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Introduction
Genus Eubalaena includes three species. All of them went 
through bottleneck effect as they were hunted intensively.
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Goals
 ¾ To study the population genetics parameters of the SA 

population and characterize the migratory movement and 
trophic ecology.

 ¾ To research the impact of the bottleneck effect and the 
population recovery.

Sample collection
Combination of non-invasive and mini-invasive methods under 

permits RES2016/99 & RES2017/89 (DEA).

Biopsies

Citizen science & non-invasive sampling

Conclusions
 ¾ Sustained genetic variation in southern right whale, probably 

related to founder-flush demography.

 ¾ Complex population structure likely underlaid by site fidelity;  
the evolution of particular subpopulations and potential 
admixture will be studied by:

• Analysing another 200 samples from season 2017 and  
historical samples from different locations in SA and from 
comparative populations from other continents.

• Integration with genomic and phenotypic data, e. g.  
analyses of lipid composition and stable isotopes.
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Genetic analysis
mtDNA – D-Loop 

microsatellites – 17 loci 
TLR4 gene

Results
Analyses of nuclear markers indicate 
population substructure, up to 
5  subpopulations. The Ho  is  0.780 and 
He  is  0.789. These values are similar 
to Australia / NZ population (Ho  0.763;  
He  0.764). Data from Argentina have 
not been published.

 ¾ Both mitochondrial haplogroups 
included, mitochondrial variation 
(haplotype diversity 0.961) is 
relatively high compared to other 
populations, (Argentina  0.947; 
Australia  0.737; NZ  0.595) and 
species (North Atlantic right whale 
E.  glacialis Hd = 0.698). 
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K = 5 Results from Bayesian 
clustering analysis of 
microsatellite data performed 
in the software Structure.

Legend:
Each column represents one 
sample. For each label the 
first code is the name of the 
sample, the second represents 
the cluster on the mtDNA tree, 
the third shows the month of 
the migration in the season, 
M or F represents the sex and 
last shows the genotype of 
TLR4 gene.

Phylogenetic reconstruction among mtDNA haplotypes 
from southern right whales in South Africa, Argentina, 
New Zealand and Australia nursery grounds. The tree 
was counted in MEGA7 software, using Neighbour-
joining statistical method and Boothstrap method (1,000 
replications) as a test of phylogeny. Codes adjacent to 
branches represent haplotype designations. The tree is 
rooted with a sequence from the Balaena mysticetus,  
E. glacialis and E. japonica.




