Table S5 - Partitioning schemes and molecular evolution model used in mitochondrial gene tree estimations (data set 1)
	Subset
	Partitions
	Best Model

	1
	12S
	TrN+G

	2
	CYT B_1st
	SYM+G

	3
	CYT B_2nd
	HKY+G

	4
	CYT B_3
	TrN+G


Table S6 - Partitioning schemes and molecular evolution model used in concatenated nuclear gene tree estimations (data set 2)

	Subset
	Partitions
	Best Model

	1
	ATP7A_1st, BDNF_1st, BDNF_2nd, RAG1_1st, RAG2_1st
	HKY+G

	2
	ADORA3_2nd, BMI1, RAG1_2nd, RAG2_2nd
	HKY

	3
	ADORA3_3rd, BDNF_3rd, RAG1_3rd
	HKY+G

	4
	ATP7A_3rd, RAG2_3rd
	HKY

	5
	ADORA3_1st, AT_2nd, CREM, PLCB4
	TrN+G


Table S7 - Partitioning schemes and molecular evolution model used in mitochondrial-nuclear concatenated gene tree estimations (data sets 3 and 4)
	Subset
	Partitions
	Best Model

	1
	ATP7A_3rd, 12S, PLCB4
	HKY+G

	2
	CYT B_1st
	TrNef+G

	3
	CYT B_2nd, RAG1_2nd, RAG2_2nd, RAG2_3rd, ADORA3_1st,
ADORA3_2nd, ATP7A_2nd, BDNF_2nd, CREM, PLCB4
	TrN+G

	4
	CYT B_3rd
	HKY+G

	5
	RAG1_1st, RAG2_1st, ATP7A_1st, BDNF_1st
	HKY+G

	6
	RAG1_3rd, ADORA3_3rd, BDNF_3rd
	HKY+G


Table S8 - Best substitution models used in species tree reconstructions
	Partitions
	Best Model

	12S
	GTR+G

	CYT B_1st
	SYM+G

	CYT B_2nd
	HKY

	CYT B_3rd
	HKY+G 

	RAG1
	K80+G

	RAG2
	HKY

	ADORA3
	K80

	ATP7A
	HKY

	BDNF
	HKY+G

	CREM
	HKY

	PLCB4
	HKY+G


