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Evaluate the diversity of rumen bacteria on anaerobic culture with
different cellulose enrichment medium and temperature in vitro
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(1. College of Veterinary, Sichuan Agricultural University, Ya'an 625014, China;

2. Key Laboratory of Animal Disease and Human Health of Sichuan Province, Ya'an 625014, China)

Abstract The study is to explore the diversity of rumen bacteria of anaerobic culture in vitro. The research methods
included polymerase chain reaction-denaturing gradient gel electrophoresis (PCR-DGGE) , cluster analysis and PCA.
CMC,PCS.J and K mediums were used in this trial and three rumen content samples were incubated at 37 and 50 C
respectively. Some common and special bands were identified at the same time. The results showed that the DGGE
profiles of different mediums were significantly to each other at 37 C ,although it had the higher number of bands which
the average bands of CMC and k mediums were 20 and 27. The similarity coefficient between J and CMC medium was
0.84.and it reduced to 0.75 between J and PCS medium. The DGGE profiles of different mediums were similar to each
other at 50 C ,it had the lower number of bands, and the average samples of CMC and k mediums were only with 15
bands. However, the coefficient between CMC and PCS medium was 0.89, while the similarity coefficient between J and
PCS medium could get 0.97. Streptococcus macedonicus was predominant in the upper G1 tract. The special bands in
rumen content were Escherichia coli, Firmicutes and Brevundimonas. Furthermore, the diversity of rumen bacterial of
anaerobic culture to some extent was affected by cellulose enrichment conditions in vitro.
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