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[bookmark: _GoBack]Supplementary Figure S1. Linear discriminant analysis effect size (LEfSe) comparisons of ruminal functional genes between CON vs. PROB (A), CON vs. SYNB (B), and PROB vs. SYNB (C).
CON = control; PROB = a blend of live S. cerevisiae, Enterococcus lactis, Bacillus subtilis, Enterococcus faecium, and L. casei, and their fermentation products fed at 19 g/steer/day (PMI, Arden Hills, MN); SYNB = a blend of live S. cerevisiae and the fermentation products of S. cerevisiae, Enterococcus lactis, Bacillus licheniformis, and Bacillus subtilis fed at 28 g/steer/day PMI, Arden Hills, MN). 
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