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i Paper IF Citations

146 LeveragingMfineamappingMandMmultipopulationMtrainingMdataMtoMimproveMcrossapopulationMpolygenicM
riskMscoresbbMNaturenGeneticsYM2022YMihYMhidahil 36.3 3

145 SingleacellMeQTLMmodelsMrevealMdynamicMTMcellMstateMdependenceMofMdiseaseMlocibbMNatureYM2022YM 50.4 4

144 miqo raphnMfittingMadmixtureMgraphsMusingMmixedaintegerMquadraticMoptimizationbMBioinformaticsYM
2021YMgkYMfhllafhmd 7.2 2

143 IncorporatingMfunctionalMpriorsMimprovesMpolygenicMpredictionMaccuracyMinMUKMviobankMandMfgandMeM
dataMsetsbMNaturenCommunicationsYM2021YMefYMjdif 17.4 7

142 IdentifyingMdiseaseacriticalMcellMtypesMandMcellularMprocessesMacrossMtheMhumanMbodyMbyMintegrationM
ofMsingleacellMprofilesMandMhumanMgeneticsM2021YM 6

141 IdentifyingMlociMwithMdifferentMalleleMfrequenciesMamongMcasesMofMeightMpsychiatricMdisordersMusingM
wwa WuSbMNaturenGeneticsYM2021YMigYMhhiahih 36.3 16

140  enomeawideMenhancerMmapsMlinkMriskMvariantsMtoMdiseaseMgenesbMNatureYM2021YMimgYMfglafhg 50.4 45

139 wOVIxaemMtissueMatlasesMrevealMSuRSawoVafMpathologyMandMcellularMtargetsbMNatureYM2021YMimiYMedkaeeg 50.4 124

138 ystimatingMheritabilityMandMitsMenrichmentMinMtissueaspecificMgeneMsetsMinMadmixedMpopulationsbM
HumannMolecularnGeneticsYM2021YMgdYMeifeaeigh 5.6 6

137 PopulationaspecificMcausalMdiseaseMeffectMsizesMinMfunctionallyMimportantMregionsMimpactedMbyM
selectionbMNaturenCommunicationsYM2021YMefYMedml 17.4 16

136 uMsingleacellMandMspatialMatlasMofMautopsyMtissuesMrevealsMpathologyMandMcellularMtargetsMofM
SuRSawoVafM2021YM 15

135 wOMvININ MuNwIyNTMxNuMuNxMRuxIOwuRvONMxuTIN MxuTuMTOMINwRyuSyMwHRONOLO IwuLM
uwwURuwYbMJournalnofnArchaeologicalnScienceYM2021YMeggYMedihifaedihif 2.9 1

134 QuantifyingMgeneticMeffectsMonMdiseaseMmediatedMbyMassayedMgeneMexpressionMlevelsbMNaturen
GeneticsYM2020YMifYMjfjajgg 36.3 69

133 uncientMWestMufricanMforagersMinMtheMcontextMofMufricanMpopulationMhistorybMNatureYM2020YMikkYMjjiajkd 50.4 47

132 unnotationsMcapturingMcellMtypeaspecificMTzMbindingMexplainMaMlargeMfractionMofMdiseaseMheritabilitybM
HumannMolecularnGeneticsYM2020YMfmYMedikaedjk 5.6 7

131 zunctionallyMinformedMfineamappingMandMpolygenicMlocalizationMofMcomplexMtraitMheritabilitybMNaturen
GeneticsYM2020YMifYMegiiaegjg 36.3 45

130 ImprovingMtheMtransaancestryMportabilityMofMpolygenicMriskMscoresMbyMprioritizingMvariantsMinMpredictedM
cellatypeaspecificMregulatoryMelementsbMNaturenGeneticsYM2020YMifYMeghjaegih 36.3 37
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129 yvaluatingMtheMinformativenessMofMdeepMlearningMannotationsMforMhumanMcomplexMdiseasesbMNaturen
CommunicationsYM2020YMeeYMhkdg 17.4 7

128  vuTnMaMgeneabasedMassociationMtestMforMrobustMdetectionMofMtransageneMregulationbMGenomenBiologyYM
2020YMfeYMfee 18.3 3

127 ImprovingMtheMinformativenessMofMMendelianMdiseaseaderivedMpathogenicityMscoresMforMcommonM
diseasebMNaturenCommunicationsYM2020YMeeYMjfil 17.4 2

126 LiabilityMthresholdMmodelingMofMcaseacontrolMstatusMandMfamilyMhistoryMofMdiseaseMincreasesM
associationMpowerbMNaturenGeneticsYM2020YMifYMiheaihk 36.3 21

125 zunctionalMdiseaseMarchitecturesMrevealMuniqueMbiologicalMroleMofMtransposableMelementsbMNaturen
CommunicationsYM2019YMedYMhdih 17.4 8

124 SharedMheritabilityMandMfunctionalMenrichmentMacrossMsixMsolidMcancersbMNaturenCommunicationsYM2019
YMedYMhge 17.4 45

123 PolygenicMadaptationMonMheightMisMoverestimatedMdueMtoMuncorrectedMstratificationMinMgenomeawideM
associationMstudiesbMELifeYM2019YMlYM 8.9 166

122  enesMwithMHighMNetworkMwonnectivityMureMynrichedMforMxiseaseMHeritabilitybMAmericannJournalnofn
HumannGeneticsYM2019YMedhYMlmjameg 11 19

121 IMPuwTnM enomicMunnotationMofMwellaStateaSpecificMRegulatoryMylementsMInferredMfromMtheM
ypigenomeMofMvoundMTranscriptionMzactorsbMAmericannJournalnofnHumannGeneticsYM2019YMedhYMlkmalmi 11 21

120
xiseaseMHeritabilityMynrichmentMofMRegulatoryMylementsMIsMwoncentratedMinMylementsMwithMuncientM
SequenceMugeMandMwonservedMzunctionMacrossMSpeciesbMAmericannJournalnofnHumannGeneticsYM2019YM
edhYMjeeajfh

11 29

119 yxtremeMPolygenicityMofMwomplexMTraitsMIsMyxplainedMbyMNegativeMSelectionbMAmericannJournalnofn
HumannGeneticsYM2019YMediYMhijahkj 11 76

118 ReconcilingMSaLxSwMandMLxuKMfunctionalMenrichmentMestimatesbMNaturenGeneticsYM2019YMieYMefdfaefdh 36.3 40

117 QuantificationMofMfrequencyadependentMgeneticMarchitecturesMinMfiMUKMviobankMtraitsMrevealsMactionM
ofMnegativeMselectionbMNaturenCommunicationsYM2019YMedYMkmd 17.4 55

116 LeveragingMPolygenicMzunctionalMynrichmentMtoMImproveM WuSMPowerbMAmericannJournalnofnHumann
GeneticsYM2019YMedhYMjiaki 11 348

115 MultiethnicM enomeaWideMussociationMStudyMofMxiabeticMRetinopathyMUsingMLiabilityMThresholdM
ModelingMofMxurationMofMxiabetesMandM lycemicMwontrolbMDiabetesYM2019YMjlYMhheahij 0.9 31

114 ystimatingMcrossapopulationMgeneticMcorrelationsMofMcausalMeffectMsizesbMGeneticnEpidemiologyYM2019YM
hgYMeldaell 2.6 25

113 QuantitativeManalysisMofMpopulationascaleMfamilyMtreesMwithMmillionsMofMrelativesbMScienceYM2018YMgjdYMekeaeki33.3 94

112 HeritabilityMenrichmentMofMspecificallyMexpressedMgenesMidentifiesMdiseasearelevantMtissuesMandMcellM
typesbMNaturenGeneticsYM2018YMidYMjfeajfm 36.3 400

(2018-2020)
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111 TranscriptomeawideMassociationMstudyMofMschizophreniaMandMchromatinMactivityMyieldsMmechanisticM
diseaseMinsightsbMNaturenGeneticsYM2018YMidYMiglaihl 36.3 222

110 ReconstructingMtheMgeneticMhistoryMofMlateMNeanderthalsbMNatureYM2018YMiiiYMjifajij 50.4 138

109 xiscussionnMureMtheMOriginsMofMIndoayuropeanMLanguagesMyxplainedMbyMtheMMigrationMofMtheM
YamnayaMwultureMtoMtheMWestsbMEuropeannJournalnofnArchaeologyYM2018YMfeYMgaek 0.7 10

108 unalysisMofMsharedMheritabilityMinMcommonMdisordersMofMtheMbrainbMScienceYM2018YMgjdYM 33.3 666

107 InsightsMintoMclonalMhaematopoiesisMfromMlYghfMmosaicMchromosomalMalterationsbMNatureYM2018YMiimYMgidagii50.4 144

106 HighathroughputMinferenceMofMpairwiseMcoalescenceMtimesMidentifiesMsignalsMofMselectionMandM
enrichedMdiseaseMheritabilitybMNaturenGeneticsYM2018YMidYMegeeaegek 36.3 32

105 MixedamodelMassociationMforMbiobankascaleMdatasetsbMNaturenGeneticsYM2018YMidYMmdjamdl 36.3 297

104 zunctionalMarchitectureMofMlowafrequencyMvariantsMhighlightsMstrengthMofMnegativeMselectionMacrossM
codingMandMnonacodingMannotationsbMNaturenGeneticsYM2018YMidYMejddaejdk 36.3 72

103 xistinguishingMgeneticMcorrelationMfromMcausationMacrossMifMdiseasesMandMcomplexMtraitsbMNaturen
GeneticsYM2018YMidYMekflaekgh 36.3 137

102 uMgenomeawideMassociationMstudyMsuggestsMnewMevidenceMforManMassociationMofMtheMNuxPHMOxidaseM
hMUNOXhVMgeneMwithMsevereMdiabeticMretinopathyMinMtypeMfMdiabetesbMActanOphthalmologicaYM2018YMmjYMeleeaelem3.7 36

101 xetectingMgenomeawideMdirectionalMeffectsMofMtranscriptionMfactorMbindingMonMpolygenicMdiseaseM
riskbMNaturenGeneticsYM2018YMidYMehlgaehmg 36.3 34

100 ystimationMofM eneticMworrelationMviaMLinkageMxisequilibriumMScoreMRegressionMandM enomicM
RestrictedMMaximumMLikelihoodbMAmericannJournalnofnHumannGeneticsYM2018YMedfYMeeliaeemh 11 55

99 LeveragingMmolecularMquantitativeMtraitMlociMtoMunderstandMtheMgeneticMarchitectureMofMdiseasesMandM
complexMtraitsbMNaturenGeneticsYM2018YMidYMedheaedhk 36.3 67

98  enomicManalysesMidentifyMhundredsMofMvariantsMassociatedMwithMageMatMmenarcheMandMsupportMaMroleM
forMpubertyMtimingMinMcancerMriskbMNaturenGeneticsYM2017YMhmYMlghalhe 36.3 257

97 zunctionalMurchitecturesMofMLocalMandMxistalMRegulationMofM eneMyxpressionMinMMultipleMHumanM
TissuesbMAmericannJournalnofnHumannGeneticsYM2017YMeddYMjdiajej 11 50

96 MixedMModelMussociationMwithMzamilyaviasedMwaseawontrolMuscertainmentbMAmericannJournalnofn
HumannGeneticsYM2017YMeddYMgeagm 11 13

95  eneticallyMxeterminedMPlasmaMLipidMLevelsMandMRiskMofMxiabeticMRetinopathynMuMMendelianM
RandomizationMStudybMDiabetesYM2017YMjjYMgegdagehe 0.9 13

94 LinkageMdisequilibriumadependentMarchitectureMofMhumanMcomplexMtraitsMshowsMactionMofMnegativeM
selectionbMNaturenGeneticsYM2017YMhmYMehfeaehfk 36.3 204
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93 MultiethnicMpolygenicMriskMscoresMimproveMriskMpredictionMinMdiverseMpopulationsbMGeneticn
EpidemiologyYM2017YMheYMleealfg 2.6 132

92 QuantifyingMtheM eneticMworrelationMbetweenMMultipleMwancerMTypesbMCancernEpidemiologyn
BiomarkersnandnPreventionYM2017YMfjYMehfkaehgi 4 25

91 xissectingMtheMgeneticsMofMcomplexMtraitsMusingMsummaryMassociationMstatisticsbMNaturenReviewsn
GeneticsYM2017YMelYMeekaefk 30.1 252

90
LxMHubnMaMcentralizedMdatabaseMandMwebMinterfaceMtoMperformMLxMscoreMregressionMthatMmaximizesM
theMpotentialMofMsummaryMlevelM WuSMdataMforMSNPMheritabilityMandMgeneticMcorrelationManalysisbM
BioinformaticsYM2017YMggYMfkfafkm

7.2 541

89 wontributionMofMcopyMnumberMvariantsMtoMschizophreniaMfromMaMgenomeawideMstudyMofMheYgfeM
subjectsbMNaturenGeneticsYM2017YMhmYMfkagi 36.3 530

88 ProspectiveMfunctionalMclassificationMofMallMpossibleMmissenseMvariantsMinMPPuR bMNaturenGeneticsYM
2016YMhlYMeikdaeiki 36.3 149

87 ResponseMtoMShenMet´ albMAmericannJournalnofnHumannGeneticsYM2016YMmmYMeffdaeffe 11

86 utlasMofMprostateMcancerMheritabilityMinMyuropeanMandMufricanaumericanMmenMpinpointsM
tissueaspecificMregulationbMNaturenCommunicationsYM2016YMkYMedmkm 17.4 37

85 PopulationMStructureMofMUKMviobankMandMuncientMyurasiansMRevealsMudaptationMatM enesMInfluencingM
vloodMPressurebMAmericannJournalnofnHumannGeneticsYM2016YMmmYMeegdaeegm 11 36

84 xeepMtargetedMsequencingMofMefMbreastMcancerMsusceptibilityMregionsMinMhjeeMwomenMacrossMfourM
differentMethnicitiesbMBreastnCancernResearchYM2016YMelYMedm 8.3 4

83 zastMandMaccurateMlongarangeMphasingMinMaMUKMviobankMcohortbMNaturenGeneticsYM2016YMhlYMleeaj 36.3 148

82 TransethnicM eneticaworrelationMystimatesMfromMSummaryMStatisticsbMAmericannJournalnofnHumann
GeneticsYM2016YMmmYMkjall 11 124

81 ubundantMcontributionMofMshortMtandemMrepeatsMtoMgeneMexpressionMvariationMinMhumansbMNaturen
GeneticsYM2016YMhlYMffam 36.3 184

80 IntegrativeMapproachesMforMlargeascaleMtranscriptomeawideMassociationMstudiesbMNaturenGeneticsYM
2016YMhlYMfhiaif 36.3 843

79 ResponseMtoMxayMetMalbMAmericannJournalnofnHumannGeneticsYM2016YMmlYMgmhai 11 1

78 zastMPrincipalawomponentMunalysisMRevealsMwonvergentMyvolutionMofMuxHevMinMyuropeMandMyastM
usiabMAmericannJournalnofnHumannGeneticsYM2016YMmlYMhijahkf 11 201

77 LocalMJointMTestingMImprovesMPowerMandMIdentifiesMHiddenMHeritabilityMinMussociationMStudiesbM
GeneticsYM2016YMfdgYMeediaej 4 3

76
uMgeneticMmethodMforMdatingMancientMgenomesMprovidesMaMdirectMestimateMofMhumanMgenerationM
intervalMinMtheMlastMhiYdddMyearsbMProceedingsnofnthenNationalnAcademynofnSciencesnofnthenUnitedn
StatesnofnAmericaYM2016YMeegYMijifak

11.5 75
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75 ReferenceabasedMphasingMusingMtheMHaplotypeMReferenceMwonsortiumMpanelbMNaturenGeneticsYM2016YM
hlYMehhgaehhl 36.3 699

74 MetaaunalysisMofMRareMVariantMussociationMTestsMinMMultiethnicMPopulationsbMGeneticnEpidemiologyYM
2016YMhdYMikaji 2.6 6

73  lobalMdiversityYMpopulationMstratificationYMandMselectionMofMhumanMcopyanumberMvariationbMScienceYM
2015YMghmYMaabgkje 33.3 224

72  eneticMevidenceMforMtwoMfoundingMpopulationsMofMtheMumericasbMNatureYM2015YMifiYMedhal 50.4 220

71 MixedMmodelMwithMcorrectionMforMcaseacontrolMascertainmentMincreasesMassociationMpowerbMAmericann
JournalnofnHumannGeneticsYM2015YMmjYMkfdagd 11 47

70 ModelingMLinkageMxisequilibriumMIncreasesMuccuracyMofMPolygenicMRiskMScoresbMAmericannJournalnofn
HumannGeneticsYM2015YMmkYMikjamf 11 649

69 PartitioningMheritabilityMbyMfunctionalMannotationMusingMgenomeawideMassociationMsummaryM
statisticsbMNaturenGeneticsYM2015YMhkYMefflagi 36.3 1143

68 unMatlasMofMgeneticMcorrelationsMacrossMhumanMdiseasesMandMtraitsbMNaturenGeneticsYM2015YMhkYMefgjahe 36.3 1841

67 LargeascaleMgenomicManalysesMlinkMreproductiveMagingMtoMhypothalamicMsignalingYMbreastMcancerM
susceptibilityMandMvRwueamediatedMxNuMrepairbMNaturenGeneticsYM2015YMhkYMefmhaegdg 36.3 226

66 wontrastingMgeneticMarchitecturesMofMschizophreniaMandMotherMcomplexMdiseasesMusingMfastM
varianceacomponentsManalysisbMNaturenGeneticsYM2015YMhkYMegliamf 36.3 299

65 TwoaVarianceawomponentMModelMImprovesM eneticMPredictionMinMzamilyMxatasetsbMAmericannJournaln
ofnHumannGeneticsYM2015YMmkYMjkkamd 11 20

64  enomeawideMpatternsMofMselectionMinMfgdMancientMyurasiansbMNatureYM2015YMiflYMhmmaidg 50.4 774

63 ProgressMandMpromiseMinMunderstandingMtheMgeneticMbasisMofMcommonMdiseasesbMProceedingsnofnthen
RoyalnSocietynB:nBiologicalnSciencesYM2015YMflfYMfdeiejlh 4.4 98

62 yxplicitMModelingMofMuncestryMImprovesMPolygenicMRiskMScoresMandMvLUPMPredictionbMGeneticn
EpidemiologyYM2015YMgmYMhfkagl 2.6 18

61 ufricanMuncestryMunalysisMandMudmixtureM eneticMMappingMforMProliferativeMxiabeticMRetinopathyMinM
ufricanMumericansM2015YMijYMgmmmahddi 8

60 walibratingMtheMHumanMMutationMRateMviaMuncestralMRecombinationMxensityMinMxiploidM enomesbM
PLoSnGeneticsYM2015YMeeYMeeddiiid 6 37

59 LeveragingMxistantMRelatednessMtoMQuantifyMHumanMMutationMandM eneawonversionMRatesbM
AmericannJournalnofnHumannGeneticsYM2015YMmkYMkkialm 11 56

58 udjustingMforMheritableMcovariatesMcanMbiasMeffectMestimatesMinMgenomeawideMassociationMstudiesbM
AmericannJournalnofnHumannGeneticsYM2015YMmjYMgfmagm 11 155
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57 LxMScoreMregressionMdistinguishesMconfoundingMfromMpolygenicityMinMgenomeawideMassociationM
studiesbMNaturenGeneticsYM2015YMhkYMfmeai 36.3 2096

56 yfficientMvayesianMmixedamodelManalysisMincreasesMassociationMpowerMinMlargeMcohortsbMNaturen
GeneticsYM2015YMhkYMflhamd 36.3 758

55 NonacrossoverMgeneMconversionsMshowMstrongM wMbiasMandMunexpectedMclusteringMinMhumansbMELifeYM
2015YMhYM 8.9 57

54 TheMcompleteMgenomeMsequenceMofMaMNeanderthalMfromMtheMultaiMMountainsbMNatureYM2014YMidiYMhgam 50.4 1339

53 TheMgenomicMlandscapeMofMNeanderthalMancestryMinMpresentadayMhumansbMNatureYM2014YMidkYMgihak 50.4 615

52 ImprovingMtheMpowerMofM WuSMandMavoidingMconfoundingMfromMpopulationMstratificationMwithM
PwaSelectbMGeneticsYM2014YMemkYMedhiam 4 37

51 PartitioningMheritabilityMofMregulatoryMandMcellatypeaspecificMvariantsMacrossMeeMcommonMdiseasesbM
AmericannJournalnofnHumannGeneticsYM2014YMmiYMigiaif 11 411

50 xefiningMtheMroleMofMcommonMvariationMinMtheMgenomicMandMbiologicalMarchitectureMofMadultMhumanM
heightbMNaturenGeneticsYM2014YMhjYMeekgalj 36.3 1339

49 udvantagesMandMpitfallsMinMtheMapplicationMofMmixedamodelMassociationMmethodsbMNaturenGeneticsYM
2014YMhjYMeddaj 36.3 520

48 zastMandMaccurateMimputationMofMsummaryMstatisticsMenhancesMevidenceMofMfunctionalMenrichmentbM
BioinformaticsYM2014YMgdYMfmdjaeh 7.2 123

47 IntegratingMfunctionalMdataMtoMprioritizeMcausalMvariantsMinMstatisticalMfineamappingMstudiesbMPLoSn
GeneticsYM2014YMedYMeeddhkff 6 305

46 PitfallsMofMpredictingMcomplexMtraitsMfromMSNPsbMNaturenReviewsnGeneticsYM2013YMehYMidkaei 30.1 457

45 UsingMextendedMgenealogyMtoMestimateMcomponentsMofMheritabilityMforMfgMquantitativeMandM
dichotomousMtraitsbMPLoSnGeneticsYM2013YMmYMeeddgifd 6 258

44 QuantifyingMmissingMheritabilityMatMknownM WuSMlocibMPLoSnGeneticsYM2013YMmYMeeddgmmg 6 87

43 ImprovedMancestryMinferenceMusingMweightsMfromMexternalMreferenceMpanelsbMBioinformaticsYM2013YM
fmYMegmmahdj 7.2 85

42 InformedMconditioningMonMclinicalMcovariatesMincreasesMpowerMinMcaseacontrolMassociationMstudiesbM
PLoSnGeneticsYM2012YMlYMeeddgdgf 6 58

41 NewMapproachesMtoMdiseaseMmappingMinMadmixedMpopulationsbMNaturenReviewsnGeneticsYM2011YMefYMifgal 30.1 124

40 TheMlandscapeMofMrecombinationMinMufricanMumericansbMNatureYM2011YMhkjYMekdai 50.4 243

(2011-2015)
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39 SingleatissueMandMcrossatissueMheritabilityMofMgeneMexpressionMviaMidentityabyadescentMinMrelatedMorM
unrelatedMindividualsbMPLoSnGeneticsYM2011YMkYMeeddegek 6 138

38 ynhancedMstatisticalMtestsMforM WuSMinMadmixedMpopulationsnMassessmentMusingMufricanMumericansM
fromMwuReMandMaMvreastMwancerMwonsortiumbMPLoSnGeneticsYM2011YMkYMeeddegke 6 86

37 IntegratingMcommonMandMrareMgeneticMvariationMinMdiverseMhumanMpopulationsbMNatureYM2010YMhjkYMifal 50.4 2135

36 NewMapproachesMtoMpopulationMstratificationMinMgenomeawideMassociationMstudiesbMNaturenReviewsn
GeneticsYM2010YMeeYMhimajg 30.1 774

35 uMdraftMsequenceMofMtheMNeandertalMgenomebMScienceYM2010YMgflYMkedakff 33.3 2599

34 PooledMassociationMtestsMforMrareMvariantsMinMexonaresequencingMstudiesbMAmericannJournalnofnHumann
GeneticsYM2010YMljYMlgfal 11 615

33 TheMimpactMofMdivergenceMtimeMonMtheMnatureMofMpopulationMstructurenManMexampleMfromMIcelandbM
PLoSnGeneticsYM2009YMiYMeedddidi 6 71

32 ReconstructingMIndianMpopulationMhistorybMNatureYM2009YMhjeYMhlmamh 50.4 1075

31 yffectsMofMcisMandMtransMgeneticMancestryMonMgeneMexpressionMinMufricanMumericansbMPLoSnGeneticsYM
2008YMhYMeedddfmh 6 75

30 LongarangeMLxMcanMconfoundMgenomeMscansMinMadmixedMpopulationsbMAmericannJournalnofnHumann
GeneticsYM2008YMlgYMegfaioMauthorMreplyMegiam 11 253

29 PrincipalMcomponentsManalysisMcorrectsMforMstratificationMinMgenomeawideMassociationMstudiesbM
NaturenGeneticsYM2006YMglYMmdham 36.3 7055

28 MethodsMforMhighadensityMadmixtureMmappingMofMdiseaseMgenesbMAmericannJournalnofnHumannGenetics
YM2004YMkhYMmkmaeddd 11 386

27  eneticMsignaturesMofMstrongMrecentMpositiveMselectionMatMtheMlactaseMgenebMAmericannJournalnofn
HumannGeneticsYM2004YMkhYMeeeeafd 11 769

26 P waealphaaresponsiveMgenesMinvolvedMinMoxidativeMphosphorylationMareMcoordinatelyM
downregulatedMinMhumanMdiabetesbMNaturenGeneticsYM2003YMghYMfjkakg 36.3 5810

25 ImprovingMtheMinformativenessMofMMendelianMdiseaseaderivedMpathogenicityMscoresMforMcommonMdisease 2

24 LowafrequencyMvariantMfunctionalMarchitecturesMrevealMstrengthMofMnegativeMselectionMacrossMcodingM
andMnonacodingMannotations 1

23 IMPuwTnM enomicMannotationMofMcellastateaspecificMregulatoryMelementsMinferredMfromMtheM
epigenomeMofMboundMtranscriptionMfactors 1

22 unnotationsMcapturingMcellatypeaspecificMTzMbindingMexplainMaMlargeMfractionMofMdiseaseMheritability 1
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21 yvaluatingMtheMinformativenessMofMdeepMlearningMannotationsMforMhumanMcomplexMdiseases 3

20 QuantificationMofMfrequencyadependentMgeneticMarchitecturesMandMactionMofMnegativeMselectionMinMfiM
UKMviobankMtraits 18

19 MixedMmodelMassociationMforMbiobankascaleMdataMsets 27

18 InMsilicoMintegrationMofMthousandsMofMepigeneticMdatasetsMintoMkdkMcellMtypeMregulatoryMannotationsM
improvesMtheMtransaethnicMportabilityMofMpolygenicMriskMscores 1

17 IdentifyingMlociMwithMdifferentMalleleMfrequenciesMamongMcasesMofMeightMpsychiatricMdisordersMusingMwwa WuS 1

16  enomeawideMmapsMofMenhancerMregulationMconnectMriskMvariantsMtoMdiseaseMgenes 7

15 wontributionMofMenhanceradrivenMandMmasteraregulatorMgenesMtoMautoimmuneMdiseaseMrevealedM
usingMfunctionallyMinformedMSNPatoageneMlinkingMstrategies 3

14 IntegrativeMapproachesMtoMimproveMtheMinformativenessMofMdeepMlearningMmodelsMforMhumanM
complexMdiseases 2

13 NegativeMshortarangeMgenomicMautocorrelationMofMcausalMeffectsMonMhumanMcomplexMtraits 2

12 LeveragingMpolygenicMfunctionalMenrichmentMtoMimproveM WuSMpower 6

11 ReconcilingMSaLxSwMandMLxuKMmodelsMandMfunctionalMenrichmentMestimates 9

10 LxpredafunctnMincorporatingMfunctionalMpriorsMimprovesMpolygenicMpredictionMaccuracyMinMUKMviobankM
andMfgandMeMdataMsets 29

9 zunctionalMdiseaseMarchitecturesMrevealMuniqueMbiologicalMroleMofMtransposableMelements 3

8 ystimatingMheritabilityMandMitsMenrichmentMinMtissueaspecificMgeneMsetsMinMadmixedMpopulations 4

7 QuantifyingMgeneticMeffectsMonMdiseaseMmediatedMbyMassayedMgeneMexpressionMlevels 6

6 PopulationaspecificMcausalMdiseaseMeffectMsizesMinMfunctionallyMimportantMregionsMimpactedMbyMselection 4

5 zunctionallyainformedMfineamappingMandMpolygenicMlocalizationMofMcomplexMtraitMheritability 13

4 LeveragingMmolecularMQTLMtoMunderstandMtheMgeneticMarchitectureMofMdiseasesMandMcomplexMtraits 5
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3 IncorporatingMfamilyMhistoryMofMdiseaseMimprovesMpolygenicMriskMscoresMinMdiverseMpopulations 4

2 ModelingMmemoryMTMcellMstatesMatMsingleacellMresolutionMidentifiesMinMvivoMstateadependenceMofM
eQTLsMinfluencingMdisease 1

1 LeveragingMfineamappingMandMnonayuropeanMtrainingMdataMtoMimproveMcrossapopulationMpolygenicM
riskMscores 14
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