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Supplementary Data 2 lists accession numbers for each genome analyzed in this study, alongside the isolate collection metadata where available and Kleborate-
generated output. An interactive phylogeny of all public Klebsiella genomes alongside (i) the corresponding Kleborate data or (ii) information relating to
convergence events can be accessed at (i) http://microreact.org/project/bQmTJfQmiCpFBjhoacaL8u and (ii) https://microreact.org/project/
JDyan46yctyDh6weEUjWN respectively. Supplementary Data 8 lists accession numbers for metagenome reads, matched isolate whole genome assemblies and the
Kleborate-generated output.

Application of the genotyping tool Kleborate on 13,156 publicly available Klebsiella genomes, and metagenome-assembled
assemblies and matched isolate whole genome sequences from 40 gut metagenome samples from the Baby Biome Study (Shao et al.
2019)

(1) 13,156 publicly available Klebsiella genomes collected from 99 countries and between 1920-2020 based on available metadata.
(2) n=47 metagenome samples reporting KpSC detection from the Baby Biome Study with matched isolate whole genome sequencing
(Shao et al. 2019)

All publicly available Klebsiella whole genome sequences available at the time of the study were included.

A summary of the sources from which the 13,156 Klebsiella genomes were collected is provided in Supplementary Data 13, and
includes published studies from which reads were downloaded and then assembled, and all Klebsiella assemblies deposited in RefSeq
as of July 17 2020. The genomes from published studies have been downloaded and curated (i.e. subjected to read/assembly QC) by
Lam M.M.C and Wyres K.L. Reads and isolate whole genome sequences from the Baby Biome Study were downloaded using the
accession numbers provided in Shao et al's study, and also listed in Supplementary Data 8.

Based on samples with metadata provided (i.e. excluding samples with unknown collection dates, country of isolation etc), the
genomes are derived from isolates collected in 99 countries across Oceania, Asia, Europe, Americas, and Africa, and between
1920-2020. The Baby Biome Study included gut metagenome samples collected from mothers or infants in the UK between May
2014 and December 2017 (Shao et al. 2019)

An additional 499 genomes were excluded due to data redundancy (i.e. only a single genome corresponding to each unique
biosample identifier was included for analysis) or failing to meet assembly QC metrics (as detailed in Methods). These genomes are
listed in the 'Excluded genomes' table of Supplementary Data 2.

Of the 47 metagenome samples (Shao et al. 2019), 7 did not assemble due to memory and compute walltime constraints, and were
therefore excluded.

To ensure reproducibility, the Kleborate tool has been tested by multiple users. Genotyping results generated from Kleborate for a
test set were also independently verified using BLAST, which yielded concordant results.

Randomization was not applicable to this study as the research sample encompassed all publicly available whole genome data at the
time of the study.

As the research sample encompassed all publicly available whole genome data, any potential sources of bias that could be accounted
for by blinding was irrelevant.




