Supporting text 1:
The location of IS10
The copy number and location of IS10 in CF7968, the parental strain for all of the
experiments in this paper, was unknown. To determine the number and location of
these elements in the genome of our strain, we employed vectorette PCR, which has
previously been demonstrated to be a reliable technique for mapping IS elements in the
genome of E. coli [1]. Using the modified primers of [2], IS10 was discovered in two
locations of the genome of DMS1688, and confirmed by amplification and sequencing
with flanking primers. The two locations are:
1) Upstream of hlyE. IS10 is inserted 144bp upstream of the start codon of hlyE,
with POUT oriented away from hlyE.
2) At the very end of ydiM. IS10 is inserted 7bp from the end of ydiM, resulting in
the stop codon occurring one amino acid earlier than wild-type. POUT is oriented
towards the downstream gene, ydiN.
We used QPCR to measure the number of copies of IS10 in the genome of DMS1688,
using rho as a control gene. Primers IS10_QPCR2+ and IS10_QPCR2- were used to
measure IS10 copy number, and primers rho_QPCR+ and rho_QPCR- were used for rho
(Table S5). The control strain, DMS2239, was a MG1655 derivative into which
mutS215::Tn10 had been introduced by P1 transduction.
Using the method of Pfaffl [3], the estimated number of copies of IS10 in DMS1688 was
1.75. With a 95% confidence interval of 1.22 to 2.27 copies, these results are consistent
with our strain containing only two copies of IS10.
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