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Additional file 10: Comparison of 12 sets of Illumina MiSeq data of varying
qualities. We sequenced Listeria monocytogenes strain 08-5578 genomic DNA 12 times.
All reads passing the chastity filter implemented by the Illumina MiSeq reporter software
were assembled using SPAdes v3.0.0 and the BayesHammer correction tool. We then
annotated the assemblies with Prokka v1.10 and searched for the 1013 open-reading
frames (ORFs) that compose the high-confidence core. For each set, we noted the
numbers of false single-nucleotide polymorphisms (SNPs) observed (a), the numbers of
missing ORFs (b), and the numbers of partial ORFs (c).
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