
Chapter 9: Solutions to Problems 1-8, Pg 522 
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3. Lumped 
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When subdivided populations are lumped together, there is a deficiency of heterozygotes 
and an excess of homozygotes relative to a randomly mating population.  This is known 
as the Wahlund effect. 
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‘The estimate of gene flow assume that the effects of selection and genetic drift on allelic 
frequencies are negligible relative to the amount of gene flow.’ 
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This value indicates a low level of genetic differentiation but does not account for the 
non-overlapping set of alleles. 
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The high level of maternal gene flow results in a low overall FST. 
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