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Abstract

The  Forest  Dormouse,  Dryomys  nitedula,  has  a  wide  geographic  distribution,  from

Switzerland  in  the  west,  through  eastern  and  southern  Europe,  Asia  Minor  and  the

Caucasus, to central Russia, central Asia and Mongolia in the east. Previous phylogenetic

studies revealed highly divergent lineages in some part of the distribution, suggesting that

the history of  the species might  be complex and a revision of  the taxonomy might  be

warranted. In order to clarify the status of the subspecies identified in previous studies, we

increased the current  Genbank dataset  (n=106) by analyzing >150 samples from Italy,

Hungary, Lithuania, the Czech Republic, Russia, Bulgaria, Romania, Austria, and Greece.

Preliminary phylogenetic  analyses,  based on cytochrome b,  show the presence of  five
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super lineages with two highly divergent lineages in Iran and Russia. These preliminary

results will be completed by additional samples from Mongolia and Afghanistan. This study

should help shed light on the evolutionary history of this species across its distribution.
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