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59 xlteringMtheMyindingMPropertiesMofMPR~MpMPartiallyMRestoresMFertilityMacrossMtheMSpeciesMyoundarydM
MolecularpBiologypandpEvolutionbM2021bMiobMllllcllmh 8.3 0

58 PlatypusMandMechidnaMgenomesMrevealMmammalianMbiologyMandMevolutiondMNaturebM2021bMlphbMnlmcnmh 50.4 28
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2.4 2
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49 IdentifyingMlociMaffectingMtraitMvariabilityMandMdetectingMinteractionsMinMgenomecwideMassociationM
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45 yayesianManalysisMofMgeneticMassociationMacrossMtreecstructuredMroutineMhealthcareMdataMinMtheMUKM
yiobankdMNaturepGeneticsbM2017bMkpbMgiggcgigo 36.3 38

44 SequenceMdataMandMassociationMstatisticsMfromMghbpkfMtypeMhMdiabetesMcasesMandMcontrolsdMScientificp
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43 MultipleMnovelMgenecbycenvironmentMinteractionsMmodifyMtheMeffectMofMFTOMvariantsMonMbodyMmassM
indexdMNaturepCommunicationsbM2016bMnbMghnhk 17.4 94
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42 PolymorphismMinMaMlincRNxMxssociatesMwithMaM~oubledMRiskMofMPneumococcalMyacteremiaMinMKenyanM
zhildrendMAmericanpJournalpofpHumanpGeneticsbM2016bMpobMgfphcggff 11 30

41 RecengineeringMtheMzincMfingersMofMPR~MpMreversesMhybridMsterilityMinMmicedMNaturebM2016bMlifbMgngcgnm 50.4 135
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34 xMglobalMreferenceMforMhumanMgeneticMvariationdMNaturebM2015bMlhmbMmocnk 50.4 8599

33 MulticohortManalysisMofMtheMmaternalMageMeffectMonMrecombinationdMNaturepCommunicationsbM2015bMmbMnokm17.4 21

32 zlassMIIMHLxMinteractionsMmodulateMgeneticMriskMforMmultipleMsclerosisdMNaturepGeneticsbM2015bMknbMggfncgggi36.3 215

31  xomeMsequencingMidentifiesMrareML~LRMandMxPOxlMallelesMconferringMriskMforMmyocardialMinfarctiondM
NaturebM2015bMlgobMgfhcm 50.4 463

30 ProgressMandMpromiseMinMunderstandingMtheMgeneticMbasisMofMcommonMdiseasesdMProceedingspofpthep
RoyalpSocietypB:pBiologicalpSciencesbM2015bMhohbMhfglgmok 4.4 98

29 WhereMNextMforMGeneticsMandMGenomicsvdMPLoSpBiologybM2015bMgibMegffhhgm 9.7 8

28 zlinicalMwholecgenomeMsequencingMinMsevereMearlyconsetMepilepsyMrevealsMnewMgenesMandMimprovesM
molecularMdiagnosisdMHumanpMolecularpGeneticsbM2014bMhibMihffcgg 5.6 179

27 TheMcorrelationMbetweenMreadingMandMmathematicsMabilityMatMageMtwelveMhasMaMsubstantialMgeneticM
componentdMNaturepCommunicationsbM2014bMlbMkhfk 17.4 54

26 HomozygousMmicrodeletionMofMexonMlMinMZNFhnnMinMaMgirlMwithMspecificMlanguageMimpairmentdM
EuropeanpJournalpofpHumanpGeneticsbM2014bMhhbMggmlcng 5.3 22
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24 zhoiceMofMtranscriptsMandMsoftwareMhasMaMlargeMeffectMonMvariantMannotationdMGenomepMedicinebM2014bM
mbMhm 14.4 125

23 zommonMvariantsMinMtheMHLxc~RygcHLxc~QxgMHLxMclassMIIMregionMareMassociatedMwithMsusceptibilityM
toMvisceralMleishmaniasisdMNaturepGeneticsbM2013bMklbMhfocgi 36.3 76

22 IdentificationMofMmultipleMriskMvariantsMforMankylosingMspondylitisMthroughMhighcdensityMgenotypingM
ofMimmunecrelatedMlocidMNaturepGeneticsbM2013bMklbMnifco 36.3 551

21 GenomecwideMassociationMstudyMidentifiesMaMvariantMinMH~xzpMassociatedMwithMlargeMvesselMischemicM
strokedMNaturepGeneticsbM2012bMkkbMihocii 36.3 314

20 GeneticMriskMandMaMprimaryMroleMforMcellcmediatedMimmuneMmechanismsMinMmultipleMsclerosisdMNaturebM
2011bMknmbMhgkcp 50.4 1948

19 GenomecsequencingManniversarydMMakingMsenseMofMtheMdatadMSciencebM2011bMiigbMgfhkcl 33.3 5

18 ~riveMagainstMhotspotMmotifsMinMprimatesMimplicatesMtheMPR~MpMgeneMinMmeioticMrecombinationdM
SciencebM2010bMihnbMonmcp 33.3 465

17 xMflexibleMandMaccurateMgenotypeMimputationMmethodMforMtheMnextMgenerationMofMgenomecwideM
associationMstudiesdMPLoSpGeneticsbM2009bMlbMegffflhp 6 2866

16 ProgressMandMchallengesMinMgenomecwideMassociationMstudiesMinMhumansdMNaturebM2008bMklmbMnhocig 50.4 286

15 GenomecwideMstrategiesMforMdetectingMmultipleMlociMthatMinfluenceMcomplexMdiseasesdMNaturep
GeneticsbM2005bMinbMkgicn 36.3 730

14 xppealingMstatisticsdMSignificancebM2005bMhbMkmcko 0.5 14

13 ReplyMtoMOGenomicMzontrolMtoMtheMextremeOdMNaturepGeneticsbM2004bMimbMggigcggig 36.3 6

12 LikelihoodsMandMsimulationMmethodsMforMaMclassMofMnonneutralMpopulationMgeneticsMmodelsdMGeneticsbM
2001bMglpbMolicmn 4 28

11  stimatingMrecombinationMratesMfromMpopulationMgeneticMdatadMGeneticsbM2001bMglpbMghppcigo 4 222

10 MicrosatelliteMmutationsMandMinferencesMaboutMhumanMdemographydMGeneticsbM2000bMglkbMgnpicofn 4 27

9 InferenceMofMpopulationMstructureMusingMmultilocusMgenotypeMdatadMGeneticsbM2000bMgllbMpklclp 4 22315
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