Figure S5 Estimating the rate of degredation of EHH. We plotted the EHH at increasing genetic distance away from CCR5-(32 in order to estimate the rate of degradation of EHH.   There was high correlation between EHH and genetic distance (measured by observed historical recombination distance), giving an associated EHH degradation rate in each direction. Using the degradation rate we could then estimate the extended haplotype length (EHL) the genetic distance at which the EHH degrades to a specified value.  We did the same analysis for our comparison datasets from the HapMap and simulations.  
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