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Introduction
The common vole (Microtus arvalis, Pallas 1778) is widespread throughout western Europe, from
Atlantic coast of France to central Russia with isolated Iberian popolations (Mitchell-dones ef al., 2002;
Le Louarn & Queére, 2003). Genetic structure of this species and colonization processes in Europe were
examined by analysing mitochondrial DNA sequences from cytochrome b gene, control region and
nuclear microsatellite loci (Haynes et al., 2003; Fink et al., 2004; Heckel et al., 2005). Five main
evolutionary lineages in Europe were defined: Western (W), Central (C), Eastern (E), Italian (I) and
Freiburg (F). Haynes et al. (2003) suggest that there were several glacial refugia, in *
Iberia (W), Italy (I) and the Balkans (C and E). On the other hand, according to Fink i ——
et al. (2004) and Heckel et al. (2005), the genetic diversity in populations suggests R
a glacial survival of the common vole outside the classical refugial areas anda R
potentially more ancient colonization from the northeast to the southwest of Europe. 3/ »
We investigated the genetic and morphological structure of common vole ek
populations in France from molecular (mitochondrial sequences from the 5' wwedentimenet =/
peripheral domain of the control region) and morphometrical (global morphological analyses from teeth)

dataset in order to clarify the evolutionary history of the western lineage and its hypothetlc implication

in postglacial recolonization of western Europe. . o N,
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Our sampling includes 22 M. arvalis from 8 populations for molecular analyses and {29 first lower ! N “-

molars (m1) covering 10 populations for morphometrical analyses (Iﬂg 1). In molecular analyses, other Mlcrotus species (M. rossiaemeridionalis, M. (T.) subterraneus
and M. (T.) multiplex) were added for phylogenetlo reconstruptlons as well as Chlonomys nivalis and Clethrlonomyé glareolus used as outgroups.
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