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Figure S1. Rarefaction curve of the sequences.

.
Figure S2. Within-sample (α) phylogenetic diversity (p = 0.36; SE = 0.38). CON (control) = no yeast treatment; YEA = 15 g/d of live yeast product (PMI Nutritive Additives, Arden Hills, MN, USA).
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Figure S3. Relative abundance of bacterial phyla. CON (control) = no yeast treatment; YEA = 15 g/d of live yeast product (PMI Nutritive Additives, Arden Hills, MN, USA).
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Figure S4. Relative abundance of the bacterial genera. CON (control) = no yeast treatment; YEA = 15 g/d of live yeast product (PMI Nutritive Additives, Arden Hills, MN, USA).
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