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Figure S1. Map with sampling points.
Background maps from Surfer® (v.8, Golden Software, Inc, Golden, CO, USA).
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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 ¢) Admixture proportion from Siberian to

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