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There follows an annotated bibliography. It is extensive, but still far from com-
plete. | have separated the primary sources which form a less intimidating list. If
I have the energy I’ll add a section related to the seminar at a later date.
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‘Fisher-Wright’ noise driven by white noise. In one dimension this is what
comes out of applying the diffusive rescaling to the stepping stone model.
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first guess is that one might replace white noise by ‘coloured’ noise. The
equation does then have a solution, but this is not the equation that one
obtains by rescaling the obvious individual based models with correlated
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Press, Oxford, 1930. That the rate of adaptation depends on the variance
of the fitness in the population is a rewording of Fisher’s fundamental
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