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Figure S1. Ultrametric BEAST Tree. Original (uncollapsed) Bayesian tree topology is shown
with posterior probabilities at each node. Samples are described in Tables S2 (L5'7) and S1 (all
other haplogroups).
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Figure S2. RAXML Tree. Original (uncollapsed) maximum likelihood tree topology is shown
with frequencies from 103 rapid bootstrap replicates. Samples are described in Tables S2 (L5'7)
and S1 (all other haplogroups).
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Figure S3. Archaic Human Outgroup Analysis. Ultrametric BEAST tree including two pairs
of samples for each of the eight L haplogroups, and 28 archaic (Neanderthal and Denisovan)
samples from NCBI GenBank. Tip dates are derived from calibrated C'* dates. Ancient sample
accessions and tip dates are listed in Table S6. Modern sample accessions for L5'7 and other
haplogroups are listed in Tables S2 and S1, respectively (noted as: “Used for archaic tree”).
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Figure S4. Full Mutational Map of L5'7 Phylogeny. Mutations for all subclades described in Table S4 are shown, except for
branches denoted with dotted lines. L0'1'2'3'4'5'6'7 is synonymous with “Mitochondrial Eve.” Samples listed in Table S2.
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Figure S5. Distribution of Haplotypes by Population. Heatmap of haplogroup frequency by
country normalized to maximum. Only haplogroups with sample sizes greater than 20 were
included. From left to right, top to bottom: LOa, LOd, LOf, LOk, L1b, L1c, L2a, L2b, L2¢, L2d,

L2e, L3a.



L3b: L3d: L3e:
Max Max Max
20 1 17.79% 20 1 26.29% 20 5 48%
(0] () ()
] 15 B 3 40
£ o0 £ o0 £ o
[ [ [
- - -
-20- -20 =20
20 0 40 20 0 40 _50 0 20 40
Longitude Longitude Longitude
L3i:
Max
20-, 20-, 20-, 4.81%
(0] (0] (0]
kel kel kel
=] =] =]
£ o0 £ o0 £ o0
© © ©
- - -
-20- -20 _o0
2 0 20 40 ’ 2 0 20 40 _50 0 20 40
Longitude Longitude Longitude
L4: L6:
Max Max
20- 20- 35.27% 20- 2.93%
? ?
(0] (0] i (0]
s s E
£ o0 £ o0 £ o
[ [ [
- - -
—20- -20 -20
20 0 20 40 20 0 2 40 20 0 20 40
Longitude Longitude Longitude

Figure S6. Distribution of Haplotypes by Population. Heatmap of haplogroup frequency by
country normalized to maximum. Only haplogroups with sample sizes greater than 20 were
included. From left to right, top to bottom: L.3b, L3d, L3e, L3f, L3h, L3i, L3x, L4, Lé6.



