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Figure S1: Taxonomic distribution in baseline and non-baseline samples

(a) Mean relative abundance of the most abundant taxa are shown. The top 15 taxa in each
group were used to generate the plot. (b) Linear discriminant analysis Effect Size using an
LDA score threshold of 3.0 and p value threshold of 0.05. The deepest level of taxonomy was
genus (g). Taxa unclassifiable at the genus level are shown at family (f) or order (o) level.
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sum of qiuare distances 0.92
decay factor 2.0
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Figure S2: Procrustes analysis correlating microbiota composition with antibiotic history
(a) Decay factor 2.0. (b) Decay factor 1.5. (c) Decay factor 1.1.
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Figure S3: Principal component mixed effect regression

The first PC of microbiome for the baseline sample, first PC of antibiotic history for the non-baseline
sample, baseline Shannon diversity, read depth of the non-baseline sample, use of parenteral nutrition
(categorical) before the non-baseline sample, and the time interval in days between the two samples were
included as fixed effect predictors of Aitchison distance between the two samples. Patient ID was a
random effect. Model performance was defined as Pearson’s correlation coefficient (r) comparing observed
vs. predicted values of the outcome variable. Different values of the decay factor were used in the two
panels. PC: principal component
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