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Composition Diversity of the Multifunctional Bacterium Community NSG7
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Abstract: The NSG-7 microbial community could decompose cellulose and lindan wih high efficiency. In order to detemine the bacterial

composition of the comnmunity, 11 isolate strains were detected by plate isolation, while a community reset by the 11 isolate strains lost the
capaciy of degrading cellulose. The capaciy of degrading of the filter paper in double deck plate and monolayer plate were determined, only
the filier paper in double deck plate were degraded, that means the main or key micwbe are anaerobic. The denaturing gradient gel
electrophoresis ( DGGE) and construction of 16S rDNA clone library were used to identify the composition diversity of NSG7 community. 195
clones and 25 strains were detected in clone library, and about 60% closest relative among them was known the detailed information which were
belonged to Closiridium, Petrobacter, Bacteria, Paenibacillus, Proteobacterium. Furthermore, there were 40% closest relaive belonged to
unculured bacterium clone.
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