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Supplemental Fig S7 A workflow for reducing the impact of contamination from foreign DNA. 
Short read data (A) is mapped to the reference operon/genome of interest (B). Kraken analysis 
(C) reveals that a high proportion of the mapped reads are not from the species of interest. 
When the reads are differentially mapped to the operon from both species (D) the mapping 
quality is markedly improved, as evident from the reduction in polymorphisms and the more 
even coverage. 


