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Parasutterela bacteria in the colon of C57BL/6 mice fed a western-style diet. Journal of Nutritional 4.2 6
Biochemistry, 2021, 92, 108613.
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Zinc AA supplementation alters yearling ram rumen bacterial communities but zinc sulfate
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Rumen and Cecum Microbiomes in Reindeer (Rangifer tarandus tarandus) Are Changed in Response to a
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High-throughput DNA sequencing of the moose rumen from different geographical locations reveals
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