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We developed a custom bioinformatic pipeline that leverages extensive DNA sequencing data extracted from the NCBI database
(https://www.ncbi.nlm.nih.gov/) to calculate the plasmid copy number for 6,327 phylogenetically diverse plasmids.

In this study, we focused on genome assemblies and their associated plasmids from nine different bacterial genera from the phyla
Pseudomonadota and Bacillota (i.e., Gram-negative and -positive bacteria). Specifically, we analyzed assemblies from the following
genera: Acinetobacter, Bacillus, Enterobacter, Enterococcus, Escherichia, Klebsiella, Pseudomonas, Salmonella and Staphylococcus.

We selected complete and high-quality genome assemblies from publicly available databases, focusing on bacterial genera with
clinical relevance. Our selection criteria included genome completeness, assembly quality, and the presence of plasmid sequences,
ensuring a representative dataset for the studied taxa.

Genomic data were retrieved from publicly available repositories, such as NCBI RefSeq and GenBank. Metadata associated with each
assembly, including taxonomic classification and sequencing quality metrics, were used to ensure consistency and accuracy in data
selection.

All data used in this study were obtained from publicly available genomic databases. Therefore, the timing and spatial scale of data
collection are determined by the original sources from which the assemblies were retrieved.

Assemblies that did not meet the criteria of completeness and high-quality or lacked associated plasmid data were excluded from the
analysis.

All analyses were conducted using publicly available genomic data and standardized bioinformatic pipelines, ensuring full
reproducibility. The datasets and scripts used in this study are available to facilitate replication of our results.

Since this study is based on publicly available genomic data, no experimental groups were assigned, and randomization was not
applicable.




