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Extracted plasmid and total genomic DNA were quantified using the Qubit™ dsDNA HS Assay kit, and sequencing libraries were prepared from 400 ng of genetic material using the Oxford Nanopore Technologies Rapid Barcoding Kit (SQK-RBK004). Barcodes RB01-RB03 were used for biological samples, barcode RB04 was used with a water control. Sequencing was performed on the MinION using an R9 (FLO-MIN106) flowcell, overnight for a total of 10 hours. Raw data were basecalled using the guppy basecaller (version 4.0.11) with quality filtering in high accuracy mode and then demultiplexed and barcodes trimmed using the guppy barcoder (version 4.0.11). Insignificant numbers of reads were obtained from the negative control. Sequence data were assembled using the CANU de novo assembler (version 1.9) [1], which also predicted likely circularity of assembled contigs. Circular construct breakpoints were determined by self-mapping using NUCleotide MUMmer (version 3.1) [2]. Antibiotic resistance genes were detected by querying the ResFinder database [3]. Contigs were annotated using a combination of pairwise comparison to previously annotated NDM-containing plasmids in the NCBI database using Geneious (version 9.1.8) and prokka (version 1.14.6) [4] followed by annotation verification against the eggnog-mapper database [5]. Transposon insertion sites were predicted using the ISEScan algorithm [6], and GC ratios were examined in Geneious (version 9.1.8).
The plasmid sequence generated as part of this study is available on the Genbank database under the accession number MW464182.
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