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Isolation, Identification of a Pyrene-Degrading Strain Mycobacterium sp. M11 and

Its Degrading Characteristics

LI Quan-xia> FAN Bing-quan, GONG Ming-bo, YANG Hui
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Abstract: A bacterial strain M11 using phenanthrene, anthracene; fluorethene, pyrene as a sole carbon and energy sources was isolated from
soils contaminated with polycyclic aromatic hydrocarbons. Strain M11 was identified as Mycobacterium sp. according to the results of
morphology physiology and the phylogenetical analyses of 16S rDNA sequence. The degradation rate of pyrene Cat levels of 50 mg/L, 100 mg/L
and 200 mg/1.) by strain M11 was 76.9%,91.8% and 79.23% within 16 d in broth assay. Mycobacterium sp. M11 showed a strong ability
to grow from pH 5 to pH 9 in liquid minimal medium containing pyrene 100 mg/L. Mycobacterium sp. M11 possessed aromatic-ring dioxygenase

genes; which are highly homologous to the known nid AB genes from pyrene-degrading Mycobacteria .
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Fig.1 Pyrene degradation and strain growth at solid culture medium
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Fig.3 Pyrene degradation and strain growth in different

pyrene concentration
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Mycobacterium vanbaalenii PYR-1a KV 3 K 7 51 AH
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Fig.4 Dioxygenase gene fragments of M11
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