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The World’s lion population has dropped dramatically during the last 50 years and only 

around 25 000 individuals remain in Sub-Saharan Africa. Habitat loss and human conflicts 

are the biggest current threats to lion populations, thus it is important to protect the remaining 

lions which will most likely only survive within protected areas. The lion is the only cat 

species to exhibit social behaviour. Female groups are called prides, whereas male groups are 

called coalitions. The social behaviour of lions is characterised by group hunting, cubs rearing 

and defence of a territory against intruders. Hence, understanding of their social behaviour 

and mating system will contribute to our knowledge of factors that keep lion populations 

stable and healthy.  

It is often possible to estimate parental relationship in females from behavioural observations 

in the field as females rear their cubs and display motherhood behaviour. However, males 

spend little time with the females and their cubs. Therefore, it is very difficult to infer 

relatedness patterns between male lions and their offspring. Genetic data now allow us to 

determine accurately the relatedness among a set of individuals and thus to infer social 

structure and behaviour within different groups. 

When sub-adult male and female lions reach maturity (around 3 to 4 years old), they usually 

leave their mother pride and disperse to find their own territory to settle. However, finding a 

free territory can be very difficult for a young lion and they might travel long distances. When 

lions disperse, establish a territory and reproduce, they bring a new set of genes into an area, a 

phenomena called gene flow. Knowledge of gene flow contributes to our understanding of 

population structure and dispersal patterns and thus helps us to understand the mechanisms 

behind the dispersal of sub-adults. 

This study focused on assessing the genetic diversity of a lion population in Hwange National 

Park, Zimbabwe. This study population showed high genetic diversity which can be 

interpreted as a sign of a healthy population. Females seem to disperse from their maternal 

pride but stayed close to their relatives. Whereas, males disperse longer distances and are 

responsible for the high levels of gene flow across the park. Female’s prides contain mostly 

unrelated individuals; however male’s coalitions were composed of highly related lions, such 

as siblings. These novel findings differ from previous studies in Tanzania. I also found strong 

evidence that individuals might have migrated from outside the study area and established a 

territory within Hwange National Park, bringing new genes into the population. The 

population structure was deducted using different spatial genetic analyses. There was strong 

evidence that the population of lions in the park can be attributed to two genetically different 

clusters, mainly due to lions’ behaviour but might be caused also by landscape. 

Thus those results of my thesis significantly add to our knowledge on the ecology and 

conservation of lions 
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