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POSTER - Genetic diversity of bilberry populations of Northern Europe determined by ISSR markers 
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Abstract: Bilberry (Vaccinium myrtillus) is one of the most important wild crops growing in the forest in the North 
European countries. Nevertheless, it is still poorly exploited from a commercial point of view, as only 5-8% of the 
Scandinavian’s forest production is picked up every year. To overcome this problem, it has been enlighten the 
need to develop improved forest management systems, where good yields of high quality bilberries are produced 
with manageable cost. One of the major tools to achieve this goal is to develop methods to assess the level of 
genetic variability between the populations under study. 
In this work, DNA was extracted from 32 clones derived from 11 natural populations collected from different 
locations of Iceland (IS1, IS2), Norway (N2, N4, N7), Sweden (R), Finland (Sodankylä, Parkano, Muhos, 
Lapinjärvi) and Germany (Kiel). 
Genetic variation and population structure of this species were investigated by using inter simple sequence 
repeats (ISSRs) and data was analysed with different software packages (GenAlex, Structure, NTSYS). The 
patterns of variation appeared to be consistent for this marker system, and they can be used for management of 
genetic structure, in situ germplasm protection and conservation. Moreover, this genetic knowledge, together with 
the biochemical and phenotypic information, will be the know-how for the future work addressed to ex situ

germplasm management and breeding. 
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