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Thewavailabilitywofwcompletewhumanwgenomewsequenceswfromwpopulationswacrosswthewworldwhaswgivenw

risew tow neww populationw geneticw inferencew methodsw thatw alloww unprecedentedw insightw intow humanw

populationwhistoryNwWewshowwtwowmethods9wMSMCEwexplicitlywmodelingwancestralwrelationshipswunderw

recombinationw andw mutationw ofw multiplew genomew sequencesEw andw rarecoalEw inferingw populationw

historywandwidentifyingwfineDscalewgeneticwancestrywfromwrarewgeneticwvariantsN

Thew resultsw suggestw thatw thew geneticw separationw ofw nonDAfricanw ancestorsw fromw Africanw Yorubanw

ancestorsw startedw longw beforew ZRERRRw yearsw agow andw givew informationw aboutw humanw populationw

historywaswrecentwaswLERRRwyearswagoEw includingwthewbottleneckwinwthewpeoplingwofwthewAmericaswandw

separationsw withinw AfricaEw Eastw Asiaw andw EuropeNw Wew alsow showw thatw thew ancientw DNAw ofw Britishw

skeletonw samplesw fromw AngloDSaxonw eraw arew closelyw relatedw tow modernw Dutchw andw Danishw

populationsEwwhilewIronwAgewsampleswsharewancestorswwithwmultiplewNorthernwEuropeanwpopulationsw

includingwBritainN

How genomes help us 
understand human history


