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The nearshore waters of the Falkland (Malvinas) Islands host a unique, and perhaps uniquely abundant, 
community of Commerson’s dolphins and Peale’s dolphins. Both species appear to be island-dependent, 
year-round and are observed foraging in the dense kelp forests within a few hundred meters of shore. The 
Falkland (Malvinas) Islands have no history of inshore fisheries and thus, no fisheries related mortality 
(bycatch) that threatens coastal dolphins in other parts of the world (e.g., Chilean dolphins and the New 
Zealand Hector’s and Maui dolphins). Here we report the first genetic characterization of Commerson’s and 
Peale’s dolphins around the West and East Falkland (Malvinas) Islands. Genetic samples were collected 
with a minimally intrusive biopsy dart during boat surveys in early 2017. From a total of 60 samples of 
Commerson’s dolphins and 59 samples of Peale’s dolphins, we used microsatellite genotypes to identify 
52 individuals and 51 individuals, respectively (no further analyses were performed with these nuclear data). 
From the mtDNA sequences we resolved 8 maternal lineages for the Commerson’s and 11 for the Peale’s 
dolphins. We found no evidence of population differentiation between the east and west islands for the 
Commerson’s but highly significant difference between islands for the Peale’s dolphins. We found only 
limited sharing of mtDNA haplotypes with populations of both species from South America. Interestingly, 
the population of Peale’s dolphins from West Falkland (Malvinas) Island showed greater differentiation with 
East Falkland (Malvinas) Island than with samples from South America. The diversity of mtDNA lineages 
was low for the Commerson’s dolphins from the Falkland (Malvinas) Islands and there was no sharing of 
lineages with the subspecies of Commerson’s dolphin found at the Kerguelen Islands in the Indian Ocean. 
These patterns are consistent with an island-associated, founder event followed by genetic isolation from 
conspecific populations  
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