Supplemental materials
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Figure S1 Species accumulation curve and rarefaction curve analysis of samples. (A) Species accumulation curve analysis of feces, saliva, and throat swab samples. (B) Rarefaction curve analysis of feces, saliva, and throat swab samples.
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Figure S2 α-diversity analysis based on the Shannon index, Ace and Chao1 estimators. (A) Shannon Wiener curves of feces samples at each time point. (B) Rarefaction curve analysis of samples. (C) Community richness based on ACE estimator. (D) Community richness based on Chao1 estimator. The boxplot displays five values, which include the minimum observation (lower edge), the 25th percentile (Q1), the median, the 75th percentile (Q3), and the maximum observation (upper edge). The non-parametric Mann-Whitney U test was used to test for significant differences between any two groups. Comparison of multiple groups was done using a non-parametric Kruskal-Wallis test.
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Figure S3 The abundance of bacteria among all groups. (A) The abundance of proteobacteria at phylum level. (B) The abundance of several types of bacteria at genus level. Data were expressed as mean ± standard deviation. The non-parametric Mann-Whitney U test was used to test for significant differences between any two groups. Comparison of multiple groups was done using a non-parametric Kruskal-Wallis test. * P < 0.05, ** P < 0.01, *** P < 0.001.
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Figure S4 The abundance of a bacteria, Alistipes among all groups. The boxplot displays five values, which include the minimum observation (lower edge), the 25th percentile (Q1), the median, the 75th percentile (Q3), and the maximum observation (upper edge).
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Figure S5 PCA and heat map of the groups based on the clinical parameters and the trend for clinical parameters. (A) The trend for clinical parameters in group T1, T2, T3, T4 and T5. (B) Heat map of the groups based on all the clinical parameter data. Groups are shown on the x axis, while clinical parameters are shown on the y axis. The boxplot displays five values, which include the minimum observation (lower edge), the 25th percentile (Q1), the median, the 75th percentile (Q3), and the maximum observation (upper edge). The non-parametric Mann-Whitney U test was used to test for significant differences between any two groups. Comparison of multiple groups was done using a non-parametric Kruskal-Wallis test. * P < 0.05, ** P < 0.01, *** P < 0.001.  
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