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Who "triggers" oil degradation?: Investigation of the key petroleum
hydrocarbon-degrading microbial species by using BONCAT technique
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The coexistence and cooperative activities of multiple microbial groups are
required to completely biodegrade the complex mixture of petroleum hydrocarbons derived from the oil
pollutant. This project aimed to identify the pioneering bacterial taxa which "triggers" the oil
pollutant biodegradation, by using a laboratory-maintained diesel fuel-degrading soil bacterial
consortium as a unique microecosystem model.
Through detailed (meta)genomic analyses and growth assays of the main bacterial members in the
consortium, two bacterial genera, Sphingobium and Pseudomonas, were identified to be the pioneering
players that were responsible for the biodegradation of aromatic hydrocarbons and alkanes,
respectively.
Seven research articles that summarized the research achievements of this project have been
published in international journals.
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