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Additional File.7. Reference-based assessment ofthe accuracy of different
assemblies. The accuracy of individual assemblies of each isolate were assessed by
performing whole genome alignment between the barcoded hybrid assembly of each
isolate as the reference genome and all other assemblies of that isolate usingnucmer.
The top panel shows the frequency of single base substitutions, the middle panel
shows the frequency of single nucleotide deletions and the bottom panel shows the
frequency of single nucleotide insertions in various assemblies of eachisolate in
relation to its barcoded hybrid assembly.



