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Figures 

 

Figure S1. Map with sampling points. 

Background maps from Surfer® (v.8, Golden Software, Inc, Golden, CO, USA). 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S2. Network of N3a4 clade. 

The network was constructed with Network 4.6.1.1 software by applying median joining algorithm 

and using haplotypes of 16 Y STRs (Supplementary Table S4). 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Figure S3. The posterior and prior distributions from Model C. 

a) Haplotype frequency of Siberian populations which contributed to Europeans and Hungarians. b) 

Admixture proportion from Siberian to Europeans and c) Admixture proportion from Siberian to 

Hungarians. Posterior distribution in blue and prior distribution in orange. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S4. Manually annotated N3a4 phylogenetic tree.  

The N3a4 phylogenetic tree and the mutation list were manually annotated. Refined topology of Y-

chromosome haplogroup N3a4 based on re-sequencing in 33 individuals described in Supplementary 

Table S7. Mutation counts (in red) and branching defining markers (included in counts and shown in 

grey colour) are shown on the branches. 

 

 

 

 

 

 

 

 

 

 

 

 

Z1936

N3a4

B539/Y13850 B535/Z1934/CTS2733

B545/Y24365 B540/L1034 B195 VL62_eq

PH573
Y28538

CTS3223F1356

B1068 B1069 B541 Y24222 B1056 Y60227 Y60433

B1077 Z1940 B1052

B1070 B1064 B1061 B544 B1060 B1058 B1057

B1050 B1051 B1054 B1055

B1072 B1075 B1066 B1067 B1065 B1063 B1062 B1063

B1076 B1078 B546 B547

B1073 B1074

B
as
h
ki
r

G
S0
00
01
73
80
-A
SM

G
S0
00
01
69
71
-A
SM

G
R
C
14
41
43
25

G
R
C
14
41
43
22

G
S0
00
03
51
49
-A
SM

G
R
C
14
41
43
26

G
R
C
14
41
43
23

1

5 5

0 0 6 28 3 3

Es
to
n
ia
n

Es
to
n
ia
n

Es
to
n
ia
n

Es
to
n
ia
n

5

Es
to
n
ia
n

Es
to
n
ia
n

G
R
C
15
55
90
15

G
R
C
17
16
00
62
9

G
R
C
15
55
90
09

G
R
C
17
16
00
63
0

G
R
C
17
16
00
63
2

G
R
C
14
41
43
24

G
S0
00
01
87
57
-A
SM

G
S0
00
01
72
13
-A
SM

G
S0
00
01
72
07
-A
SM

SA
M
N
03
31
74
21

SA
M
N
03
31
74
18

G
R
C
03
07
28

G
R
C
13
17
35
24

G
R
C
17
16
00
63
4

G
R
C
17
16
00
63
3

G
R
C
17
16
00
63
5

G
R
C
15
55
90
13

Es
to
n
ia
n

Es
to
n
ia
n

K
ar
el
ia
n

B
as
h
ki
r

B
as
h
ki
r

H
u
n
ga
ri
an

H
u
n
ga
ri
an

H
u
n
ga
ri
an

V
ep

sa

Ta
ta
r

Ta
ta
r

G
R
C
15
55
90
08

G
R
C
17
16
00
63
1

G
R
C
15
55
90
12

G
R
C
17
11
56
85
0

G
R
C
17
11
56
85
2

G
R
C
17
11
56
85
1

G
R
C
15
55
90
14

H
u
n
ga
ri
an

H
u
n
ga
ri
an

B
as
h
ki
r

B
as
h
ki
r

B
as
h
ki
r

Ta
ta
r

8 12 81 8 8 6 141 1 3 1 1 1

B
as
h
ki
r

B
as
h
ki
r

B
as
h
ki
r

B
as
h
ki
r

11 14 2 1 1 2 0 10 11

8 5

5 2 3

6

B536

4

Es
to
n
ia
n

1

K
h
an

ty

M
an

si

22

2

2 3

4 Z1941

1 4

2

1



 

 

Figure S5. Overview of the simulated models A, B and C using the resampling approach. 

Abbreviations: Ts: Time of split, Tm: Time of migration, HS: Hungarian Sekler, IE: Indo-European, 

WS: West Siberian. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Tables 

Table S1. Mutation list for phylogenetic tree of N3a4 

Table S2. Age estimates of N3a4 sub-clades according to Figure 2 

Table S3. Geographic distribution of hg N2a1 and N3 subclades 

Table S4. N3a4 STR haplotypes 

Table S5. Locations of populations for local B539 surfer map 

Table S6. List of re-sequenced samples and their geographic affiliations 

Table S7. Specifications for SNPs used to genotype population samples 

 


