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Supplementary Figure S1: Per base coverage depths (x) of sequenced pCYS (A), pCYS_i (B) and pCYS_m (C) 

extracted from evolved populations (60 cell divisions) of E. coli W3110. Sequencing was conducted with Illumina 

Novaseq paired end 2x150bp. 

 

 

 



 

 

Supplementary Figure S2: Mapping of sequenced reads against insertion sequence (IS) families [1].: Table 

showing the percentages of reads that did not map to the plasmid sequences as well as the percentages of those 

unmapped reads mapped to IS. Plasmids pCYS, pCYS_i and pCYS_m extracted from evolved populations (60 cell 

divisions) of W3110 got deep sequenced (Methods).  
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