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Abstract: To study the microbial diversity of granular sludge in fluidized pellet-bed (FPB) bio-
reacior, the dudge at different heights (10, 60 and 110 an) of FFB was sampled, and the ge-
namic DNA of microbial community was extracted directly. After purifying the genamic DNA,
16S RNA geneswere anplified, and the anplified DNA fragnentswere sparated by denaturing
gradient gel electrophoresis (DGGE). The characteristic bands of D GGE were sequenced, and
the phylogenetic diversity of microbes in the FFB bioreactor was surveyed based on the hamology
analysis of 16S RNA sequences The reaults indicated that the obtained 18 operational taxonamic
units (OTUs) all belonged to Eubacteria, of which, 61% was Proteobacteria, 17% was Acti-
nobacteria, 11% was lov G + C gran-positive bacterium, and 11% belonged  other bacterial
branches

Key words: denaturing gradient gel electrophoresis (DGGE) ; fluidized pellet-bed (FFB) biore-
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