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814  Figure 2. A selection of grave goods from the burialat . XQEIER Q\

815  The burial of an adult man at Kunbabony (AC2) contained 2.34 kilograms of gold in form of
816  weaponry covered with precious metal foils, ornamented belt sets with so-called pseudo buckles
817  and drinking vessels. The funerary attire and the grave goods are understood as elements of the
818  steppe nomadic material culture of the period. The technological details and the decoration
819  however suggest a culturally heterogeneous origin. Presented objects: 1-2. earrings; 3. armring;
820 4. eagle head-shaped end of a sceptre or horsewhip; 5-13. elements of the belt with the so-called
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821  pseudo buckles (9-10.); 14. crescent-shaped gold sheet; 15-18. sword fittings; 19. jug; 20.
822  drinking horn. Pictures were first published in H. To6th & Horvéth?®.
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824
825  Figure 3. Median Joining network of 162 N-Tat Y-STR haplotypes

826  Allelic information of ten Y-STR loci were used for the network. Only those Avar samples
827  were included, which had results for these ten Y-STR loci. The founder haplotype I (Cluster 1)
828 is shared by eight populations including three Mongolian, three Székely, three northern Mansi,
829  two southern Mansi, two Hungarian, eight Khanty, one Finn and two Avar (AC17, AC26)
830 chromosomes. Haplotype Il (Cluster 2) includes 45 haplotypes from six populations studied:
831 32 Buryats, two Mongolians, one Székely, one Uzbek, one Uzbek Madjar, two northern Mansi
832 and six Avars (AC1, AC12, AC14, AC15, AC19 and KSZ 37). Haplotype Il1 (indicated by a
833  red arrow) is AC8. Information on the modern reference samples is seen in Table S9.
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837  Figure 4. Ward type clustering of 48 ancient populations.

838  The Ward type clustering shows separation of Asian and European populations. The Avar elite
839 group (AVAR) is situated on an Asian branch and clustered together with Central Asian
840  populations from Late Iron Age (C-ASIA_LIAge) and Medieval period (C-ASIA_ Medieval),
841  furthermore with Xiongnu period population from Mongolia (MON_Xiongnu), Xianbei period
842 of China (CHIN_Xianbei), medieval Yakuts (RUS med.Yakut) and Altaian Scythians
843  (ALT_IAge_Scyth). P values are given in percent as red numbers on the dendogram, where red
844  rectangles indicate clusters with significant p values. The abbreviations and references are
845  presented in Table S2.
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Figure 5. MDS with 26 ancient populations

The multidimensional scaling plot is based on linearised Slatkin Fst values that were calculated
based on whole mitochondrial sequences (stress value is 0.1669). The MDS plot shows the
connection of the Avar elite group to the Central-Asian populations of the Late Iron Age (C-
ASIA_LIAge) and Medieval period (C-ASIA_Medieval) along coordinate 1 and coordinate 2,
which is caused by small genetic distances between these populations. The European ancient
populations are situated on the left part of the plot. The Fst values, abbreviations and references
are presented in Table S4.

25


https://doi.org/10.1101/415760
http://creativecommons.org/licenses/by-nc-nd/4.0/

857
858

859
860
861
862
863
864
865
866

bioRxiv preprint doi: https://doi.org/10.1101/415760; this version posted March 31, 2019. The copyright holder for this preprint (which was
not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

0.15

S.S18_Buryat
O sco
=3
bl IRE
o
ENG e E-SIB_Even
w o
e - m O ®
s GER POL E-SIB_Yukagir
S?A B A [ ]
pasaue O NW-CHIN_UYG
FRI - [ ] E-SIB_Evenk
O How © CRN E-SIB_Yakut —=ven
OO FRA TAT
~ 8 Q cze NOR TUR @ @ Hazara
o =1 RUS o) Burusho
© s @@ P ’
£ AZE g AVAR
B
S W o A%A GEORG
o 2 N Osir Pathan
S CEU
1 . Balochi
B’ahu\.
)
e
Id B Koryak
A Avar elite group
O East Asia
2 sinni @ South Asia
zI:' 7 © Central Asia
® North Asia
Makrani Udegey @ Southwest Asia
(¢} © Europe
T T T T
-0.2 0.0 0.2 0.4

Coordinate 1

Figure 6. MDS with the 44 modern populations and the Avar elite group

The multidimensional scaling plot is displayed based on linearised Slatkin Fst values calculated
based on whole mitochondrial sequences (stress value is 0.0677). The MDS plot shows
differentiation of European, Near-Eastern, Central- and East-Asian populations along
coordinates 1 and 2. The Avar elite (AVAR) is located on the Asian part of plot and clustered
with Uyghurs from Northwest-China (NW-CHIN_UYG) and Han Chinese (CHIN), as well as
with Burusho and Hazara populations from the Central-Asian Highland (Pakistan). The Fst
values, abbreviations and references are presented in Table S5.
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Figure 7. Phylogenetic tree of D4i2 sub-haplogroup.

Phylogenetic tree of D4i2 sub-haplogroup shows AC6 to be the mitochondrial founder of most
of the other D4i2 lineages from in East-Central and North Asia, which indicates a close shared
maternal ancestry between the populations represented by these individuals.

The references of individuals displayed on the tree are presented in Table S6.
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