
Genetic diversity of a relict moose population,  
Alces alces in the Biebrza Valley, NE Poland 

No of population N H1 H2 H3 H4 

1 (Biebrza Valley) 37 0.95 0.00 0.05 0.00 

2 11 0.91 0.09 0.00 0.00 

11 28 0.88 0.04 0.04 0.04 

other populations 127 1.00 0.00 0.00 0.00 

Conclusions 

 the Biebrza moose population belongs to a relict, unique  

    evolutionary group, which originated and survived the last   

    glaciation in the separate refugium 

 the presence of a relict population, successful reintroductions 

    and immigration from East caused that moose genetic diversity  

    in Poland is one of the largest in Europe 
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 Material and Methods 

 500 moose samples from Poland (13 populations) 

 MOLECULAR ANALYSES: 

 mitochondrial DNA:   

  control region mtDNA  (mtDNA-CR) – 607 bp 

  cytochrome b gene – 1140 bp 

 microsatellite markers (11 loci) 

 Y-linked markers (8 YCATS + SRY gene) – 1982 bp 

The importance of intraspecific genetic variation (within and between populations of a given species) 

  Loss of genetic diversity may reduce fitness and increases extinction risk, 

 Genetic diversity enables adaptation to environmental changes, 

 Intraspecific genetic variation is a key parameter to determine populations to prioritize for protection purposes: 

 different mtDNA lineages that originated from distinct glacial refugia are present within species, 

 relict population – a remnant of a formerly widely distributed group, possesing an unique, significantly differentiated haplotype. 

The current range of moose is characterized by the presence of relict 
populations and different mtDNA lineages  

  Aims of the study 

  Description of the genetic structure of moose population in the 

  Biebrza Valley and comparison with other populations of the species 

   

 

  Genetic confirmation of a relic character of the Biebrza   

  moose population using different types of molecular markers 
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Results: 


