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S4 Fig: While there is a positive GC content versus genome length trend,
genomes with Ku have elevated GC independent of this relationship. (a) Re-
gression and contour lines were created using default ggplot settings (b) The
positive GC versus Ku relationship hold across taxa, independently of any re-
lationship with genome length. Regressions of GC versus log genome length for
Ku and non-Ku genomes shown.


