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Illumina Short Read Assembly and Annotation (Prokaryotic) 

Short read assembly was performed with Unicycler1.  Assembly statistics were recorded with 
QUAST2.  Assembly statistics are now available for all samples in the “Assembly Metrics.tsv” file.    
Samples were annotated with Bakta3.  Assembled and annotated genomes can be found in the 
“SampleName.fasta”, “SampleName.gbk”, and “SampleName.gff” files, respectively. 
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Tool Version Parameters 

unicycler 0.5.0 default parameters 

quast 5.2.0 default parameters 

bakta 1.8.1 default parameters; db version 5.0 
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