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Abstract

The scaled recombination parameter $ρ$isoneofthekeyparameters,
turningupfrequentlyinpopulationgeneticmodels.Accurateestimatesof$ρ$aredifficulttoobtain, asrecombinationeventsdonotalwaysleavetracesinthedata.Oneofthemostwidelyusedapproachesiscompositelikelihood.Hereweshowthatpopularimplementationsofcompositelikelihoodestimatorscanoftenbeuniformlyimprovedbyoptimizingthetrade−
offbetweenbiasandvariance.Theamountofpossibleimprovementdependsonparameterssuchasthesequencelength, thesamplesize, andthemutationrate, andcanbeconsiderableinsomecases.ItturnsoutthatABC,withcompositelikelihoodasasummarystatistic, alsoleadstoimprovedestimates, butnowintermsoftheposteriorrisk.F inally, wedemonstrateapracticalapplicationonrealdatafromhumanpopulationsandDrosophila.
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