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Figure 1.1: Population growth dynamics in a simplified batch culturemodel. In this example,∆t = 10 genenerations and

N b = 104 cells.
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Figure 1.2: A toymodel of spontaneousmutation. Themutant phenotype is controlled by the value of a particular site in

the genomewhichmutates at rateµ. Neglecting the remaining sites, we can approximate the population as a collection of

single-site genomes, each of which can be in themutant or wildtype state.
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Figure 1.3: Genetic divergence between ancestral and evolved DNA sequences. In this example, the average divergence is

dN ≈ 2/22.
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Figure 1.4: A schematic illustration of the three distinct frequency regimes in Eq. (1.4) in the limit thatNs ≫ 1. Genetic
drift is only negligible in themiddle region.
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Figure 1.5: Genetic diversity in a sample of contemporary DNA sequences. Fixedmutations are shown in blue and polymor-

phic mutations are shown in red.
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Figure 1.6: (A) Genealogy for a sample ofn = 2 individuals, which traces the line of descent back in time until the lineages

``coalesce'' into their most recent common ancestor. Mutations that occur before coalescence (red circle) are polymorphic.

(B) Genealogy for a sample ofn = 4 individuals. The redmutation is present in i = 2 of then individuals.
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