Additional file 3
Haplogroup coalescence time estimates based on the computation of the averaged distance of the haplotypes of a given clade to the respective root haplotype. Estimates were obtained for the complete genomes and considering only the synonymous variants. Estimate of the time (in kya) to the most recent common ancestor of each cluster, using evolutionary rate estimates in Soares et al. 1[]
. First summand (N) refers to the complete mtDNA sequences displayed in Figures 4 and 5 (see main text). 

	
	Entire genome
	Synonymous mutations

	HG
	N
	Mean
	95%CI
	ρ
	σ
	ρ/(n×σ2)
	N
	Mean
	95%CI
	ρ
	σ
	ρ/(n×σ2)

	A2ar
	3
	12.45
	5.81-19.33
	4.67
	1.25
	1.0
	3
	15.77
	9.33-22.21
	2
	0.82
	1.0

	A2p
	13
	8.72
	3.97-13.61
	3.31
	0.91
	0.3
	14
	6.19
	3.27-9.12
	0.79
	0.37
	0.4

	A2p3
	6
	3.9
	0-9.06
	1.5
	0.99
	0.3
	6
	1.31
	0-2.63
	0.17
	0.17
	1.0

	A2p3a
	5
	2.06
	0-5.32
	0.8
	0.63
	0.4
	5
	1.58
	0-3.15
	0.2
	0.2
	1.0

	A2p1
	4
	4.55
	0.32-8.91
	1.75
	0.83
	0.6
	4
	3.94
	1.15-6.73
	0.5
	0.35
	1.0

	A2p1b
	2
	2.59
	0-6.24
	1
	0.71
	1.0
	2
	7.88
	2.31-13.46
	1
	0.71
	1.0

	A2p1a
	2
	1.29
	0-3.84
	0.5
	0.5
	1.0
	2
	−
	−
	−
	−
	−

	A2w
	33
	12.95
	9.72-16.24
	4.85
	0.6
	0.4
	33
	10.51
	8.12-12.9
	1.33
	0.3
	0.4

	A2w1
	8
	22.25
	12.84-32.07
	8.12
	1.69
	0.4
	8
	21.68
	13.55-29.81
	2.75
	1.03
	0.3

	A2w1a
	6
	19.49
	9.61-29.85
	7.17
	1.8
	0.4
	6
	21.02
	11.19-30.86
	2.67
	1.25
	0.3

	A2w1a1
	5
	19.59
	9.19-30.51
	7.2
	1.9
	0.4
	5
	17.34
	8.57-26.12
	2.2
	1.11
	0.4

	A2w1b
	2
	2.59
	0-6.24
	1
	0.71
	1.0
	2
	−
	−
	−
	−
	−

	A2w1a1a
	3
	2.59
	0-5.57
	1
	0.58
	1.0
	3
	−
	−
	−
	−
	−

	A2w3
	2
	6.55
	0.79-12.51
	2.5
	1.12
	1.0
	2
	11.83
	5-18.65
	1.5
	0.87
	1.0

	A2w2
	4
	7.89
	3.38-12.53
	3
	0.87
	1.0
	4
	1.97
	0-3.94
	0.25
	0.25
	1.0

	A2w4
	2
	10.61
	3.18-18.36
	4
	1.41
	1.0
	2
	3.94
	0-7.88
	0.5
	0.5
	1.0

	B2t
	4
	4.55
	0.32-8.91
	1.75
	0.83
	0.6
	5
	4.73
	1.2-8.26
	0.6
	0.45
	0.6

	B2t1
	2
	3.9
	0-8.42
	1.5
	0.87
	1.0
	3
	7.88
	2.01-13.76
	1
	0.75
	0.6
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