Proceedings of the 52nd Italian Society of Agricultural Genetics Annual Congress
Padova, Italy — 14/17 September, 2008
ISBN 978-88-900622-8-5

Poster Abstract — A.47

SPATIAL GENETIC STRUCTURE OF TAXUS BACCATA L. INTHE
WESTERN MEDITERRANEAN BASIN: PAST AND PRESENT LIMITS TO
GENE MOVEMENT OVER A BROAD GEOGRAPHIC SCALE

DUBREUIL M.*, GONZALEZ-MARTINEZ S.C.**, MAYOL M.*, RIBA M.*,
SEBASTIANI F.*** VENDRAMIN G.G.****

*) CREAF, Facultat de Biociencies, Universitat Autonoma de Barcelona, 08193 Bellaterra,
Barcelona (Spain)

**) Centro de Investigacion Forestal (CIFOR-INIA), Unit of Forest Genetics and Ecophysiology,
Carretera de La Corufia km 7.5, 28040 Madrid (Spain)

***) Dipartimento di Biotecnologie Agrarie, Laboratorio Genexpress, Via della Lastruccia 14,
50019 Sesto Fiorentino (FI) (Italy)

***%) Institute of Plant Genetics — CNR, Research Division Firenze, Via Madonna del Piano 10,
50019 Sesto Fiorentino (FI) (Italy)

phylogeography, nuclear SSRs, genetic structure, conservation

The knowledge of biodiversity and the implementation of strategic plans for its sustainable
use, particularly concerning threatened species and habitats, is one of the main National and
International priorities for Research and Development. In this framework, the study of the genetic
diversity, and the analysis of the historical, evolutionary and ecological factors and processes that
determine its distribution, contributes to the design of sound management policies for its use and
conservation.

Long-term management strategies for conservation of yew (Taxus baccata L.) populations
require the assessment of the distribution of genetic resources at different spatial scales. Therefore,
knowledge is needed about the spatial organization of its genetic variation, as well as about gene
flow and their relationship with fragmentation and/or isolation in this species. Therefore, we have
developed 7 specific microsatellite loci for Taxus baccata in order to investigate the genetic
structure of this species at different spatial scales: wide-range scale, Mediterranean scale, local
scale. Our main objectives are: (i) to know if there are particular areas or geographical regions with
different levels of genetic variability and structure; (ii) to assess the role of historical processes in
determining such patterns; and (iii) to understand the interaction between the demographic
(ecologic) and genetic dynamics under different scenarios of landscape fragmentation.

In this communication we present the results obtained so far for the populations located in the
western Mediterranean. We discuss the role of the complex paleogeographic and paleoclimatic
history of this region in the current distribution of genetic diversity. Finally, it is expected that these
results will help in designing appropriate management strategies for its conservation.



