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Fig. S1. Classification tree of the identified mtDNA lineages in our Tibetan samples. This tree was constructed based on published phylogenetic trees (2–6),
as summarized in Table S3. The lineages found in Tibetans were classified tentatively into 3 groups: Tibetan-specific, Northern (i.e., northern Altaic populations,
Tibeto-Burman populations, and Hans), and Common (based on population data listed in Table S2). The characteristic mutations [recorded according to the
revised Cambridge reference sequence (1)] considered and typed in the present study are indicated on the branches with an arbitrary order. The A/C length
polymorphism in regions 303–315 and 16182–16188 was disregarded for tree reconstruction. Suffixes ‘‘A,’’ ‘‘C,’’ and ‘‘T’’ refer to transversions; ‘‘d‘‘ denotes
deletion; and recurrent mutations are underlined. The restriction enzymes are designated by the following codes: a, AluI; e, HaeIII; f, HhaI; g, HinfI; k, RsaI; l, TaqI;
o, HincII; and s, AccI. ’’�‘‘ and ’’�‘‘ denote the absence and presence of the restriction site, respectively.
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Fig. S2. Median network of haplogroup M9a. This network was constructed manually according to Bandelt et al. (7). The data used here were collected from
the literature (Table S2) and the present study (Tables S3 and S5). The sequence information used for network construction was confined to segment
16047–16497. Suffixes ‘‘A,’’ ‘‘C,’’ ‘‘G,’’ and ‘‘T’’ refer to transversions; ‘‘Y’’ specifies heteroplasmic status C/T at the site; recurrent mutations are underlined; and
‘‘@’’ denotes a reverse mutation. Time estimation was carried out based on segment 16051–16400 as described previously (8). Codes ‘‘N,’’ ‘‘R,’’ ‘‘Q,’’ ‘‘Y,’’ ‘‘S,’’
and ‘‘G’’ refer to sampling locations (Nakchu, Shigatse, Qinghai, Yunnan, Sichuan, and Gansu, respectively) of different regional Tibetan populations. The asterisk
denotes the ancestral node of the haplogroup defined by motif 16223-16234-16316-16362-73-153-263.
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Fig. S3. Median network of haplogroup M9c. The asterisk denotes the ancestral node of the haplogroup defined by motif 16158-16223-16234-16362-73-
150-152-153-263. For more information, see Fig. S2.
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Fig. S4. Median network of haplogroup M13. The asterisk denotes the ancestral node of the haplogroup defined by motif 16145-16188-16223-73-152-263.
For more information, see Fig. S2.
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Fig. S5. Median network of haplogroup G3a1. The asterisk denotes the ancestral node of the haplogroup defined by motif 16215-16223-16274-16T-73-143-
150-263. For more information, see Fig. S2.
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Fig. S6. Median network of haplogroup A10. The asterisk denotes the ancestral node of the haplogroup defined by motif 16223-16290-16293C-16319-73-
152-235-263. For more information, see Fig. S2.
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