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B This study - not fitted model
Onge-related mixture in Amazonia

A Skoglund - fitted model
Onge-related mixture in the
Amazon groups

A

Gur> Caritian

MA1 Han Mix Cos -0.00000 -0.000847 -0.000554 -1.529

ONG Han Mix Cos 0.000000 -0.000877 -0.000877 0.000221 -3.978

This study - fitted model
Onge-related mixture in Amazonia,
Xavante and Pacific Coast

C This study - fitted model
Onge-related mixture in Amazonia
and Pacific Coast

Gavente> Csurud

MA1 Han Mix Cos 0.000090 -0.000721 -0.000811 0.000398 -2.039

ONG Han Mix Kar -0.000567 -0.001135 -0.000569 0.000293 -1.939

Fig. 3. Admixture graph modeling of the Y-population contribution to Amazonia and Pacific coast. (A) Previously published model proposed by Skoglund
et al. (2). To investigate these genetic affinities, we first create (B and C) admixture graphs adding the Pacific coastal groups Sechura, Chotuna, and Narihuala
(Pac_Cos) to the previous models, and (D) add Xavéante and the Pacific coast, followed by Surui and Karitiana.

this signal, giving rise to Amazonian groups (Fig. 3D). Although
Fig. 3D could indicate two independent events, the small genetic
distances between the nodes in this model reinforced the single
admixture event evidence. The Treemix (10) analysis also showed
a pattern of diversification in which Pacific coastal and Andean
groups diverged first (Dataset S6), followed by the eastern
Andean slopes populations and then, finally, the Amazonians
and other eastern South Americans. These findings suggest that
the Y-population contribution was introduced before the for-
mation of the Amazonian branch, likely in the ancestors of
Pacific coastal/Amazonian populations.

Different migration routes to the South American region have
been previously proposed and evidenced. Archeological and
genetic data demonstrated that both routes, Pacific coastal and
inland, were likely used by the first migrants (11). Our models
point to an ancient genetic affinity between the Pacific coast and
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Amazonian populations that could be explained by the presence
of Y ancestry in both geographic regions. In addition, this shared
ancestry seems to precede the separation of the Pacific and
Amazon branches, showing an entry through the west coast,
followed by successive events of genetic drift in the Brazilian
populations. This genetic evidence for the presence of Y ancestry
on the South American Pacific coast indicates that this ancestry
likely reached this region through the Pacific coastal route, and
therefore could explain absence of this genetic component in the
populations of North and Central America studied so far.
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