Supplemental Table S2:
[bookmark: _GoBack]The best-fit models estimated from each of the 12 PCGs of 102 nematodes and two arthropods
	gene
	MrModeltest for nucleotide
	MrModeltest for nucleotide without thrid codon position
	ProtTest for amino acid

	atp6
	GTR+I+G
	GTR+I+G
	JTT+G+F

	cob
	GTR+I+G
	GTR+I+G
	MtArt+I+G+F

	cox1
	GTR+I+G
	GTR+I+G
	MtArt+I+G+F

	cox2
	GTR+I+G
	GTR+I+ G
	LG+G+F

	cox3
	GTR+I+G
	GTR+ G
	MtArt+I+G+F

	nad1
	GTR+I+G
	GTR+I+G
	MtArt+I+G+F

	nad2
	GTR+I+G
	GTR+I+G
	MtArt+I+G+F

	nad3
	GTR+I+G
	GTR+G
	JTT+G+F

	nad4
	GTR+G
	GTR+I+G
	MtArt+I+G+F

	nad4l
	GTR+G
	GTR+G
	JTT+G+F

	nad5
	GTR+G
	GTR+G
	MtArt+I+G+F

	nad6
	GTR+I+G
	GTR+G
	Vt+I+G+F



