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Analysis of Microbial Communities Characteristics in Different
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Abstract: Pit mud is one of the habitats for microbes in the fermentation. Microbial populations in different pit mud present different characteris-
tics due to the difference in use age and environments. In this study, PCR-DGGE of V7-V8 regions of bacteria 16S rDNA and V3 region of
methanogenic archaeal 16S rDNA was employed to analyze microbial communities features in different pit mud and to finish sequencing V7-V8
regions of some bacteria. The results showed that pit mud of different age and color would induce specific communities development of bacteria
and methanogenic archaca. UPGAMA cluster analysis showed that the communities structure of black pit mud with its age of 50 years and of 150
years had the highest similarity. Sequencing analysis indicated that a part of gene sequences in DGGE showed similarity in a range of 82 % ~
99 % with that in gene database. And clostridium and the unidentified bacteria were dominant bacteria in these pit mud samples.
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