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Quality control and adapter trimming was performed with bcl-convert [1] and porechop [2] for Illumina and ONT sequencing respectively.  Read count statistics are available in ‘Read Counts.tsv’.  Hybrid assembly with Illumina and ONT reads was performed with Unicycler [3].  Assembly statistics were recorded with QUAST [4].  Assembly statistics are now available for all samples in the “Assembly Metrics.tsv” file.  Assembly annotation was performed with Prokka [5].  The assembly and annotation files are “assembly.fasta”, “SampleName.gff”, and “SampleName.gbk” respectively.  A summary of the assembled contigs can be found in each sample’s respective ‘Contig Summary.tsv’ file.  
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	Tool
	Version
	Parameters

	bcl-convert
	3.9.3
	Default Parameters

	porechop
	0.2.3_seqan2.1.1
	Default Parameters

	unicycler
	0.4.8
	Default Parameters

	quast
	5.0.2
	Default Parameters

	prokka
	1.14.5
	Default Parameters + '--rfam'

	guppy
	5.0.16
	Default Parameters  +effbaf8
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