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- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Randomization
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Sequencing data for the "Oxfordshire dataset" has been deposited under NCBI project accession PRJNA604975 (https://www.ncbi.nlm.nih.gov/bioproject/
PRJNA604975) and at https://doi.org/10.25452/figshare.plus.24573268. Sequencing data for the global dataset (https://doi.org/10.1038/s41467-020-16282-w) is
available from the NCBI RefSeq repository ftp://ftp.ncbi.nlm.gov/refseq/release/plasmid. Source data are provided with this paper.
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We included all E. coli and Klebsiella spp. BSI isolates in 2009 and 2018 from Oxfordshire UK. A stratified selection of isolates from intervening
years were included as described in the manuscript. No formal sample size calculation was performed since the primary intention was to
perform a descriptive analysis of isolates consecutively collected at the extremes of time periods for which we were collecting isolates. Whilst
the number of isolates included was ultimately constrained by cost and time considerations, we demonstrate in the analysis that the sample
encompasses all of the expected diversity of sequence types for E. coli/K pneumoniae that cause invasive human infection.

Isolates were excluded if the failed to sequence or the assembly was incomplete -see figure S1

Replication is not applicable since hybrid sequencing produces reference grade assemblies (e.g. see 10.1099/mgen.0.000294 and 10.1099/
mgen.0.000132). The very small numbers of SNPs produced on repeated sequencing do not represent real biological signal and would not
affect the interpretation of this study.

Randomization is not relevant to this study as it is retrospective and observational, there is no intervention.

Blinding is not relevant to this study as it is retrospective and observational, there is no intervention.




