Supplementary Table S8. Characteristics of analyzed mtDNA and nuDNA sequences. 
Total length (in b.p.), number of conservative (Cons.), variable (Var.) and parsimony-informative (Pars.-Inf.) sites are given (data presented only for the ingroup).
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	Cons.
	Var.
	Pars.-Inf.
	Total

	1
	BDNF alignment
	618.0
	96.0
	67.0
	717.0

	2
	mtDNA alignment
	1204.0
	1248.0
	1077.0
	2478.0



