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99 vKsecondKgenerationKhumanKhaplotypeKmapKofKoverKhcfKmillionKSNPscKNatureaK2007aKiinaKmjfbkf 50.4 3647

98 vKflexibleKandKaccurateKgenotypeKimputationKmethodKforKtheKnextKgenerationKofKgenomebwideK
associationKstudiescKPLoSmGeneticsaK2009aKjaKefeeejgn 6 2866

97 TheKUKKwiobankKresourceKwithKdeepKphenotypingKandKgenomicKdatacKNatureaK2018aKjkgaKgehbgen 50.4 2108

96 ’enomebwideKassociationKdefinesKmoreKthanKheKdistinctKsusceptibilityKlociKforKxrohnSsKdiseasecK
NaturemGeneticsaK2008aKieaKnjjbkg 36.3 2092

95 vKnewKmultipointKmethodKforKgenomebwideKassociationKstudiesKbyKimputationKofKgenotypescKNaturem
GeneticsaK2007aKhnaKnekbfh 36.3 2040

94 ’enomebwideKdetectionKandKcharacterizationKofKpositiveKselectionKinKhumanKpopulationscKNatureaK
2007aKiinaKnfhbm 50.4 1367

93 ~astKandKaccurateKgenotypeKimputationKinKgenomebwideKassociationKstudiesKthroughKprebphasingcK
NaturemGeneticsaK2012aKiiaKnjjbn 36.3 1292

92 vKlinearKcomplexityKphasingKmethodKforKthousandsKofKgenomescKNaturemMethodsaK2011aKnaKflnbmf 21.6 1228

91 ’enotypeKimputationKforKgenomebwideKassociationKstudiescKNaturemReviewsmGeneticsaK2010aKffaKinnbjff 30.1 1134

90 xommonKvariantsKnearKMxiRKareKassociatedKwithKfatKmassaKweightKandKriskKofKobesitycKNaturem
GeneticsaK2008aKieaKlkmblj 36.3 1048

89 ImprovedKwholebchromosomeKphasingKforKdiseaseKandKpopulationKgeneticKstudiescKNaturemMethodsaK
2013aKfeaKjbk 21.6 868

88 TheKUKfeKKprojectKidentifiesKrareKvariantsKinKhealthKandKdiseasecKNatureaK2015aKjgkaKmgbne 50.4 776

87 ’enomebwideKstrategiesKforKdetectingKmultipleKlociKthatKinfluenceKcomplexKdiseasescKNaturem
GeneticsaK2005aKhlaKifhbl 36.3 730

86 ’enotypeKimputationKwithKthousandsKofKgenomescKG3:mGenes,mGenomes,mGeneticsaK2011aKfaKijlble 3.2 719

85 TheKeffectsKofKhumanKpopulationKstructureKonKlargeKgeneticKassociationKstudiescKNaturemGeneticsaK
2004aKhkaKjfgbl 36.3 686

84 ~inebmappingKtypeKgKdiabetesKlociKtoKsinglebvariantKresolutionKusingKhighbdensityKimputationKandK
isletbspecificKepigenomeKmapscKNaturemGeneticsaK2018aKjeaKfjejbfjfh 36.3 675

83 TheKvllelicKLandscapeKofKHumanKwloodKxellKTraitKVariationKandKLinksKtoKxommonKxomplexKyiseasecK
CellaK2016aKfklaKfifjbfigncefn 56.2 637
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82 vKhighbresolutionKHLvKandKSNPKhaplotypeKmapKforKdiseaseKassociationKstudiesKinKtheKextendedK
humanKMHxcKNaturemGeneticsaK2006aKhmaKffkkblg 36.3 618

81 MetabanalysisKandKimputationKrefinesKtheKassociationKofKfjqgjKwithKsmokingKquantitycKNaturem
GeneticsaK2010aKigaKihkbie 36.3 521

80 yesigningKgenomebwideKassociationKstudiesoKsampleKsizeaKpoweraKimputationaKandKtheKchoiceKofK
genotypingKchipcKPLoSmGeneticsaK2009aKjaKefeeeill 6 417

79 xommonKvariantsKatKfiveKnewKlociKassociatedKwithKearlybonsetKinflammatoryKbowelKdiseasecKNaturem
GeneticsaK2009aKifaKfhhjbie 36.3 389

78 vKgeneralKapproachKforKhaplotypeKphasingKacrossKtheKfullKspectrumKofKrelatednesscKPLoSmGeneticsaK
2014aKfeaKefeeighi 6 377

77 ’enomebwideKgeneticKdataKonK~jeeaeeeKUKKwiobankKparticipants 320

76 ’enomebwideKassociationKandKlargebscaleKfollowKupKidentifiesKfkKnewKlociKinfluencingKlungKfunctioncK
NaturemGeneticsaK2011aKihaKfemgbne 36.3 313

75 ’enomebwideKandKfinebresolutionKassociationKanalysisKofKmalariaKinKWestKvfricacKNaturemGeneticsaK
2009aKifaKkjlbkj 36.3 297

74 ’enomebwideKassociationKstudiesKofKbrainKimagingKphenotypesKinKUKKwiobankcKNatureaK2018aKjkgaKgfebgfk50.4 282

73 vKcomparisonKofKphasingKalgorithmsKforKtriosKandKunrelatedKindividualscKAmericanmJournalmofmHumanm
GeneticsaK2006aKlmaKihlbje 11 267

72 HaplotypeKestimationKusingKsequencingKreadscKAmericanmJournalmofmHumanmGeneticsaK2013aKnhaKkmlbnk 11 254

71 IntegratingKsequenceKandKarrayKdataKtoKcreateKanKimprovedKfeeeK’enomesKProjectKhaplotypeK
referenceKpanelcKNaturemCommunicationsaK2014aKjaKhnhi 17.4 253

70
NovelKinsightsKintoKtheKgeneticsKofKsmokingKbehaviouraKlungKfunctionaKandKchronicKobstructiveK
pulmonaryKdiseaseKTUKKwiLzVzUoKaKgeneticKassociationKstudyKinKUKKwiobankcKLancetmRespiratorym
Medicine,theaK2015aKhaKlknbmf

35.1 245

69 RefiningKtheKaccuracyKofKvalidatedKtargetKidentificationKthroughKcodingKvariantKfinebmappingKinKtypeK
gKdiabetescKNaturemGeneticsaK2018aKjeaKjjnbjlf 36.3 221

68 HvP’zNgoKsimulationKofKmultipleKdiseaseKSNPscKBioinformaticsaK2011aKglaKgheibj 7.2 197

67 ImprovedKimputationKofKlowbfrequencyKandKrareKvariantsKusingKtheKUKfeKKhaplotypeKreferenceK
panelcKNaturemCommunicationsaK2015aKkaKmfff 17.4 186

66 TheKOncovrrayKxonsortiumoKvKNetworkKforKUnderstandingKtheK’eneticKvrchitectureKofKxommonK
xancerscKCancermEpidemiologymBiomarkersmandmPreventionaK2017aKgkaKfgkbfhj 4 183

65 TwobstageKtwoblocusKmodelsKinKgenomebwideKassociationcKPLoSmGeneticsaK2006aKgaKefjl 6 173
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64 MolecularKsignaturesKofKmajorKdepressioncKCurrentmBiologyaK2015aKgjaKffikbjk 6.3 162

63 TheKoriginaKevolutionaKandKfunctionalKimpactKofKshortKinsertionbdeletionKvariantsKidentifiedKinKflnK
humanKgenomescKGenomemResearchaK2013aKghaKlinbkf 9.7 150

62 vKrobustKstatisticalKmethodKforKcasebcontrolKassociationKtestingKwithKcopyKnumberKvariationcKNaturem
GeneticsaK2008aKieaKfgijbjg 36.3 143

61 zxomeKsequencingKandKcharacterizationKofKinankeKindividualsKinKtheKUKKwiobankcKNatureaK2020aKjmkaKlinbljk50.4 122

60 HaplotypeKestimationKforKbiobankbscaleKdataKsetscKNaturemGeneticsaK2016aKimaKmflbge 36.3 121

59
zffectKofKfiveKgeneticKvariantsKassociatedKwithKlungKfunctionKonKtheKriskKofKchronicKobstructiveKlungK
diseaseaKandKtheirKjointKeffectsKonKlungKfunctioncKAmericanmJournalmofmRespiratorymandmCriticalmCarem
MedicineaK2011aKfmiaKlmkbnj

10.2 112

58 ’enomebwideKjointKmetabanalysisKofKSNPKandKSNPbbybsmokingKinteractionKidentifiesKnovelKlociKforK
pulmonaryKfunctioncKPLoSmGeneticsaK2012aKmaKefeehenm 6 108

57 ’enomebwideKmetabanalysisKofKgifagjmKadultsKaccountingKforKsmokingKbehaviourKidentifiesKnovelK
lociKforKobesityKtraitscKNaturemCommunicationsaK2017aKmaKfinll 17.4 105

56 TensorKdecompositionKforKmultiplebtissueKgeneKexpressionKexperimentscKNaturemGeneticsaK2016aKimaKfenibfee36.3 87

55 HandednessaKlanguageKareasKandKneuropsychiatricKdiseasesoKinsightsKfromKbrainKimagingKandK
geneticscKBrainaK2019aKfigaKgnhmbgnil 11.2 67

54 IncreasedKgeneticKvulnerabilityKtoKsmokingKatKxHRNvjKinKearlybonsetKsmokerscKArchivesmofmGeneralm
PsychiatryaK2012aKknaKmjibke 65

53 xystatinKxKandKxardiovascularKyiseaseoKvKMendelianKRandomizationKStudycKJournalmofmthemAmericanm
CollegemofmCardiologyaK2016aKkmaKnhibij 15.1 65

52 TheK’eneticsKofKtheKMoodKyisorderKSpectrumoK’enomebwideKvssociationKvnalysesKofKMoreKThanK
fmjaeeeKxasesKandKihnaeeeKxontrolscKBiologicalmPsychiatryaK2020aKmmaKfknbfmi 7.9 57

51 WholeKexomeKsequencingKandKcharacterizationKofKcodingKvariationKinKinankeKindividualsKinKtheKUKKwiobank 56

50 UnifiedKsinglebcellKanalysisKofKtestisKgeneKregulationKandKpathologyKinKfiveKmouseKstrainscKELifeaK2019
aKmaK 8.9 54

49 vKmultiplebphenotypeKimputationKmethodKforKgeneticKstudiescKNaturemGeneticsaK2016aKimaKikkblg 36.3 52

48 xomputationallyKefficientKwholebgenomeKregressionKforKquantitativeKandKbinaryKtraitscKNaturem
GeneticsaK2021aKjhaKfenlbffeh 36.3 51

47 xomparingKmethodsKofKanalyzingKfMRIKstatisticalKparametricKmapscKNeuroImageaK2004aKggaKfgehbfh 7.9 49
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46 ’enomebwideKgenebenvironmentKanalysesKofKmajorKdepressiveKdisorderKandKreportedKlifetimeK
traumaticKexperiencesKinKUKKwiobankcKMolecularmPsychiatryaK2020aKgjaKfihebfiik 15.1 47

45 MultiwayKadmixtureKdeconvolutionKusingKphasedKorKunphasedKancestralKpanelscKGeneticm
EpidemiologyaK2013aKhlaKfbfg 2.6 44

44 ’enotypeKcallingKandKphasingKusingKnextbgenerationKsequencingKreadsKandKaKhaplotypeKscaffoldcK
BioinformaticsaK2013aKgnaKmibnf 7.2 39

43 vnKimputationKplatformKtoKenhanceKintegrationKofKriceKgeneticKresourcescKNaturemCommunicationsaK
2018aKnaKhjfn 17.4 39

42 xomparingKalgorithmsKforKgenotypeKimputationcKAmericanmJournalmofmHumanmGeneticsaK2008aKmhaK
jhjbnpKauthorKreplyKjhnbie 11 35

41 zxomeKsequencingKandKanalysisKofKijialmlKUKKwiobankKparticipantscKNatureaK2021aKjnnaKkgmbkhi 50.4 34

40 TheKspatialKcorrespondenceKandKgeneticKinfluenceKofKinterhemisphericKconnectivityKwithKwhiteK
matterKmicrostructurecKNaturemNeuroscienceaK2019aKggaKmenbmfn 25.5 31

39 ffakleKwholebgenomeKsequencesKrepresentativeKofKtheKHanKxhineseKpopulationKfromKtheK
xONVzR’zKprojectcKScientificmDataaK2017aKiaKfleeff 8.2 29

38 yistinctKlociKinKtheKxHRNvjdxHRNvhdxHRNwiKgeneKclusterKareKassociatedKwithKonsetKofKregularK
smokingcKGeneticmEpidemiologyaK2013aKhlaKmikbjn 2.6 26

37 TheKeffectKofKgenomebwideKassociationKscanKqualityKcontrolKonKimputationKoutcomeKforKcommonK
variantscKEuropeanmJournalmofmHumanmGeneticsaK2011aKfnaKkfebi 5.3 25

36 PanbancestryKexomebwideKassociationKanalysesKofKxOVIybfnKoutcomesKinKjmkafjlKindividualscK
AmericanmJournalmofmHumanmGeneticsaK2021aKfemaKfhjebfhjj 11 25

35 xommonK’eneticKVariationKIndicatesKSeparateKxausesKforKPeriventricularKandKyeepKWhiteKMatterK
HyperintensitiescKStrokeaK2020aKjfaKgfffbgfgf 6.7 23

34 w’zNoKaKbinaryKfileKformatKforKimputedKgenotypeKandKhaplotypeKdata 22

33 SequencingKofKkieaeeeKexomesKidentifiesKvariantsKassociatedKwithKprotectionKfromKobesitycKScienceaK
2021aKhlhaK 33.3 22

32 MulticohortKanalysisKofKtheKmaternalKageKeffectKonKrecombinationcKNaturemCommunicationsaK2015aKkaKlmik17.4 21

31 ’enotypeKimputationKusingKtheKPositionalKwurrowsKWheelerKTransformcKPLoSmGeneticsaK2020aKfkaKefeenein6 18

30 xomputationallyKefficientKwholeKgenomeKregressionKforKquantitativeKandKbinaryKtraits 18

29 ~inebmappingKofKanKexpandedKsetKofKtypeKgKdiabetesKlociKtoKsinglebvariantKresolutionKusingK
highbdensityKimputationKandKisletbspecificKepigenomeKmaps 18
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28 vKwayesianKMethodKforKyetectingKandKxharacterizingKvllelicKHeterogeneityKandKwoostingKSignalsKinK
’enomebWideKvssociationKStudiescKStatisticalmScienceaK2009aKgiaK 2.4 17

27 ModelingKinteractionsKwithKknownKriskKlocibaKwayesianKmodelKaveragingKapproachcKAnnalsmofmHumanm
GeneticsaK2011aKljaKfbn 2.2 16

26 PhasingKforKmedicalKsequencingKusingKrareKvariantsKandKlargeKhaplotypeKreferenceKpanelscK
BioinformaticsaK2016aKhgaKfnlibme 7.2 15

25 wayesianKhierarchicalKmixtureKmodelingKtoKassignKcopyKnumberKfromKaKtargetedKxNVKarraycKGeneticm
EpidemiologyaK2011aKhjaKjhkbim 2.6 15

24 vKreferenceKpanelKofKkianlkKhaplotypesKforKgenotypeKimputation 15

23
vssociationKofKWholeb’enomeKandKNzTRINfKSignalingKPathwaybyerivedKPolygenicKRiskKScoresKforK
MajorKyepressiveKyisorderKandKWhiteKMatterKMicrostructureKinKtheKUKKwiobankcKBiologicalm
Psychiatry:mCognitivemNeurosciencemandmNeuroimagingaK2019aKiaKnfbfee

3.4 12

22 vKmodelbbasedKapproachKtoKcaptureKgeneticKvariationKforKfutureKassociationKstudiescKGenomem
ResearchaK2007aKflaKmmbnj 9.7 9

21 ’enomebwideKassociationKstudiesKofKbrainKstructureKandKfunctionKinKtheKUKKwiobank 9

20 InferringK’enebbybznvironmentKInteractionsKwithKaKwayesianKWholeb’enomeKRegressionKModelcK
AmericanmJournalmofmHumanmGeneticsaK2020aKfelaKknmblfh 11 9

19 xlassicalKHumanKLeukocyteKvntigenKvllelesKandKxiKHaplotypesKvreKNotKSignificantlyKvssociatedK
WithKyepressioncKBiologicalmPsychiatryaK2020aKmlaKifnbihe 7.9 9

18 ’enomebwideKanalysisKprovidesKgeneticKevidenceKthatKvxzgKinfluencesKxOVIybfnKriskKandKyieldsKriskK
scoresKassociatedKwithKsevereKdiseaseccKNaturemGeneticsaK2022aK 36.3 9

17 HaplotypeKzstimationKandK’enotypeKImputationK2019aKmlbffi 6

16 ReplyKtoKM’enomicKxontrolKtoKtheKextremeMcKNaturemGeneticsaK2004aKhkaKffhfbffhf 36.3 6

15 ’enotypeKimputationKusingKtheKPositionalKwurrowsKWheelerKTransform 6

14 JointKgenotypeKcallingKwithKarrayKandKsequenceKdatacKGeneticmEpidemiologyaK2012aKhkaKjglbhl 2.6 5

13 RefiningKtheKaccuracyKofKvalidatedKtargetKidentificationKthroughKcodingKvariantKfinebmappingKinKtypeK
gKdiabetes 4

12 UnifiedKsinglebcellKanalysisKofKtestisKgeneKregulationKandKpathologyKinKjKmouseKstrains 4

11 IntegrativeKhaplotypeKestimationKwithKsubblinearKcomplexity 4
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10 ~alseKdiscoveryKrateKcontrolKinKgenomebwideKassociationKstudiesKwithKpopulationKstructurecK
ProceedingsmofmthemNationalmAcademymofmSciencesmofmthemUnitedmStatesmofmAmericaaK2021aKffmaK 11.5 4

9 ’enebenvironmentKinteractionsKusingKaKwayesianKwholeKgenomeKregressionKmodel 3

8 vKnonblinearKregressionKmethodKforKestimationKofKgenebenvironmentKheritabilitycKBioinformaticsaK
2020aK 7.2 3

7 IntroductionKtoKtheKSpecialKIssueoK’enomebWideKvssociationKStudiescKStatisticalmScienceaK2009aKgiaK 2.4 2

6 ~yRKcontrolKinK’WvSKwithKpopulationKstructure 2

5 IndependentKxomponentKvnalysisKofK~unctionalKMagneticKResonanceKImagingKyataKUsingKWaveletK
yictionariesK2007aKkgjbkhg 1

4 ImprovedKwholebchromosomeKphasingKforKdiseaseKandKpopulationKgeneticKstudies 1

3 UniversalKlatentKaxesKcapturingKParkinsonâ��sKpatientKdeepKphenotypicKvariationKrevealsKpatientsKwithK
aKhighKgeneticKriskKforKvlzheimerâ��sKdiseaseKareKmoreKlikelyKtoKdevelopKaKmoreKaggressiveKformKofKParkinsonâ��s 1

2 RetractionKNoteoKffakleKwholebgenomeKsequencesKrepresentativeKofKtheKHanKxhineseKpopulationK
fromKtheKxONVzR’zKprojectcKScientificmDataaK2020aKlaKfgh 8.2 1

1 ’enotypeKImputationK2011aKfjlbflj
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