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Supplementary Information

 [START_REF] Felsenstein | Phylogenies from molecular sequences: inference and reliability[END_REF]). The magnitude tests include (c.)

treeness: the proportion of uncorrected minimum-evolution tree distance attributed to internal (as opposed to external) branches and (d.) relative composition variability (RCV; [START_REF] Phillips | The root of the mammalian tree inferred from whole mitochondrial genomes[END_REF]. The chi-square tests and RCV values were determined with constant sites excluded, as these sites buffer against inferring composition bias among the sites that contribute directly to apparent phylogenetic signal.

16/01/04, page 2 Figure S1. Minimum evolution tree from pairwise AT-GC base-frequency differences.

Following [START_REF] Kuhner | A simulation of phylogeny algorithms under equal and unequal evolutionary rates[END_REF]