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Fig. S2 Relative abundance data at the family level in probiotics (A: Lactobacillus acidophilus CRL
2074; B: Limosilactobacillus fermentum CRL 2085; C: Limosilactobacillus mucosae CRL 2069; D:
CRL 2085 + CRL 2069; E: CRL 2074 + CRL 2085 + CRL 2069)-treated and untreated (control)
fecal samples of feedlot cattle at different experimental periods (TO: 0 day; T1: 40 days; T2: 104 days;

T3: 163 days). Each color represents a family.



