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Changes of microbial flora in cattle rumen and its influential factors
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Abstract The rumen of bovine is rich in various microorganisms. The relationship between microorganisms and rumen

is a mutually beneficial relationship, which plays an important role in the growth and development of cattle. In this

study. the microbial flora and the variation characteristics of bovine rumen are reviewed. and the factors which

influence the microbial flora changes in bovine rumen are analyzed to provide scientific and effective guidance for the

development of bovine growth, disease prevention and control as well as quality safety.
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