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Figure S1. Design of the interval analysis used in this study to enable direct comparisons of
base-substitution mutation (bpsm) rates of concurrently replicated regions on chromosome
1 (chr1) and chromosome 2 (chr2). A) For all multi-chromosome species analyzed in this
study, secondary chromosomes are split at their origin of replication (oriCll), and mapped
directly to concurrently replicated intervals in late replicating regions of chr1. All intervals on
both chromosomes are thus relative to the initiation of replication of oriCl, and the
boundaries of the intervals are consistent with their replication timing. B) Patterns of bpsm
rates on the single chromosome of Escherichia coli MG1655 rph+ AmutL, derived from (19),
show a wave-like mirrored pattern of bpsm rates on the two opposing replichores. If
replication timing governs this pattern, a hypothetical secondary chromosome would be
expected to mirror patterns of bpsm rates of late replicated regions on the primary
chromosome.



