L.-Valine Production

WANG Xiao-yuan

(State Key Laboratory of Food Science and Technology, Jiangnan University, Wuxi 214122, China)

Abstract: L-valine, one of the three branched-chain amino acids, is essential for human, and
plays an important role in the metabolism of life, therefore, it is widely used in products of
food, medicine and feed. L-valine is mainly produced by bacterial fermentation, and the most
used bacterium is Corynebacterium glutamicum. In this article, the pathway and regulation of
L-valine biosynthesis in C. glutamicum are analyzed and researches on metabolic engineering to
increase [-valine production in C. glutamicum are reviewed.
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