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Figure S1. The maps of seven newly sequenced mitogenomes. Mitochondrial genes located in the
outer circle are encoded by the J-strand, and located in the inter circle are encoded by N-strand. The

different kinds of tRNA are represented by amino acid abbreviations. GC content and GC skew are
plotted as the deviation from the average value of the entire sequence.
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Figure S2. Nine histograms of the relative synonymous codon usage (RSCU) in newly sequenced

mitogenomes. The X-axis shows synonymous codons, and the Y-axis shows RSCU values.



Figure S3. The secondary structure of tRNAs in nine newly sequenced mitogenomes.



