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Figure S1. SQO01 (C. siamense s.l.) mitogenome gene features and its sequence comparison with that of YT02 (C.
siamense s.1.). a. Schematic representation of the SQ01 mitogenome features. b. Positions of the eight InDel variable

sites within SQO01 and YT02 mitogenomes. ¢. Local DNA sequence alignments at the InDel sites.



