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M icrobial Canmun ity Structure and Dynam ic Changes
of Fluidized-Pellet-Bed B ioreactor

YUAN Hong-lin, L U Yong-jun, WANG Xiao-chang
(Coll of Environ & Municipal Engin Xi" anUniv of Archtect & Technol Xi’ an 710055)

Abstract Inorder b study microbial community structure and dynamic changesof granular sludge in fluidized-pellet-
bed (FPB) bioreacior, sludge fram different heights (10, 60 and 110 an) of FFB was sampled regpectively And the
gename DNA of the sludge bacteriawas directly extracted through $litting And then anplified by PCR with the uni-
versal primersof 16S RNA genes of Eubacteria and A rchaebacteria (530F and 1490R). A fter purification with DNA
gel recover kit, the PCR products about 1 kb were ssparated by denaturing gradient gel electrophoresis (DGGE) and
obtained DNA characterized fingemprint atlas of themicrobial communities The results showved that microbial commu-
nities of granular sludge in FFPB bioreactor are very abundant There are 23 strips, 21 strips and 20 strips at the
heights of 10, 60 and 110 an regectively, suggested that at different heights of the FFB there are sme ecial pe-
cies of genus and common Peciesof genus, and the succession of microbial communities in the FFB bioreactor is not
obvious The smilarity of the microbial communities in the three sections is83 1%, indicating that the canmunity
structure is fairly stable

Keywords denaturing gradient gel electrophoresis (DGGE) ; fluidized-pellet-be (FFB) bioreactor; micrmobial com-
munity; dynamic change
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Fig 1 Diagran of the Fluidized-pellet-bed (FFB)

bioreactor system
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