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Supplementary Fig. 1: Ancestry composition of recipient populations based on the contribution of the
13 macro-areas identified by the means of fineSTRUCTURE analysis. Colors refer to the groups in

Fig 1 and Fig. 2
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Supplementary Fig. 2: Average population ancestry estimated by ADMIXTURE analysis for the analyzed populations. The sample size of each population is

reported in Supplementary Table 1.
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Supplementary Fig. 3: Comparison between East Asian “masked” and “unmasked” ancestry estimations vs. ADMIXTURE analysis. Each plot shows the
relationship between the Continental ancestry estimated by ADMIXTURE at K=3 and that obtained by NNLS masking (red dots) or maintaining (black dots)

East Asian contribution.
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Supplementary Fig. 4: Individual ancestry composition estimated using the NNLS approach (see Methods) for the recipient populations analyzed. Each bar plot represents an individual and the colors follow group affiliation as in Fig 1 and
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Supplementary Table 1.
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Supplementary Fig. 5: Comparison between population and cluster based ancestry estimates. Ancestry estimates using (a) populations or (b.) clusters as

inferred by fineSTRUCTURE.



Pre After Macro- Pre After
Africa  Group QC QC Ref. | Europe Area QC QC Ref.
W Africa SE Europe
Yoruba A 101 101 (1) Spain A 97 97 (1)
(7,
Yoruba B 21 21 (2 Spain B 34 34 8)
Senegambia
Mandenka 22 22 (2 SW Europe
E Africa Bulgary 18 18 (7)
Bantu Kenya 11 10 (2 Cyprus 12 12 (8)
Luhya 97 87 (1) East Sicily 10 10 (7)
SW Africa North Italy 12 12 (2)
Herero 12 12 (3) Georgia 20 20 (9
S Africa Greece 20 20 (7)
AmaXhosa 15 15 (4) Romania 14 14 (8)
South Africa Bantu
A 8 6 (2 Tuscany A 100 98 (1)
South Africa Bantu
B 20 20 (3) Tuscany B 8 8 (2
South Africa Bantu
Cc 94 94 (5 South ltaly 18 18 (7)
Khoisan/Pygmies* West Sicily 10 10 (7)
Biaka pygmy 21 21 (2
Mbuti pygmy 13 13 (2) Basque
San A 19 19 (3) Basque 24 24 (2)
SanB 18 15 (4
San C 5 5 (2 Sardinia
Sandaw e 28 23 (6) Sardinia 28 28 (2)
East
Europe Asia/America
NW Europe Colombia 7 7 (2
England 6 6 (7) Karitiana 14 14 (2)
France 28 28 (2 Pima 14 14 (2)
Great Britain 99 96 (1) Surui 8 8 (2
Ireland 7 7 (7 China 100 100 (1)
Orkney 15 15 (2)
Norw ay 18 18 (7)
Scotland 6 6 (7)
Wales 4 4 (7
NE Europe Recipients
African-American
Finland A 100 100 (1) A 62 56 (1)
African-American
Finland B 2 2 (7N B 2162 2023 (10)
Germany and
Austria 4 4 (7 Barbados 75 75 (1)
Lithuania 10 10 (8) Colombia A 70 70 (1)
Hungary 20 19 (8) Colombia B 26 26 (11)
Dominican
Poland 16 16 (7) Republic 27 27 (11)
Belorussia 8 8 (8) Ecuador 20 19 (11)
Russia 25 25 (2 Maya 21 21 (2)
Mexico 68 64 (1)
Peru 70 69 (1)
Puerto Rico A 70 70 (1)
Puerto Rico B 27 26 (11)
TOTAL 4139 3960

*The term “Khoisan” refers to Guldemann and Fehn, 2014,
Supplementary Table 1: Overview of the analyzed populations and their sample size before (pre QC) and after (After QC) the quality control

described in the Methods section.



Continent Group Cluster Name Cluster composition
Africa
W Africa
Yoruba Yoruba A 101;YorubaB21
Senegambia
Mandenka 1 Mandenka 3
Mandenka 2 Mandenka 19
E Africa
Bantu Kenya 1 Bantu Kenya 2
Bantu Kenya 2 Luhya 2
Bantu Kenya 3 Luhya 39;Bantu Kenya 6
Bantu Kenya 4 Luhya 46;Bantu Kenya 2
SW Africa
Herero 1 Herero 1
Herero 2 Herero 6
Herero 3 Herero 1
Herero 4 South Africa Bantu A 1;Herero 1
Herero 5 Herero 3
S Africa
South AfricaBantul  South AfricaBantuB 1
South Africa Bantu 2 South Africa Bantu C 8; Amaxhosa 1
South AfricaBantu 3 South AfricaBantu C 8
South AfricaBantu4  South AfricaBantu C 7
South Africa Bantu 5 South Africa Bantu C 6
South Africa Bantu 6 South AfricaBantuB 1
South Africa Bantu 7 South AfricaBantu C 2
South Africa Bantu 8 South AfricaBantu C 9;AmaXxhosa 13; South Africa Bantu B 2
South AfricaBantu9  South Africa Bantu C 13;South Africa Bantu A 3;South Africa Bantu B 6
South AfricaBantu10 South Africa Bantu C 18;South Africa Bantu A 1;South Africa Bantu B 3
South AfricaBantu1l South Africa Bantu C 23;South Africa Bantu B 7;AmaXhosa 1 South AfricaBantu A 1
Khoisan/Pygmies
San1l SanB1
San 2 San B 7;San A5;San C 2
San 3 San B 7;San A;14San C 3
Sandawe 1 Sandawe 1
Sandaw e 2 Sandaw e 2
Sandawe 3 Sandaw e 8
Sandaw e 4 Sandawe 3
Sandaw e 5 Sandaw e 9
Mbuti Pigmy Mbuti Pigmy 13
Biaka Pigmy Biaka Pigmy 21
Europe

NW Europe

NE Europe

Great Britain 1
Great Britain 2
Great Britain 3
Great Britain 4
Norw ay
France
Orkney 1
Orkney 2
Orkney 3

Lithuania
Poland
Hungary
Russia
Finland 1

Great Britain 2

Great Britain 29

Great Britain 2

Great Britain 40;lIreland 7;Scotland 6;France 3;England 6;Wales 4; Germany and Austria 2
Norw ay 17

France 22

Great Britain 2

Great Britain 18;0rkney 6

Great Britain 3, Orkney 3

Lithuania 9

Poland 16;Belorussia 8; Lithuania 1
Hungary 19;Germany and Austria 2
Russia 25

Finland A 20




Finland 2 Finland A 44,Finland B1

Finland 3 Finland A 7, Norw ay 1
Finland 4 Finland A 29, Finland B 1
SW Europe
Spain 1 Spain A5
Spain 2 Spain A27;Spain B 12
Spain 3 Spain A24;Spain B 13
Spain 4 Spain A 18;Spain B 7;France 1
Spain 5 Spain A 15;Spain B 2;France 1
SE Europe
Romania 1 Romania 1
Cyprus Cyprus 12
South Italy West Sicily 9;South Italy 18; East Sicily10
Georgia Georgia 19
Bulgaria 1 Bulgaria 2;Georgia 1
Bulgaria 2 Romania 13;Bulgary 16
Greece Greece 20, West Sicily 1
North Italy France 1;North ltaly 12
Tuscany 1 Tuscany A 61;Tuscany B8
Tuscany 2 Tuscany A 37
Basque
Basque 1 Spain A 8
Basque 2 Basque 24
Sardinia
Sardinia 1 Sardinia 6
Sardinia 2 Sardinia 9
Sardinia 3 Sardinia 13
East Asia/America
Karitiana 1 Karitiana 1
Colombia 1 Colombia 1
Colombia 2 Colombia 6
Surui Surui 8
Karitiana 2 Karitiana 13
Pima 1 Pima 7
Pima 2 Pima 7
China China 100

Supplementary Table 2: Overview and composition of the clusters inferred by fineSTRUCTURE analysis.
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