
Articles Nature MediciNe

Gemelli IRCCS (ID 3555/2021) and Ospedale Pediatrico Bambino Gesù IRCCS (1107_
OPBG_2016). Written informed consent was obtained from all adult participants, and 
from parents of pediatric (2–17 years old) participants. The systematic review was  
not registered.
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Extended Data Fig. 1 | Strain sharing networks for the datasets included in this study not shown in Fig. 1A. Each node corresponds to a sample and is 
colored by its role in FMT triads (recipient pre-FMT sample, recipient post-FMT sample, and donor's sample). Edge opacity is proportional to the number 
of shared strains between two samples (Methods) and only edges corresponding to at least 2 shared strains are shown. The structure of the networks 
illustrates how FMT triads tend to cluster together but with different clustering characteristics across cohorts.
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Extended Data Fig. 2 | the purity of K-medoids clustering with varying K shows that strain sharing rate outperforms β-diversity measures in clustering 
by donor associations and by FMt triads. In clustering by cohorts for the low number of clusters it gets outperformed by Aitchison distance, but catches 
up as the K increases.
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Extended Data Fig. 3 | PCoA ordination on strain sharing rate distances and variance explained by number of components, suggesting that two 
dimensions are not sufficient to linearly separate the clusters induced by dataset or donor batch effects. Unique combinations of color and shape 
correspond to samples associated with one donor subject.
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Extended Data Fig. 4 | Strain sharing rates between donor and post-FMt samples is non-significantly higher in datasets using related or a mixture of 
related and unrelated donors compared to those using only unrelated donors (related or mixed vs unrelated, permutation test, p=0.383). Box plots 
are defined as follows: the center line and upper and lower limit of the box correspond to the median, upper quartile and lower quartile respectively. The 
whiskers are defined by that data point that is at most 1.5 times higher than the upper quartile (upper whisker) or 1.5 times lower than the lower quartile 
(lower whisker).
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Extended Data Fig. 5 | Partial least squares regression of various variables of interest against strain engraftment rate. A) Most of the explained variance 
in strain engraftment rate is covered by the first two components. B) The weights of the variables in the first two components.
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Extended Data Fig. 6 | Random forest classifier prediction accuracies of post-FMT species presence/absence (CV).
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Extended Data Fig. 7 | Random forest classifier prediction accuracies of post-FMT species presence/absence (LODO).

NAture MeDICINe | www.nature.com/naturemedicine

http://www.nature.com/naturemedicine


Articles Nature MediciNe

Extended Data Fig. 8 | Boxplots of the difference in AuC upon simulated donor exchange. Mann-Whitney U-test two-tailed p<2e-16 for both infectious 
vs. non-infectious disease and antibiotics vs. no antibiotics comparisons. Box plots are defined as follows: the center line and upper and lower limit of the 
box correspond to the median, upper quartile and lower quartile respectively. The whiskers are defined by that data point that is at most 1.5 times higher 
than the upper quartile (upper whisker) or 1.5 times lower than the lower quartile (lower whisker).
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Extended Data Fig. 9 | Comparisons of the predicted total species richness of bacterial groups in post-FMt samples. Predictions on the y-axis come 
from the RF classifier, predictions on the x-axis correspond to the cumulative richness in donor samples.
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Extended Data Fig. 10 | Comparisons of the predicted cumulative abundance of bacterial groups in post-FMt samples. Predictions on the y-axis come 
from the RF regressor, predictions on the x-axis correspond to the cumulative abundance in donor samples.
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