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Fig.1 Time courses of DBT concentration and cell concentration
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Fig.2 The chromatogram of the products of DBT degradation
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Fig.3 The mass spectrogram of the products of DBT degradation
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Isolation of Dibenzothiophene-degrading Bacterium Agrobacterium tumefa UP3

SHI De-Qing ZHAO Jin-Sheng HOU Ying-Fei YANG Jin-Rong KONG Ying"
College of Chemistry and Chemical Engineering University of Petroleum Dongying 257061  China

Abstract A dibenzothiophene DBT -degrading bacterium was isolated from oil-contaminated soil from Shengli oil field
by enrichment technique. Traditional taxonomy assays of its 16S rDNA sequence homology identified it as Agrobacterium
tumefaciens UP3. This strain cannot grow on n-dodecane n-hexadecane liquid olefin and naphthalene as its sole carbon
and energy source so this strain can be used in industry potentially. The DBT degrading ability of this bacterium was
studied. The content of DBT decreased from 500 mg/L to 150 mg/L within 54 hours. The analysis of the metabolic
product of DBT shows that the degrading mechanism of Agrobacterium tumefaciens is different from Kodama and 4-S
mechanism.
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