S. enterica Typhi CT18 with M. loti S. enterica Typhi CT18 with E. coli K12
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Supp Fig. 2. The figures on the left show the distributions of the predicted locations for the start and end
positions of the inserted sequences by the proposed CG-MJSD and MJSD among 10000 replicate
experiments, and the figures on the right show the distribution of the run times of the proposed CG-

MJSD and MJSD among 10000 replicate experiments.



