	[bookmark: _GoBack]Table S1. ProtTest Results. Amino acid substitution model assigned to each dataset.  S, syndermate only alignment; SP, syndermate + platyhelminthes alignment; SC, syndermate + chaetognath alignment. +I, proportion of invariant sites +G, gamma-distribution; +F, amino acid frequencies from data

	Data
	Atp6
	Cox1
	Cox2
	Cox3
	Cytb
	Nd1
	Nd2
	Nd3
	Nd4
	Nd4l
	Nd5
	Nd6

	S
	JTT+G+F
	MtArt+G+F
	MtArt+G+F
	MtREV+G+F
	JTT+G+F
	MtMam+G+F
	JTT+I+G+F
	MtRev+G+F
	JTT+G+F
	JTT+G+F
	JTT+I+G+F
	MtREV+G+F

	SP
	JTT+G+F
	MtArt+G+F
	JTT+I+G+F
	MtArt+G+F
	JTT+G+F
	MtArt+G+F
	JTT+G+F
	LG+G+F
	JTT+G+F
	JTT+G+F
	JTT+G+F
	MtREV+G+F

	SC
	JTT+G+F
	JTT+I+G+F
	MtArt+G+F
	JTT+G+F
	JTT+G+F
	MtArt+G+F
	JTT+I+G+F
	MtRev+G+F
	JTT+I+G+F
	JTT+G+F
	JTT+I+G+F
	MtREV+I+G+F



