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MtDNA haplotype networks of
three major evolutionary groups of red king crab.
Size is proportional to haplotype frequency.
Open circles indicate observed haplotypes.
Closed circles are hypothetical, but unobserved
haplotypes. Grey haplotypes are unique to a particular group.
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Left: Bayesian skyline plots of demographic history of three major groups of
red king crab.
Right: Simulations using Pleistocene temperature model based on oxygen
isotopes in Antarctic ice cores (Joucel et al 2007).
Inference: Any genetic signal of past population swings is lost after one last
glacial cycle.

scale, as is presently implemented. Conservation goals
should focus on regional groups of populations.
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