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	Nucleotide sequence alignment

	Subset
	Partition name
	Best model

	Partition 1
	COIII, CYTB, ATP6
	MTMAM+I+G

	Partition 2
	ATP8, ND3, ND2
	MTMAM+I+G

	Partition 3
	COI
	MTMAM+I

	Partition 4
	COII
	MTREV+G

	Partition 5
	ND4L, ND5, ND4, ND1
	MTREV+I+G

	Partition 6
	ND6
	MTMAM+I+G



