
Génétique de la population de 
Gypaète barbu en Corse 

Franziska Lörcher
SWILD

Vulture Conservation Foundation



samples



Samples

• 156 samples collected between 2000 and 2016
• Mainly collected in nests
• 1 sample from a dead bird from 1991
• All have been analysed by 14 microsatellites
• Re-done 32 identified individual with additional 

10 microsatellites

Analysed of samplesSite
12Asco

4Bavella
1Bocognano

30Bonifato
2Fango

11Guagno
1Monte Agutu

13Popolasca
22Restonica

9Scala
9Tartagine
1MNHN Paris 1991
7outside territory

122Total



Individuals

• 33 different individuals identified
• Uncertain if different individuals 

can be distinguished in all cases
• 22 females, 11 males
• Very few parentage assignments 

possible



Individuals by territory

• Turnover of individuals in the territories
• Bonifato: 

• 2000: GTC001 & GTC002
• 2008: GTC005
• 2013: GTC030 & GTC031 (juvenile GTC008)

• Very low effective population size
Ne = 2.8



• 6 out of 14 microsatellites fixed 
for one allele

• All microsatellites show a 
reduced number  of alleles 
compared to the rest of the 
populations

• High homozygosity



Comparison with other populations



Structure

Based on microsatellite data, each individual is assigned to a 
population (each one represented by a different colour)

1 = recent Corsica
2 = historic Alps
3 = historic Spain
4 = historic Greece
5 = historic Sardinia
6 = historic Caucasus
7 = historic France
8 = recent Pyrenees



Conclusion

• Clear separation of the Corsican Bearded Vulture from the rest of 
the populations

• Mainly due to the isolation of the population and reduction 
population size

• Very low genetic diversity in the Corsican population
• High inbreeding level and low effective population size
• Effects of the genetic composition not possible to be investigated



Outlook

• Analysis samples collected from 2017 onwards
• Investigate the full genome (genomics)
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