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Introductior

A greater dnderstanding of rumen microbiome genetic traits and its metabolic potential allows to improve feed
efficiency reducing GHG emissions and related ecological footprint.
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Results and discussion
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Material and methods

12 cows feed corn silage based diet
housed in the same barn
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Conclusions

- Limited information for sequence annotation is still available in repository databases for rumen
microrganisms
- High individual variability require to be further investigated (farm ? — diet ? — breed ? — genotype ?)

- Firmicutes most representative rumen bacteria in liquid phase of rumen content but large fluctation for
other Phyla

- Hydrolized Yeast affect rumen microbiome composition, with a reduction of biodiversity either at Phyla and
Family level

- Understanding of the factors affecting rumen microbiome can contribute to control rumen fermentation,
feed efficiency and GHG emissions



