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Supplemental Information

Legends’ STAR Methods Figure

Figure S1 —Principal Component Analysis performed on present-day western Eurasians, related to Figure 1.

Figure - S2 — Evolution of mitochondrial lineages frequencies measured for ancient groups originating from the
French territory and dated from the Palaeolithic to the Iron Age periods, related to STAR Methods

Figure S3 — Evolution of Y-chromosome lineages for ancient groups originating from the French territory and
dated from the Palaeolithic to the Iron Age periods, related to STAR methods

Figure S4 — READ estimates for the French IA samples. Sorted non-normalised average PO values for all pairwise
comparisons between French IA individuals, related to STAR methods

Figure S5 — Pairwise gpWave testing to detect outliers. Grey-coloured models have a p value of less than 0.05
and were rejected, pink-coloured models have a p value of more than 0.05. Orange circles represent outliers
from the chronological-cultural group from which they originate (p value < 0.05), related to Figure 2

Figure S6 — Heatmap of the f3-outgroup in the form f3(Mbuti, Ind1, Ind2). We only plot data when we have at
least 10,000 SNPs per pairwise. White square means that we do not have enough SNPs between individuals,
related to STAR methods

Figure S7 — Biplot of the f3-outgroup statistics in the form f3(Mbuti, Anatolia N, Ind/Region) in the x axe and in
the form f3(Mbuti, Yamnaya, Ind/Region) in the y axis. Each square represents a region, and each star
represents an outlier, as defined in the previous figure, related to Figure 3

Figure S8 : Evolution of gpAdm values between the Bronze and Iron Age periods for the Early neolithic farmer
ancestry component, related to Figure 3

Figure S9: Distribution and average of ancestral component in IA samples from western Europe. Each colour
corresponds to a region (France) or a country. Biplot of gpAdm value within regional groups for the Anatolia
Neolithic ancestry component (A) and for the Yamnaya ancestry component, related to Figure 3

Fig S10 — gpAdm value for each individual with a 3 sources model (WHG, Anatolia N and Yamnaya), related to
Figure 3

Fig S11- Sum of ROH (sROH) measured for all published and newly sequenced individuals from France dated
between 9000BP and 2000 BP. Each circle in the main panels represents sSROH for one ancient Individual. We
also show mean estimates calculated from a Gaussian Process model (solid black line), and 95% empirical
confidence intervals for individuals (light gray) and for the estimated mean (dark gray). Horizontal lines depict
the theoretical expectations for sum of ROH blocks 4-8 cM for panmictic population sizes calculated using
analytical formulas (see Ringbauer et al., 2021), related to STAR methods

Fig S12 - ROH in COL336. We depict all ROH of COL336 (right panel), with map length annotated in Morgan.
We also show a histogram of the ROH lengths, together with expected densities of ROH for certain degrees of
parental relationship), related to STAR methods



0,004 -

0,003

0,002 -

0,001

PC2
o

-0,001

-0,002

-0,003

-0,004

B n f + : i + Modern samples
% ] 4+ I+ @ Basque country
+ L T #
++] 1+ ats @ Central Europe (Czech R., Hungary)
I 1 ¥ @ Eastern Europe (Belarus, Romania, Ukrainia)
b ¢+ @ England
b, + * @ France
+ @ ltaly
g E Northern Europe (Finland, Iceland, Norway)
s iy, @ Spain
* $+ R A5 t A Iron Age samples
+ + +‘ ++Tt B o @ England
¥ + 4+ F & ® France
e A P I
ermany
i A+ A ii + A+ + ® Spain
¥ aa * + ¥ t?
* +
% Ax R A
+++ + 3
ii £$ +i+ P, S
++I
§ ¢+ +
R P
Ay o B

ot
+

"
.
$$ - + -+ A
#¥A 1A i +
b +AA A%, A N
A
-0,004 -0,002

PC1

Figure S1 —Principal Component Analysis performed on present-day western Eurasians, related to Figure 1.
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Figure - S2 — Evolution of mitochondrial lineages frequencies measured for ancient groups originating from the
French territory and dated from the Palaeolithic to the Iron Age periods, related to STAR Methods
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Figure S3 — Evolution of Y-chromosome lineages for ancient groups originating from the French territory and
dated from the Palaeolithic to the Iron Age periods, related to STAR methods



[[fettttteee?

gree

=]
1=
5]
—

2nd+ gree

[
(A0

I
00

I I I
820 920 w20 <20

(352 7) 0d esmied sbelany

|
02’0

¢-6.LSWASSLIY
9¢llveegldd
9¢LIVivPHE
¢-eSNv9ZLLY

¢ 6LSVALYYHNEG
€-BLSVASLSVA
¢-6.SVABZZLdd
S92 d496911vd
SLSVYALEW
¢-csnvezeldg
6917vdgge 149
SLSVA9ZLIY
SLSYAE9LTVd
¢-6LSVAC-2ShVY
SLSVYAS9SNAg
2-6LSVAENY
S92Ndde—eSHY
€-6.SVAS9ZNT
SLSVYAC-2ShY
S9eNdg.Leny
S9ENJIENY
¢-6.SVAB9LTVd
ENV.LPYHTE
¢-gSHYEaLvd
S92WJd9eL 1Y
Lchvgeel 49
€-B6LSVALZHY
SLSYAEWY
9211v69lTvd
¢-gSHY.LYYHG
ENVE9 1 Tvd
ENveee149
S.SVABgeldd
S92Jd8ege 149
LeWYLyrHTE
LvPH1G822149
S9eW49.L¥PHTG
ENVIZ LIV
Lehv6911vd
LeWv9e LY
SISVALYYHTE
691Tvd.LrrHTE
c-cShveny
ENv.Lgny
2-eGHY.LZHY

irwise

Figure S4 — READ estimates for the French |A samples. Sorted non-normalised average PO values for all pa

comparisons between French |A individuals, related to STAR methods
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Figure S5 — Pairwise gpWave testing to detect outliers. Grey-coloured models have a p value of less than 0.05
and were rejected, pink-coloured models have a p value of more than 0.05. Orange circles represent outliers
from the chronological-cultural group from which they originate (p value < 0.05), related to Figure 2
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Figure S6 — Heatmap of the f3-outgroup in the form f3(Mbuti, Ind1, Ind2). We only plot data when we have at
least 10,000 SNPs per pairwise. White square means that we do not have enough SNPs between individuals,
related to STAR methods
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Figure S7 — Biplot of the f3-outgroup statistics in the form f3(Mbuti, Anatolia N, Ind/Region) in the x axe and in
the form f3(Mbuti, Yamnaya, Ind/Region) in the y axis. Each square represents a region, and each star
represents an outlier, as defined in the previous figure, related to Figure 3
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Figure S8 : Evolution of gpAdm values between the Bronze and Iron Age periods for the Early neolithic farmer
ancestry component, related to Figure 3
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Figure S9: Distribution and average of ancestral component in IA samples from western Europe. Each colour
corresponds to a region (France) or a country. Biplot of gpAdm value within regional groups for the Anatolia
Neolithic ancestry component (A) and for the Yamnaya ancestry component, related to Figure 3
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Fig S10 — gpAdm value for each individual with a 3 sources model (WHG, Anatolia N and Yamnaya), related to

Figure 3
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Fig S11- Sum of ROH (sROH) measured for all published and newly sequenced individuals from France dated
between 9000BP and 2000 BP. Each circle in the main panels represents sSROH for one ancient Individual. We
also show mean estimates calculated from a Gaussian Process model (solid black line), and 95% empirical
confidence intervals for individuals (light gray) and for the estimated mean (dark gray). Horizontal lines depict
the theoretical expectations for sum of ROH blocks 4-8 cM for panmictic population sizes calculated using
analytical formulas (see Ringbaver et al., 2021), related to STAR methods
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Fig S12 - ROH in COL336. We depict all ROH of COL336 (right panel), with map length annotated in Morgan.
We also show a histogram of the ROH lengths, together with expected densities of ROH for certain degrees of

parental relationship), related to STAR methods



