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Population genetic analyses of North
Atlantic humpback whales

The project is the first known study of
single nucleotide polymorphisms in a
population genetic study on humpback
whales and could give suggestions about
fine scale population structuring within a
population of highly flexible cetaceans
with a complex life cycle.
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North icetand 1 sommer 2018
« 19 samples taken between 1998 30 2016 by the Marine and

Fredhwater Research insttute, Reytjavk
Genotyping.
» Sex estimation with specific pricvers via PCR
o Sequencing of the mitochondrial (mt) cantrol region
o Ampification of 20 microsatedie markers
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38,14 % females.
o The mt control region was sequenced successfully
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o Genetic and alleic dersity indicates a moderate overall genetic
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* Weidentified a \otal of 16 different haplotypes (Figure 2)
* Haglotype diversty: 1.1% and 25 polymorphic sites within 544 bp
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Separated by min. 11 and max. 21 permutations
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