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Genomlc population structure of the common dolphln -

(Delphinus delphis) in the North-East Atlantic ocean
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* Significant dolphin mortality events in the Bay of Biscay (BoB) since the 1990’s, common dolphins (D. delphis) are most affected [1].
e Strandings have surged since 2016, the main cause of death being accidental capture by fishing gear [1].

* Several thousands of dolphins are affected each year; this mortality rate could threaten common dolphin populations in the North-east
Atlantic Ocean [1].

* Knowledge is incomplete to understand the factors behind these accidental captures and their increase.
* Population structure provides crucial information for the determination of management units.

* EXIsting research did not find significant genetic population structure Iin the North Atlantic, using mitochondrial DNA, and nuclear

microsatellite markers [2, 3].
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