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Recent advances in microbial degradation of 4-hydroxybenzoate
——a review

LI Jing-Jing ZHU Li ZHANG Xiao-Yan TIAN Jun FENG Zhao-Zhong PENG Xue'
(College of Life Science, Jiangsu Normal University, Xuzhou, Jiangsu 221116, China)

Abstract: 4-Hydroxybenzoate (4HBA) is a naturally occurring aromatic compound, and as a key
intermediate metabolite not only for natural products but also for artificial products. There are four
4HBA metabolic pathways: protocacechuate cleavage pathway; catechol cleavage pathway;
anaerobic degradation pathway in anaerobes; gentisate cleavage pathway. The last pathway including
a NIH shift reaction remains to be elucidated. In this review we emphasized in NIH shift reaction
involved in the 4HBA degradation. The key enzymes of each 4HBA metabolic pathway also be
introduced. Finally, we described thermophilic Bacillus sp. Bl strain which was capable of
degradation of various aromatic compounds including 4HBA, and presented a direction for NIH shift
reaction research.
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