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Materials and Methods 

The evaluate the efficacy of the antibiotic treatment on microbiota 

depletion of mice

Individual fecal samples of mice were taken at the end of antibiotic 

treatment. Samples were incubated in brain heart infusion and in 

thioglycolate broths for at least 3 days at 37°C and bacterial growth was 

monitored daily by turbidity assessment.1 Compared to other reported 

antibiotic treatments that lasted for more than 4 weeks,1,2 the antibiotic 

treatment used in the present study was in a shorter time, but sometimes 

failed to establish a gnotobiotic mouse model.3 Only mice without 

cultivable gut microbiota were selected for further studies. 
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Figures 

Fig. S1 Principal component analysis (PCA) plot for the genera of gut microbiota of 

mice in Control, Pb, and Pb+GOS groups. The ellipse represents the confidence 

region for each group.

Fig. S2 Principal component analysis (PCA) plot based on OTU relative abundance of 

gut microbiota of mice in Control, Pb, and Pb+GOS groups. The ellipse represents the 
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confidence region for each group.

Fig. S3 Heatmap of the microbiota composition for the phylum (A), class (B), order 

(C) and family (D) of mice. Red indicates increased genera and green indicates 

decreased genera. 

Fig. S4 Boxplots of the Observed_otus (A) and Simpson index (B) for the gut 

microbiota of mice. The upper and lower lines represent the 25% and 75% quantile 

values, respectively. * and ** indicate significant differences (P < 0.05 and P < 0.01) 
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between groups. n.s. indicates no significant differences (P > 0.05) between groups.
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