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Supplementary Figure S1. Maximum-parsimony phylogenetic tree of 884 modern (511 previously published) and 105 ancient mitogenomes from North and sub-Saharan Africa. All the samples are coloured according to their geographic origin as shown in the legend, while the grey lettering indicates ancient subjects. Sub-haplogroups defined for the first time in this study are circled in red. Mutations are shown on the branches (relative to rCRS); they are transitions unless the base change is explicitly indicated. The suffix @ indicates the reversion of a mutation occurring earlier in the phylogeny. Heteroplasmies are indicated with the prefix “het”. Recurrent mutations in the tree are underlined. Newly described haplogroups are indicated with red circles. ID numbers of mitogenomes correspond to those in Supplementary Tables S1 and S2.
Supplementary Figure S2. Maximum-parsimony phylogenetic tree of 29 modern mitogenomes belonging to haplogroup L1b1a6. All the samples are coloured according to their geographic origin as shown in the legend. Mutations are shown on the branches (relative to rCRS); they are transitions unless the base change is explicitly indicated. The suffix @ indicates the reversion of a mutation occurring earlier in the phylogeny. Heteroplasmies are indicated with the prefix “het”. Recurrent mutations in the tree are underlined. Newly described haplogroups are indicated with red circles. ID numbers of mitogenomes correspond to those in Supplementary Tables S7.
Supplementary Figure S3. Bayesian skyline plot showing the effective population size trends (Ne) of haplogroups found in the dataset of 733 modern and 43 ancient mitogenomes from North Africa. The BSP was performed as in Figure 5, but employing the mutation rate proposed by Posth et al.95. Solid lines are the median estimates, while the shadings show the highest posterior density limits.
Supplementary Table S1. Origin and sub-haplogroup affiliation of the 884 modern mitogenomes (373 newly sequenced) from North and sub-Saharan Africa analysed in this study.
Supplementary Table S2. Origin and sub-haplogroup affiliation of the 105 ancient mitogenomes from North Africa analysed in this study.
Supplementary Table S3. Frequency (in %) of haplogroups observed in modern mitogenomes from North (N=749) and sub-Saharan Africa (N=135) analysed in this study. Colours in the first column indicate the haplogroups’ origin.
Supplementary Table S4. Frequency (in %) of haplogroups observed in ancient mitogenomes from North Africa (N=105) analysed in this study. Colours in the first column indicate the haplogroups’ origin.
Supplementary Table S5. Origin and sub-haplogroup affiliation of 40 modern mitogenomes belonging to North African specific haplogroups.
Supplementary Table S6. Haplogroups' frequencies of modern mitogenomes from Europe, Middle East, North and sub-Saharan Africa, used to construct a PCA plot (Figure 4).
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