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the microgeographical scale. This is likely to leave its mark on the local genetic make-up, as successful movement of individuals between communities forms
a basis of genetic diversity. On top of that, social factors, such as inheritance law fostering patrilocality or authoritarian restrictions in access to marriage
and reproduction, can form barriers with low permeability to gene flow and will support non-random mating. In general, larger and/or more connected
communities will be less susceptible to the interplay of these different factors, whereas small and isolated groups are at a higher risk of becoming subject
to the effects of genetic drift and losing genetic diversity.

On this background, we set out to characterize potential differences and commonalities among small, in historical terms rather isolated settlements and
larger, more connected municipalities from different parts of Tyrol. Genealogical metadata, as reported by the voluntary study participants on themselfes,
their fathers, and paternal grandfathers, was used to delineate familial migration histories and to estimate the degree of patrilocality. Y-chromosomal single
nucleotide polymorphisms (Y-SNPs) and short tandem repeat markers (Y-STRs) provided a molecular genetic perspective on male population composition
and family names (surnames) served as cultural markers of ancestry.
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