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Advances in benzoic acid degradation by microorganism
ZHANG Xiao-Yun GAI Zhong-Hui TAI Cui® XU Ping

(State Key Laboratory of Microbial Metabolism, Shanghai Jiao Tong University,
Shanghai 200240, China)

Abstract: Benzoic acid is becoming a common pollutant in the environment because of its
widely use in industry. We summarized different pathways of the aerobic and anaerobic deg-
radation of benzoic acid by microorganism. Both the two- and three-component benzoic acid
dioxygenases play important roles in the process of benzoic acid degradation. Gene clusters of
benzoic acid degradation and regulation were introduced, and also the direction of pollution
degradation by microorganism in the future.
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Fig. 1 The ortho and meta cleavage pathway of benzoic acid metabolism [%**7
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Fig. 2 The gentisic acid pathway of benzoic acid metabolism
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