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Tables and Figures

Table 1. Sample Information

# SNPs Avg.
Archaol Site/ Populatio  Genetic ove.rlap Coverag Contamination =~ MDNA/Y
Our ID . . Date with eon * haplotyp
ogical ID  Location n Label Sex
Human target es
Origins (1240K)
BO0001  B0O057.1 Bolshoy F 347,709 126 0.001 (0.000-0.007) U4al
BO0002  BOO72.1 Bolshoy M 403,994 0.80 0.004 ﬁllill‘;la
BO0003  B0072.4 Bgij}:i)y Bolshoy F 300,598 111 0.016(0.010-0.024) T2d1bl
BO0004  B00727  Ostrov,  S2/3%87  Biishoy M 342,582 2.99 0.002 C4b,
calBP Nlclala
BOO72.1 Murmans
B00005 vl kRussia Bolshoy F 347,042 2.90 0.005(0.001-0.026) USald
B00006 300572'1 Bolshoy F 390,835 110 0.008 (0.004-0.014) Dded
Chalmny- Chalmny
CHV001 CHV30 Varre, 18-19% Varre F 426,702 1.44 0.001 (0.000-0.003) USbibla3
CHV002  cHv3g  Nurmans - centCE  Chalmny M 215,228 0.47 0.016 V7al,
k, Russia Varre 12a1
. Levanluh . . US5alala’
JK1968  2:1:al6 o 400800  Levanluhta F 70,368 121 0.004(0.001-0065) .
JK1970 477 Isokyro, CE Levanluhta F 67,316 1.28 0.023 (0.005-0.129) US5alal
JK2065 2:1:a3 Finland JK2065 F 36,119 0.44 0.028 (0.012-0.064) Kla4alb
. . Modern U5blblal
Saami001 N/A Finland Modern Saami M 593,094 9.84 N/A alb3al

* Mode A Posteriori estimate of contamination, and 95% posterior interval in brackets, as provided by ContamMix*° for
female individuals. Estimates in males are based on X chromosome heterozygosity.
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Bolshoy Oleni Ostrov .
1523487 calBCE

r'S Chalmny Varre
18-19th century CE

Levénluhta *
400-800 CE

Yuzhnyy Oleni Ostrov
5658 calBCE

Motala
5721 calBCE

o Baltic_BA

Narva KunoBa1 0-230 calBCE
5350-2850 calBCE 6350 calBCE

Samara
5599 calBCE

Figure 1. Location and age of archaeological sites with material used in this
study (diamonds), and other sites relevant to this study (circles).
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0,06 4 ¢ Estonian % Jew Georgian Kurd Even
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0.04—
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%‘; 0.02 © Abkhasian ® Jew Yemenite Daur & Ulehi
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x Bulgarian © Norwegian ® Mongola © Makrani
—0.04 [] Canary Islanders A Orcadian & Naxi “ Pathan
] @ Chechen < Palestinian + Orogen 4 Kalash
+ Croatian < Russian % Semende O Mala
—0.06 —{ % Cypriot > Sardinian [ She A Karelia HG
O Cazech & Saudi © Sherpa.DG < Motala HG
v Bolshoy Oleni Ostrov & Levénluhta O Modern Saami (this study) 4 Drze © Scottish s Thal < SamaraHG
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Yamnaya Samara
Iran Chalcolithic:

Figure 2. a) PCA plot of 113 Modern Eurasian populations, with individuals from
this study projected on the principal components. Uralic speakers are
highlighted in light purple. PCA of Europe can be found in Supplementary Figure
3. b) Plot of ADMIXTURE (K=3) results containing West Eurasian populations
and the Nganasan. Ancient individuals from this study are represented by
thicker bars.
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f4 (Mbuti, Nganasan; Lithuanian, Test) f4 (Mbuti, Test; Yamnaya, Karelia HG)

Figure 3. a) Calculated f, (Mbuti, Nganasan; Lithuanian, Test). b) f, (Mbuti, Test;
Yamnaya, Karelia HG). Error bars represent 3 standard errors. Populations are
coloured based on language family. Ancient individuals with unknown language
are shown in blue.
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Figure 4. Estimated proportion of Nganasan-like ancestry, using qpAdm. Each
Test population was explained as a 5-way mixture between Karelian HG, WHG,
Yamnaya, LBK from the early Neolithic, and Nganasan. A set of seven outgroup
populations (see Methods / Supplementary Table 4), which are differentially
related to each of the five source populations, was used for all models. Results
from only the least complex accepted model were used. The error bars represent
one standard error around each reported proportion. The results for the

Levanluhta samples rely only on transversions. CW=Corded Ware. LT="from
Lithuania”.
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Figure 5. a) ALDER-inferred admixture dates (filled circles) for different
populations, using Nganasan and Lithuanian as sources. Error bars represent
errors provided by ALDER and include the uncertainty surrounding the dating of
ancient population samples, calculated using standard propagation. Available
dates for ancient populations are shown in white diamonds. b) LD decay curve
for Bolshoy, using Nganasan and EHG as sources. The fitted trendline considers a
minimum distance of 1cM. A full set of LD decay plots can be found in
Supplementary Figure 4.
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