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Comparison of molecular evolutionary properties between mitochondrial and
nuclear genes in turtles
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In the present study, we determined complete mitochondrial DNA sequences and
obtained datasets of orthologous cDNA sequences from representative turtle species. We found some
new translational frameshifts in the turtle mitochondrial protein-coding genes and showed mRNA
structural features at and around the frameshift site. We showed that molecular evolutionary rates
are not homogeneous among turtle lineages. Most nuclear genes had much older optima in the
phylogenetic informativeness profile than mitochondrial genes. We proposed more than 50 candidate
single-copy nuclear genes that may be suitable for deep-branch phylogenetic analyses in turtles.
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