Table S1. Description and references for hg C1 HVR-I sequences found in modern-day populations of

Eurasia.
C1 HVR-I sequence (np 16056-16409),
clade | Geographic /Ethnic origin | Minus np 16000 Reference
C1? | Lebanese 223T-266T-298C-325C-327T [1]
C1? | Lebanese 223T-266T-298C-325C-327T [1]
C1? | Bashkir 223T-298C-325C-327T-362C [2]
C1? | Bashkir 223T-298C-325C-327T-362C [2]
C1? | Bashkir 223T-298C-325C-327T-362C [2]
C1? | Icelander 223T-298C-311C-325C-327T [3]
C1? | Icelander 223T-298C-311C-325C-327T [3]
C1? | Icelander 223T-298C-311C-325C-327T [4]
C1? | Thai 223T-298C-311C-325C-327T-357C [1]
C1? | Indian 093C-223T-298C-325C-327T-362C [5]
C1? | Indian 093C-223T-298C-325C-327T-362C [5]
C1? | Indian 093C-223T-298C-325C-327T-362C [5]
C1? | Indian 093C-223T-298C-325C-327T-362C [5]
C1? | Indian 093C-223T-298C-325C-327T-362C [5]
C1? | Indian 093C-223T-298C-325C-327T-362C [5]
C1? | German 223T-298C-311C-325C-327T [6]
C1? | Canary Islander 223T-298C-325C-327T [7]
Cla | Altaian 223T-298C-325C-327T-356C [1]
Cla | Altaian 223T-298C-325C-327T-356C [1]
Cla | Orok 223T-298C-325C-327T-356C [8]
Cla | Orok 223T-298C-325C-327T-356C [8]
Cla | Orok 223T-298C-325C-327T-356C [8]
Cla | Orok 223T-298C-325C-327T-356C [8]
Cla | Orok 223T-298C-325C-327T-356C [8]
Cla | Orok 223T-298C-325C-327T-356C [8]
Cla | Orok 223T-298C-325C-327T-356C [8]
Cla | Highland Kirghiz 223T-298C-311C-325C-327T-356C [9]
Cla | Japanese 223T-298C-325C-327T-356C [10]
Cla | Japanese 223T-298C-325C-327T-356C [11]
Cla | Japanese 093C-223T-298C-325C-327T-356C [11]
Cla | Mongolian 093C-223T-298C-325C-327T-356C [12]
Cla | Mongolian 093C-223T-298C-325C-327T-356C [12]
Cla | Daur 093C-223T-298C-325C-327T-356C [13]
Cla | Korean 093C-223T-298C-325C-327T-356C [14]
Cla | Kalmyk 223T-298C-325C-327T-356C [15]
Cla | Kalmyk 223T-298C-325C-327T-356C [15]
Cla | Buryat 223T-298C-325C-327T-356C [1]
Cla | Buryat 223T-298C-325C-327T-356C [1]
Cla | Buryat 223T-298C-325C-327T-356C [1]
Cla | Buryat 223T-298C-325C-327T-356C [1]
Cla | Buryat 223T-298C-325C-327T-356C [1]
Cla | Buryat 223T-298C-325C-327T-356C [1]
Cla | Ulchi 223T-298C-325C-327T-356C [16]
Cla | Ulchi 223T-298C-325C-327T-356C [16]
Cla | Japanese 093C-223T-298C-325C-327T-356C [17]
Cla | Buryat 223T-298C-325C-327T-356C [17]
Cla | Japanese 093C-192T-223T-298C-325C-327T-356C | [18]
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