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    Abstract
Antimicrobial resistance genes can be carried on plasmids or on mobile elements integrated into the chromosome. We sequenced a multidrug resistant Enterobacter kobei genome isolated from wastewater in the United Kingdom, but were unable to conclusively identify plasmids from the short read assembly. Our aim was to compare and contrast the accuracy and characteristics of open source software (PBcR, Canu, miniasm and SPAdes) for the assembly of bacterial genomes (including plasmids) generated by the MinION instrument. Miniasm produced an assembly in the shortest time, but Canu produced the most accurate assembly overall.  We found that MinION data alone was able to generate a contiguous and accurate assembly of an isolate with multiple plasmids.
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