Rumen microbiome from beef steers undergoing grain adaptation with steam-flaked corn varying bulk density
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1 Supplement contained: NaCl, 15%; CuSO4, 0.12%; MnS04, 0.08; Se Premix 0.2%, 0.25%; ZnS04, 0.21%; Vitamin A, 550000 |U/kg;
Vit. E, 875 1U/kg.
2Based on tabular values for individual feed ingredients (NASEM, 2016).




