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(b)

S10 Fig: No relationship between genome-wide recombination frequency and (a)
Ku incidence or (b) GC content in the ATGC database. We used the PHI statis-
tic (see methods) to determine if genes within each ATGC cluster of genomes
had evidence for recombination. The percent of genes with evidence for recom-
bination (out of all genes with sufficient data to test) showed no relationship
to either Ku or GC content (averaged across genomes in a particular ATGC
cluster).


