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connection to the spread of the Uralic languages 

 59 

Choin, Jérémy 
Selection efficacy in small founding populations: the case of Pacific 
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 81 

Kocher, Arthur 
An ancestral recombination graph of the hepatitis B virus  82 

Kuznetsov, Ivan 
Genetic factors may shape the current population structure in 
Estonia 

 83 

Loog, Liisa 
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