
Fregene datasets: 'Population B'Summary of modelling assumptions used to simulatethe subdivided population.Population B mimis the evolution of 10.5K diploid individuals along 200K generations. Eahsequene is 20 Mb long. The population is subdivided into three equal-sized subpopulations(eah ontaining 7K sequenes). Migration between subpopulations is onsidered as isotropiand the ommon migration rate per sequene is set suh that the Fst, measuring the genetidistane between subpopulation, equals 10%. Two simulations are available: one neutral(see results in Output_neutral) and one with seletion (see results in Output_seleted).Sripts used to generate these simulations are also provided (fregene_POPNB_neutral.shand fregene_POPNB_sel.sh respetively). Modelling assumptions are reorded in the input�les (in Input diretory) and summarized below. Finally some R sripts that generate �guresdesribing these simulations an be found in R_Sripts together with the orresponding �gures(in Figures). General parametersChromosome Length 20 Mb# Generations 200, 000# Sequenes 21, 000Per-site mutation rate 2.3 × 10−8Reombination modelPer site rossover rate: 1.1 × 10−8Per site Gene onversion rate: 4.5 × 10−9Proportion of reombinationevents ourring in hotspots 80%Hotspot length: 2.0kbGene onversion length: 0.5kbMean distane between hotspots: 8.5kbSeletion parameters (if appliable)Prop. of sites under seletion: 5 × 10−4Proportion of seleted sitesloally under seletion: 0.5Mean # generations beforeseleted sites are swithed o� 50, 000seletion oe�ient: s ∼ 0.1 ×N (0.005, 0.052)
+0.9 ×N (−0.01, 0.0052)dominane oe�ient: h ∼ 0.8 ×N (0.5, 0.2)
+0.3 ×N (1.2, 0.22)1


