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Supplementary Figures:

Figure S1. Alpha diversity metrics (Shannon index) boxplots computed from all OTUs for each
experimental condition. Statistical significance was assessed with a t-test: For each group,
comparisons between V3 and V2, V4 and V5 were significant (***: p-value < 0.0001 or **: p-
value < 0.005). Group A - Placebo Supplement; Group B - Probiotic Supplement

Figure S2. Beta diversity (Weighted UniFrac) metrics computed from all OTUs. Each point
represents a sample. Permanova was performed using the “adonis” function of the vegan library.
Group A - Placebo Supplement; Group B - Probiotic Supplement

Figure S3. Beta diversity (Weighted UniFrac) metrics computed from all OTUs. Each point
represents a sample. Permanova was performed using the “adonis” function of the vegan library.
In each plot, all points having the same color represent a sample from the same individual for all
experimental conditions.

Figure S4. Summary in silico analysis of selected enriched ABR genes (Fig.8) for antimicrobial
+ supplement (visit 3) in both groups from the classes of aminoglycosides and beta-lactams that
were linked to various opportunistic pathogens of the family of Enterobacteriaceae using the
Comprehensive Antibiotic Resistance Database (CARD).
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Figure S1. Alpha diversity metrics (Shannon index) boxplots computed from all OTUs for each
experimental condition. Statistical significance was assessed with a t-test: For each group, comparisons
between V3 and V2, V4 and V5 were significant (***: p-value < 0.0001 or **: p-value < 0.005). Group A
- Placebo Supplement; Group B - Probiotic Supplement
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Figure S2. Beta diversity (Weighted UniFrac) metrics computed from all OTUs. Each point represents a
sample. Permanova was performed using the “adonis” function of the vegan library. Group A - Placebo

Supplement; Group B - Probiotic Supplement
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Figure S3. Beta diversity (Weighted UniFrac) metrics computed from all OTUs. Each point represents a
sample. Permanova was performed using the “adonis” function of the vegan library. In each plot, all
points having the same color represent a sample from the same individual for all experimental conditions.
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Figure S4. Summary in silico analysis of selected enriched ABR genes (Fig.8) for antimicrobial +
supplement (visit 3) in both groups from the classes of aminoglycosides and beta-lactams that were linked
to various opportunistic pathogens of the family of Enterobacteriaceae using the Comprehensive
Antibiotic Resistance Database (CARD).



