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Supplementary Information – Figure 1: Putative secondary structures for the 22 tRNA genes that were annotated from the mitogenome of Mnais costalis.
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Supplementary Information S2:  Number of reads obtained from the Mnais costalis samples after sequencing and quality control.

DNA sequence data were obtained from 2 different pooled samples, as described in the main text.  The raw fastw files were trimmed for the presence of Illumina adapter sequences using Cutadapt v. 1.2.1 (https://code.google.com/p/cutadapt/), and were further trimmed for low quality bases using Sickle v. 1.2 (https://github.com/najoshi/sickle). Reads were initially trimmed if bases at the 3' end match the adapter sequence for 3 bp or more, and then reads were further trimmed with a minimum window quality score of 20. After trimming, only those reads longer than 10 bp were kept. When only one of the reads from a pair passed these filters, it was included as singlet reads (See Table S2).

Table S2: Summary of available sequence data, after adapter and quality trimming.
	Sample Name
	No of reads
	No of read pairs
	No of Singlet reads

	Clear (pool 1, samples 1, 2, 3)
	162,237,110
	80,192,980
	1,181,150

	Orange (pool 2, samples 4,5)
	169,497,368
	83,840,518
	1,816,332


