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Figure 1: Higher migration leads to higher rate of increase in inversion frequency. Each line is the mean
frequency of inverted chromosomes in the peripheral population from ten runs where the inversion is not
lost. To be comparable with the results of [2] all migrants are maladapted to the peripheral environment
(so S0 is irrelevant) and fitness is calculated multiplicatively. Other parameters: r = 0.5, ti = 10, ni = 2,
m0 = 0, S1 = 500 and s = 1.

D = 0.05, p = 0.25). The inversion frequencies in the core population were significantly lower (p̄f = 0.0006,

SD(pf ) = 0.001; Mann-Whitney U test, W ∼ 0, p < 0.001) and not normally distributed (one sample

Kolmogorov-Smirnov test, D ∼ 1, p < 0.001) compared to those in the peripheral population.

Linear regression of the predictors on pf for the peripheral population showed m1, s and ni to be

significant determinants of final inversion frequency (Table 1).

Table 1: Factors affecting final inversion frequency in the peripheral population. This analysis includes only
runs ending in polymorphism.*

Coefficient Estimate Std. Error t P
Intercept −8.5 × 10−2 0.7 -0.12 0.90
S0 1.7 × 10−5 4.5 × 10−5 0.38 0.71
S1 8.2 × 10−5 9.2 × 10−5 0.89 0.38
m0 12.0 20.4 0.59 0.56
m1 -0.9 4.2 × 10−2 -22.22 < 0.0001
r 0.5 0.3 1.44 0.15
s 2.8 × 10−2 2.4 × 10−3 11.78 < 0.0001
ti 2.1 × 10−3 2.3 × 10−3 0.91 0.36
ni 1.5 × 10−2 1.5 × 10−3 9.86 < 0.0001

* Residual standard error = 0.104 on 376 d.f.; multiple r2 = 0.64; F = 82.33 on 8 and 376 d.f., P < 0.0001
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