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Additional file 17: Distance analysis of de-novo assemblies calculated from short-
read sequence data obtained from four sequencing runs of a single Listeria 
monocytogenes strain 08-5578 DNA extraction.  

 08-5578 
(66.17) 

08-5578 
(80.75) 

08-5578 
(107.08) 

08-5578 
(80.75) 0.000020/62.76   

08-5578 
(107.08) 0.000009/28.24 0.000030/94.14  

08-5578 
(155.48) 0.000006/18.83 0.000014/43.93 0.000013/40.80 

Note: DNA was isolated and divided into four subsamples. The subsamples were 
analyzed on an Illumina MiSeq benchtop sequencer. Reads were assembled de-novo with 
SPAdes v3.0.0, aligned with Mauve v2.3.1, and distance were calculated from 3,138,152 
nucleotide positions with PHYLIP. The estimated sequence coverage for each assembly 
are indicated in parenthesis. Distances are shown with the estimated numbers of 
differences between chromosome sequences separated by a forward slash.	
  


