Supplementary Figure S2. Per-base sequencing-depth profiles
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(b) Pseudione longicauda
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Supplementary Figure S2. Per-base sequencing-depth profiles of the mitochondrial genome assemblies of lone cornuta (a) and Pseudione longicauda (b). All genomic positions were
covered by mapped reads. Mean, minimum, and maximum depths were 382.56x, 2x, and 738x for |. cornuta and 1,224.44x, 6x, and 2,244x for P. longicauda, respectively.



