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Genetic characterization of European woodcock overwintering stock
Overwintering and stop-over areas of long-distance migrants need to be identified and studied when assessing their conservation status to ensure effective year-round protection measures. Genetic and biogeochemical markers were used to describe the structure and to infer the origin of Italian overwintering stocks of Eurasian Woodcock (Scolopax rusticola, Charadridae, Charadriiformes). A 771 base pairs fragment of mitochondrial cytochrome b gene was analyzed in 260 specimens sampled in Italy, Scotland, Croatia, Bulgaria, Hungary and Greece, and nuclear β-Fibrinogen Intron 7 gene (898 base pairs) was analyzed in a subset of 34 samples. Hydrogen/Deuterium isotopic ratio was measured in 29 individuals and compared with a map of isotopic values of European rainfalls. The mitochondrial DNA analysis revealed two haplogroups without geographic structure in Italy, where they occurred sympatrically in many sampling sites, and in the source breeding range, as suggested by isotopic data. However, analysis of synonymous/non-synonymous substitutions ratio in cytochrome b dataset revealed a striking difference between the two disclosed haplogroups, suggesting the existence of two diverging evolutionary lineages. Genetic traces of demographic expansions were revealed for both mitochondrial lineages. Overall, we proved the existence of two populations characterized by demographic increase in the recent past, and of a geographical migration pattern from the north-easternmost portion of the breeding range to the southernmost one of the wintering range.
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A study of the genetic variability in populations of the European woodcock (scolopax rusticola) by random amplification of polymorphic dna  
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	Abstract 

Genetic variation was investigated among different populations of the European woodcock (Scolopax rusticola), using random amplification of polymorphic DNA (RAPD). Thirty-nine ethanol-preserved livers of bagged woodcock were used from three different sites: Harg (Uppsala, Sweden) 17 individuals, Alessandria (northern Italy) 14 individuals, Sinop Peninsula (Black Sea, Turkey) 8 individuals. DNA extracted from livers was amplified by PCR using 10-mer primers (Kit A, Operon Technologies), and amplification products were revealed by electrophoresis on agarose gel containing ethidium bromide. A total of 7 primers out of the 20 tested were selected and a total of 71 bands were scored for band-sharing analyses. Bands were firstly considered as presence-absence characters which allowed a pairwise similarity matrix and an UPGMA dendrogram to be built. The latter showed a clustering of samples from Turkey leading to their almost complete separation from those of Sweden, while the samples from Italy showed affinities both to the Turkish and Swedish ones. Bands were also treated as dominant markers of mendelian loci with two alleles, yielding allele frequencies, genetic diversity and genetic distances. Average within-population diversity Hw was higher than between-populations diversity HB, i.e., there was a low differentiation among populations (FST = 0.14). Non-metric measures of genetic distances (Nei, Nei modified by Hillis, Nei jackknifed) as well as metric measures (Rogers, Wright, Cavalli-Sforza & Edwards) indicated that the two most divergent groups were those of Sweden and Turkey, while Italian samples were more similar to the former than to the latter. The RAPD genetic patterns obtained agree with bird allozyme data, although genetic distances are higher. In addition, RAPD data are consistent with woodcock migration routes. Hence RAPD markers seem to provide reliable indices of bird genetic diversity, and the method is proposed as a support for the development of bird management plans. 

	Keywords: Rapd; European Woodcock; Population Genetics; Birds; Migration; Dna Polymorphism 


ACCESSO DI CONSULTAZIONE SUL TESTO COMPLETO  libero in pdf 
http://pdfserve.informaworld.com/116471__908265934.pdf

