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Differences of ruminal epithelial bacterial diversity of
Hu lambs at different ages

JI Wenwen, YUN Yan, WANG Chong, MAO Huiling

( College of Animal Science and Technology/College of Veterinary Medicine, Zhejiang A&F University, Hangzhou
311300, Zhejiang, China)

Abstract: [Objective] This study, with a comparison of the diversity and composition of rumen epithelial
bacteria among Hu lambs (Ovis aries) of different ages, is aimed to provide basic data for early weaning of
young ruminants. [Method] Ten male Hu lambs, with similar birth weight, were used in this study. At 30 days
of age (D30) and 45 days of age (D45), five lambs were randomly selected and slaughtered to obtain rumen
epithelial tissues (n=5), respectively. Sequencing and microbial diversity analysis were performed on them.
[Result] The Operational Taxonomic Unit (OTU) number in D45 group was larger than that in D30 group
(P<< 0.05), with the Chaol index in D45 group showing a tendency to increase (P=0.07). The relative
abundances of Campylobacter and Intestinimonas declined (P<<0.05) with age, while the relative abundances of
Suttonella, Desulfobulbus and Brachymonas increased (P<< 0.05) with age. The relative abundances of
Bacteroides and Dialister tended to decrease (P=0.083), whereas Succiniclasticum tended (P=0.083) to
increase. The abundance of Sutfonella was positively (P<<0.05) correlated with rumen total volatile fatty acid

concentration, while the abundances of Bacteroides, Succiniclasticum, Ruminococcus and Atopobium were
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negatively (P<<0.01) correlated with ruminal papillae length, and the abundance of Succiniclasticum was
positively (P<<0.01) correlated with rumen papillae width. [Conclusion] It was revealed that colonization by
ruminal epithelial bacteria is age related and might participate in the metabolism of volatile fatty acid and
ruminal papillae development of the rumen. [Ch, 7 fig. 2 tab. 32 ref.]

Key words: age; Hu lambs; rumen epithelial; ruminal bacteria
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Figure 5 Relative abundance of ruminal epithelial bacteria on genus
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