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Supplementary Figure S4. The number of (A) exon DNA and (B) amino acid alignments supporting
each topology inferred using exon data. The best-fit tree topology for each DNA and protein exon
alignment was determined using IQTREE2. The total number of alignments supporting each
topology is displayed. Only alignments supporting one clear topology over the other were
considered (9,105 and 6,040 DNA and amino acid alignments, respectively).





