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The Bacteria Diversity of Fermentation Bed in Pig-farming
by 16S rDNA Gene Clone Library Analysis

BI Si-wei', WU Zu-fang'", YU Yao-to®
( 1.Key Laboratory of Applied Marine Biotechnology of Ministry of Education, Ningbo University, Ningbo 315211, China;
2.Ningbo Hemudu Agriculture Economics Office, Ningbo 315414, China )

Abstract: Microorganism has an important regulatory and bioconversion function in fermentation bed of
pig-breeding. The bacterial DNA samples are directly extracted from different depth in fermentation bed. The
bacterial gene clone library is constructed correspondingly for these different types of samples. The results show
that the uncultured microorganism appeared in the surface of the fermentation bed, which accounts for 39.5% of
the total 45 strains detected. The others belong to 13 different species of bacteria and no predominant bacteria
detected. In the middle layer of fermentation bed, uncultured microorganism accounts for 15.5% of the total 45
strains detected. The others consist of 10 different species of bacteria. The predominant bacteria are
Rhodanobacter sp. and Frateuria sp. respectively. The uncultured microorganism is not detected in all 44
bacteria strains in the bottom of fermentation bed. There are 14 different bacteria genus in this layer. The
predominant bacteria is Rhodanobacter sp., accounting for 47.7% in all the bacteria detected. The others are in a
less proportion of total microbial population in this layer. The results demonstrate that the fermented bed in
pig-farming manifested an obvious bacterial diversity.
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