
14th European Vertebrate Management Conference, Ankaran, Slovenia, 2025 
 

96 

Taxonomy and genetics  
Status of rock partridge (Alectoris graeca) on the east coast of the 
Adriatic Sea 
Rezić, Andrea1*; Bužan, Elena2,3; Gančević, Pavao4; Fabijanić, Nera5; Pobega, Urška2; Šprem, 
Nikica1 
1  University of Zagreb, Faculty of Agriculture, Department of Fisheries, Apiculture, Wildlife Management and 

Special Zoology, Zagreb, Croatia  
2  University of Primorska, Faculty of Mathematics, Natural Sciences and Information Technologies, Koper, 

Slovenia 
3  Faculty of Environmental Protection, Velenje, Slovenia 
4  University of Split, Undergraduate Study of Mediterranean Agriculture, Split, Croatia 
5  Croatian Hunting Federation, Zagreb, Croatia  
* arezic@agr.hr  

DOI: 10.20315/evmc.2025.080   

The rock partridge (Alectoris graeca) is a mountain bird endemic to Europe. It is found in the Alps, the 
central and southern Apennines, Sicily in Italy, the Balkans, Albania, and Greece. In this distribution 
area, it mainly inhabits rocky areas and prefers dry, open habitats with sparse vegetation. Since 1950, 
rock partridge populations have declined across its range, with an estimated decline of almost 30% 
between 2011 and 2021, resulting in the species being classified as Near Threatened (NT) in both 
Europe and the EU28. The species was once widespread along the eastern coast of the Adriatic, but 
has disappeared from many of these areas due to various threats, including the abandonment of 
traditional farming practices in mountainous areas and habitat loss due to intensive agriculture. In 
addition, there is the overuse of pesticides, persistent drought, increasing predator populations, 
overhunting, and poaching. In some regions, such as the Alps, the Italian Apennines and Greece, these 
threats have led to the extinction of local populations. 

To counteract this decline, captive-bred partridges, often chukars (Alectoris chukar) or hybrids between 
chukars and rock partridges, have been released on a large scale to replace native rock partridges. 
These releases have often occurred without a thorough assessment of hybridization risks, raising 
serious concerns about genetic pollution and the long-term conservation of rock partridge.  Genetic 
admixture and introgression can disrupt local adaptations and potentially lead to population declines. 
Visual inspection alone cannot reliably determine the true origin or genetic differences of captive-bred 
partridges; therefore, genetic analysis provides a more accurate method to obtain this crucial 
information. Therefore, we studied the genetic makeup of rock partridges at 32 locations along the 
eastern Adriatic coast using 20 microsatellite markers to analyse genetic variation and population 
structure. This data can also serve as a basis for future genetic monitoring and conservation initiatives 
and help to ensure the long-term viability of the species. 
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In Europe, Alpine ibex (Capra ibex) was on the brink of extinction in the 19th century, with the only 
surviving population in Gran Paradiso, Italy, which numbered around 100 individuals. Extreme historical 
bottleneck and founder effect have strongly shaped the genetic make-up of recent reintroduced 
populations across Alpine arc. The two only existing populations in Slovenia, i.e. in the Kamnik-Savinja 
Alps and the Julian Alps, were established by individuals originating from Gran Paradiso as well as from 
Swiss and Austrian populations, reintroduced before also from Gran Paradiso in the 19th and 20th 
centuries. Past analysis of mitochondrial and immunogenetic diversity from recent samples revealed 
limited haplotype variation in Alpine ibex from Slovenia, with only one predominant mitochondrial 
haplotype present in both the Julian Alps and the Kamnik-Savinja Alps. The MHC genetic diversity in 
the same populations showed presence of only one functional allele (Caib-DRB*01). 

The aim of this study was to investigate the signatures of inbreeding depression associated with 
founder events and population isolation in both populations using whole-genome sequencing at a      
15-fold depth. Additionally, we included publicly available data on Alpine ibex from the NCBI database. 
Our analysis encompassed approximately 1 million unlinked nuclear SNPs as well as independent 
analyses of whole mtDNA and the Y chromosome. We demonstrated that, despite the rapid recovery 
of Slovenian populations and their increase in abundance during the 1960s, Alpine ibex exhibit 
persistent genomic signatures of historical bottlenecks, reintroduction events, and recent population 
declines. This is reflected in a low level of genome-wide genetic diversity compared to other established 
populations across the Alps. Our results highlight the urgent need to follow the results of the recent 
scientific research confirming that Alpine ibex is native to Slovenia; based on this, conservation actions 
aimed at improving genetic diversity of the species should be implemented as soon as possible. This is 
essential for increasing population viability and resistance to diseases. 
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