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Abstract: Bacterial community succession in pit mud of different age (from 2 years to 50 years)in Jiannanchun Group and its correlations with
environmental factors were systematically studied by PCR-DGGE methods. The results were as follows: bacterial abundance and bacterial diversi-
ty index displayed high similarity between 2-year-old and 5-year-old pit mud samples, however, they increased obviously in 10-year-old pit mud
samples and then kept stable in 20-year-old pit mud samples, and then dramatically declined in 50-year-old pit mud samples; for pit mud of the
same age, bacterial abundance and bacterial diversity index in medium layer were higher than that in the upper or lower layer, especially for pit
mud samples of 2 ~5 years; DGGE profile and sequences analysis indicated that the dominant bacterial populations in pit mud samples were
mainly distributed in Class Bacill and Clostrida of Phylum Firmicutes. The predominant bacteria included Lactobacillus acetotolerans, Bacillus
Jordii, uncultured Ruminococcaceae bacterium, and uncultured Clostridia bacterium; CCA results revealed that there was significant correlations
between environmental factors and bacterial community in pit mud. Among all environmental factors, available phosphorous, ammonia nitrogen
and pH had stronger influence on bacterial community structure in pit mud, then followed by humics and moisture content the least.
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