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k Paper IF Citations

120 SexaxependentKSharedKandKNonsharedK~eneticKurchitectureKucrossKMoodKandKPsychoticKxisordersbK
BiologicalhPsychiatryWK2022WKmeWKedfaeek 7.9 11

119 LifestyleKModifiesKtheKxiabetesaRelatedKMetabolicKRiskWKwonditionalKonKIndividualK~eneticK
xifferencesbbKFrontiershinhGeneticsWK2022WKegWKkimgdm 4.5 0

118 unKintegrativeKanalysisKofKgenomicKandKexposomicKdataKforKcomplexKtraitsKandKphenotypicK
predictionbKScientifichReportsWK2021WKeeWKfehmi 4.9 5

117 uKwomparisonKofKTenKPolygenicKScoreKMethodsKforKPsychiatricKxisordersKuppliedKucrossKMultipleK
wohortsbKBiologicalhPsychiatryWK2021WKmdWKjeeajfd 7.9 17

116 ~xysumnKaKnovelKapproachKtoKestimateKtheKphenotypicKvarianceKexplainedKbyKgenomeawideK~xyK
interactionKbasedKonK~WuSKsummaryKstatisticsKforKbiobankascaleKdatabKGenomehBiologyWK2021WKffWKelg 18.3 2

115 wontextualizingKgeneticKriskKscoreKforKdiseaseKscreeningKandKrareKvariantKdiscoverybKNatureh
CommunicationsWK2021WKefWKhhel 17.4 2

114 udiposityKandKcancernKaKMendelianKrandomizationKanalysisKinKtheKUKKbiobankbKInternationalhJournalh
ofhObesityWK2021WKhiWKfjikafjji 5.5 0

113 InvestigatingKSharedK~eneticKvasisKucrossKTouretteKSyndromeKandKwomorbidKNeurodevelopmentalK
xisordersKulongKtheKImpulsivityawompulsivityKSpectrumbKBiologicalhPsychiatryWK2021WKmdWKgekagfk 7.9 12

112 THIKModulationKofK~eneticKandKNonageneticKVarianceKwomponentsKforKwarcassKTraitsKinKHanwooK
wattlebKFrontiershinhGeneticsWK2020WKeeWKikjgkk 4.5 0

111 xetectingK~enotypeaPopulationKInteractionKyffectsKbyKuncestryKPrincipalKwomponentsbKFrontiershinh
GeneticsWK2020WKeeWKgkm 4.5 2

110 yfficientKpolygenicKriskKscoresKforKbiobankKscaleKdataKbyKexploitingKphenotypesKfromKinferredK
relativesbKNaturehCommunicationsWK2020WKeeWKgdkh 17.4 14

109 wORyK~RyMLKforKestimatingKcovarianceKbetweenKrandomKeffectsKinKlinearKmixedKmodelsKforK
complexKtraitKanalysesbKNaturehCommunicationsWK2020WKeeWKhfdl 17.4 10

108 RIwOPILInKRapidKImputationKforKwOnsortiasKPIpeLInebKBioinformaticsWK2020WKgjWKmgdamgg 7.2 72

107
Wholea~enomeKupproachKxiscoversKNovelK~eneticKandKNongeneticKVarianceKwomponentsK
ModulatedKbyKLifestyleKforKwardiovascularKHealthbKJournalhofhthehAmericanhHearthAssociationWK2020WK
mWKedeijje

6 5

106 yffectKofKselectionKandKselectiveKgenotypingKforKcreationKofKreferenceKonKbiasKandKaccuracyKofK
genomicKpredictionbKJournalhofhAnimalhBreedinghandhGeneticsWK2019WKegjWKgmdahdk 2.9 8

105 ~eneticKcorrelationsKofKpolygenicKdiseaseKtraitsnKfromKtheoryKtoKpracticebKNaturehReviewshGeneticsWK
2019WKfdWKijkaile 30.1 98

104 ~enotypeacovariateKcorrelationKandKinteractionKdisentangledKbyKaKwholeagenomeKmultivariateK
reactionKnormKmodelbKNaturehCommunicationsWK2019WKedWKffgm 17.4 23
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103
PopulationabasedKidentityabyadescentKmappingKcombinedKwithKexomeKsequencingKtoKdetectKrareK
riskKvariantsKforKschizophreniabKAmericanhJournalhofhMedicalhGeneticshParthB:hNeuropsychiatrich
GeneticsWK2019WKeldWKffgafge

3.5 2

102 TheKgeneticKrelationshipKbetweenKfemaleKreproductiveKtraitsKandKsixKpsychiatricKdisordersbKScientifich
ReportsWK2019WKmWKefdhe 4.9 4

101 UsingKimputedKwholeagenomeKsequenceKdataKtoKimproveKtheKaccuracyKofKgenomicKpredictionKforK
parasiteKresistanceKinKuustralianKsheepbKGeneticshSelectionhEvolutionWK2019WKieWKgf 4.9 14

100 xetectionKofKgenomicKregionsKunderlyingKresistanceKtoKgastrointestinalKparasitesKinKuustralianK
sheepbKGeneticshSelectionhEvolutionWK2019WKieWKgk 4.9 16

99 TheKImpactKofK~enomicKandKTraditionalKSelectionKonKtheKwontributionKofKMutationalKVarianceKtoK
LongaTermKSelectionKResponseKandK~eneticKVariancebKGeneticsWK2019WKfegWKgjeagkl 4 4

98 ImprovingKgeneticKpredictionKbyKleveragingKgeneticKcorrelationsKamongKhumanKdiseasesKandKtraitsbK
NaturehCommunicationsWK2018WKmWKmlm 17.4 76

97 ~enomicKxissectionKofKvipolarKxisorderKandKSchizophreniaWKIncludingKflKSubphenotypesbKCellWK2018WK
ekgWKekdiaekeibeej 56.2 360

96 uK~eneticKInvestigationKofKSexKviasKinKtheKPrevalenceKofKuttentionaxeficitcHyperactivityKxisorderbK
BiologicalhPsychiatryWK2018WKlgWKedhhaedig 7.9 93

95 ystimationKofK~eneticKworrelationKviaKLinkageKxisequilibriumKScoreKRegressionKandK~enomicK
RestrictedKMaximumKLikelihoodbKAmericanhJournalhofhHumanhGeneticsWK2018WKedfWKeeliaeemh 11 55

94 ugeKatKfirstKbirthKinKwomenKisKgeneticallyKassociatedKwithKincreasedKriskKofKschizophreniabKScientifich
ReportsWK2018WKlWKedejl 4.9 11

93
~enomeawideKussociationKforKMajorKxepressionKThroughKugeKatKOnsetKStratificationnKMajorK
xepressiveKxisorderKWorkingK~roupKofKtheKPsychiatricK~enomicsKwonsortiumbKBiologicalhPsychiatryWK
2017WKleWKgfiaggi

7.9 129

92 UsingKinformationKofKrelativesKinKgenomicKpredictionKtoKapplyKeffectiveKstratifiedKmedicinebK
ScientifichReportsWK2017WKkWKhfdme 4.9 31

91 IdentificationKofKgeneticKvariantsKassociatedKwithKHuntingtonRsKdiseaseKprogressionnKaKgenomeawideK
associationKstudybKLancethNeurologyvhTheWK2017WKejWKkdeakee 24.1 161

90 PerformanceKofKriskKpredictionKforKinflammatoryKbowelKdiseaseKbasedKonKgenotypingKplatformKandK
genomicKriskKscoreKmethodbKBMChMedicalhGeneticsWK2017WKelWKmh 2.1 20

89 HiddenKheritabilityKdueKtoKheterogeneityKacrossKsevenKpopulationsbKNaturehHumanhBehaviourWK2017WK
eWKkikakji 12.8 94

88 ~enotypeaenvironmentKinteractionKonKhumanKcognitiveKfunctionKconditionedKonKtheKstatusKofK
breastfeedingKandKmaternalKsmokingKaroundKbirthbKScientifichReportsWK2017WKkWKjdlk 4.9 8

87 wontributionKofKcopyKnumberKvariantsKtoKschizophreniaKfromKaKgenomeawideKstudyKofKheWgfeK
subjectsbKNaturehGeneticsWK2017WKhmWKfkagi 36.3 530

86 ystimationKofKgenomicKpredictionKaccuracyKfromKreferenceKpopulationsKwithKvaryingKdegreesKofK
relationshipbKPLoShONEWK2017WKefWKedelmkki 3.7 38

(2017-2019)
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85 ~eneticKviomarkersKforKyndometriosisK2017WKlgamg 1

84
~wTua~RyMLKaccountsKforKlinkageKdisequilibriumKwhenKestimatingKgeneticKvarianceKfromK
genomeawideKSNPsbKProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaWK
2016WKeegWKyhikmald

11.5 25

83
~enomeawideKassociationKstudyKrevealsKgreaterKpolygenicKloadingKforKschizophreniaKinKcasesKwithKaK
familyKhistoryKofKillnessbKAmericanhJournalhofhMedicalhGeneticshParthB:hNeuropsychiatrichGeneticsWK2016
WKekevWKfkjalm

3.5 23

82 MT~fnKanKefficientKalgorithmKforKmultivariateKlinearKmixedKmodelKanalysisKbasedKonKgenomicK
informationbKBioinformaticsWK2016WKgfWKehfdaf 7.2 93

81 yvidenceKforK~eneticKOverlapKvetweenKSchizophreniaKandKugeKatKzirstKvirthKinKWomenbKJAMAh
PsychiatryWK2016WKkgWKhmkaidi 14.5 40

80 ucrossacohortKQwKanalysesKofK~WuSKsummaryKstatisticsKfromKcomplexKtraitsbKEuropeanhJournalhofh
HumanhGeneticsWK2016WKfiWKegkaehj 5.3 13

79 yigen~WuSnKfindingKlociKunderKselectionKthroughKgenomeawideKassociationKstudiesKofKeigenvectorsK
inKstructuredKpopulationsbKHeredityWK2016WKeekWKieaje 3.6 54

78 PsychiatricKgenomeawideKassociationKstudyKanalysesKimplicateKneuronalWKimmuneKandKhistoneK
pathwaysbKNaturehNeuroscienceWK2015WKelWKemmafdm 25.5 572

77 SimultaneousKdiscoveryWKestimationKandKpredictionKanalysisKofKcomplexKtraitsKusingKaKbayesianK
mixtureKmodelbKPLoShGeneticsWK2015WKeeWKeeddhmjm 6 206

76 ModelingKLinkageKxisequilibriumKIncreasesKuccuracyKofKPolygenicKRiskKScoresbKAmericanhJournalhofh
HumanhGeneticsWK2015WKmkWKikjamf 11 649

75 wontrastingKgeneticKarchitecturesKofKschizophreniaKandKotherKcomplexKdiseasesKusingKfastK
varianceacomponentsKanalysisbKNaturehGeneticsWK2015WKhkWKegliamf 36.3 299

74 SharedKgeneticsKunderlyingKepidemiologicalKassociationKbetweenKendometriosisKandKovarianKcancerbK
HumanhMolecularhGeneticsWK2015WKfhWKimiiajh 5.6 48

73 HeterogeneityKofKgeneticKarchitectureKofKbodyKsizeKtraitsKinKaKfreealivingKpopulationbKMolecularh
EcologyWK2015WKfhWKeledagd 5.7 55

72 ImplicationsKofKsimplifiedKlinkageKequilibriumKSNPKsimulationbKProceedingshofhthehNationalhAcademyh
ofhScienceshofhthehUnitedhStateshofhAmericaWK2015WKeefWKyihhmaie 11.5 6

71 ~eneticKvarianceKestimationKwithKimputedKvariantsKfindsKnegligibleKmissingKheritabilityKforKhumanK
heightKandKbodyKmassKindexbKNaturehGeneticsWK2015WKhkWKeeehafd 36.3 522

70 NewKdataKandKanKoldKpuzzlenKtheKnegativeKassociationKbetweenKschizophreniaKandKrheumatoidK
arthritisbKInternationalhJournalhofhEpidemiologyWK2015WKhhWKekdjafe 7.8 43

69 TheKassociationKbetweenKlowerKeducationalKattainmentKandKdepressionKowingKtoKsharedKgeneticK
effectssKResultsKinK~fiWdddKsubjectsbKMolecularhPsychiatryWK2015WKfdWKkgiahg 15.1 39

68 xominanceKgeneticKvariationKcontributesKlittleKtoKtheKmissingKheritabilityKforKhumanKcomplexKtraitsbK
AmericanhJournalhofhHumanhGeneticsWK2015WKmjWKgkkali 11 138
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67 JointKanalysisKofKpsychiatricKdisordersKincreasesKaccuracyKofKriskKpredictionKforKschizophreniaWK
bipolarKdisorderWKandKmajorKdepressiveKdisorderbKAmericanhJournalhofhHumanhGeneticsWK2015WKmjWKflgamh 11 161

66 LxKScoreKregressionKdistinguishesKconfoundingKfromKpolygenicityKinKgenomeawideKassociationK
studiesbKNaturehGeneticsWK2015WKhkWKfmeai 36.3 2096

65 PartitioningKheritabilityKofKregulatoryKandKcellatypeaspecificKvariantsKacrossKeeKcommonKdiseasesbK
AmericanhJournalhofhHumanhGeneticsWK2014WKmiWKigiaif 11 411

64 viologicalKinsightsKfromKedlKschizophreniaaassociatedKgeneticKlocibKNatureWK2014WKieeWKhfeak 50.4 5249

63 ResearchKreviewnKPolygenicKmethodsKandKtheirKapplicationKtoKpsychiatricKtraitsbKJournalhofhChildh
PsychologyhandhPsychiatryhandhAlliedhDisciplinesWK2014WKiiWKedjlalk 7.9 410

62 ystimationKandKpartitioningKofKScoTheritabilityKofKinflammatoryKbowelKdiseaseKfromK~WuSKandK
immunochipKdatabKHumanhMolecularhGeneticsWK2014WKfgWKhkedafd 5.6 73

61 StatisticalKpowerKtoKdetectKgeneticKScoTvarianceKofKcomplexKtraitsKusingKSNPKdataKinKunrelatedK
samplesbKPLoShGeneticsWK2014WKedWKeeddhfjm 6 236

60 ~enomeawideKassociationKanalysisKidentifiesKegKnewKriskKlociKforKschizophreniabKNaturehGeneticsWK
2013WKhiWKeeidam 36.3 1153

59 ~eneticKrelationshipKbetweenKfiveKpsychiatricKdisordersKestimatedKfromKgenomeawideKSNPsbKNatureh
GeneticsWK2013WKhiWKmlhamh 36.3 1628

58 ystimationKandKpartitioningKofKpolygenicKvariationKcapturedKbyKcommonKSNPsKforKulzheimerRsK
diseaseWKmultipleKsclerosisKandKendometriosisbKHumanhMolecularhGeneticsWK2013WKffWKlgfahe 5.6 147

57 ystimationKofKSNPKheritabilityKfromKdenseKgenotypeKdatabKAmericanhJournalhofhHumanhGeneticsWK
2013WKmgWKeeieai 11 85

56 udditiveKgeneticKvariationKinKschizophreniaKriskKisKsharedKbyKpopulationsKofKufricanKandKyuropeanK
descentbKAmericanhJournalhofhHumanhGeneticsWK2013WKmgWKhjgakd 11 55

55 ~enomeawideKmetaaanalysisKidentifiesKeeKnewKlociKforKanthropometricKtraitsKandKprovidesKinsightsK
intoKgeneticKarchitecturebKNaturehGeneticsWK2013WKhiWKideaef 36.3 437

54 ~WuSKofKefjWiimKindividualsKidentifiesKgeneticKvariantsKassociatedKwithKeducationalKattainmentbK
ScienceWK2013WKghdWKehjkake 33.3 563

53
PolygenicKtransmissionKandKcomplexKneuroKdevelopmentalKnetworkKforKattentionKdeficitK
hyperactivityKdisordernKgenomeawideKassociationKstudyKofKbothKcommonKandKrareKvariantsbKAmericanh
JournalhofhMedicalhGeneticshParthB:hNeuropsychiatrichGeneticsWK2013WKejfvWKhemahgd

3.5 125

52 ~enomeawideKcomplexKtraitKanalysisKS~wTuTnKmethodsWKdataKanalysesWKandKinterpretationsbKMethodsh
inhMolecularhBiologyWK2013WKedemWKfeiagj 1.4 153

51 PartitioningKtheKheritabilityKofKTouretteKsyndromeKandKobsessiveKcompulsiveKdisorderKrevealsK
differencesKinKgeneticKarchitecturebKPLoShGeneticsWK2013WKmWKeeddgljh 6 189

50 NovelKgeneticKanalysisKforKcaseacontrolKgenomeawideKassociationKstudiesnKquantificationKofKpowerK
andKgenomicKpredictionKaccuracybKPLoShONEWK2013WKlWKekehmh 3.7 30

(2013-2015)
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49 ~enomeKwideKQTLKmappingKtoKidentifyKcandidateKgenesKforKcarcassKtraitsKinKHanwooKSKoreanK
wattleTbKGeneshandhGenomicsWK2012WKghWKhgahm 2.1 13

48 MultivariateKgeneticKanalysesKofKcognitionKandKacademicKachievementKfromKtwoKpopulationKsamplesK
ofKekhWdddKandKejjWdddKschoolKchildrenbKBehaviorhGeneticsWK2012WKhfWKjmmaked 3.2 54

47 ystimatingKtheKproportionKofKvariationKinKsusceptibilityKtoKschizophreniaKcapturedKbyKcommonKSNPsbK
NaturehGeneticsWK2012WKhhWKfhkaid 36.3 471

46 uKbetterKcoefficientKofKdeterminationKforKgeneticKprofileKanalysisbKGenetichEpidemiologyWK2012WKgjWKfehafh2.6 158

45 RunsKofKhomozygosityKimplicateKautozygosityKasKaKschizophreniaKriskKfactorbKPLoShGeneticsWK2012WKlWKeeddfjij6 91

44 wommonKSNPsKexplainKsomeKofKtheKvariationKinKtheKpersonalityKdimensionsKofKneuroticismKandK
extraversionbKTranslationalhPsychiatryWK2012WKfWKeedf 8.6 137

43 ImpactKofKdiagnosticKmisclassificationKonKestimationKofKgeneticKcorrelationsKusingKgenomeawideK
genotypesbKEuropeanhJournalhofhHumanhGeneticsWK2012WKfdWKjjlakh 5.3 51

42 ystimationKofKpleiotropyKbetweenKcomplexKdiseasesKusingKsingleanucleotideKpolymorphismaderivedK
genomicKrelationshipsKandKrestrictedKmaximumKlikelihoodbKBioinformaticsWK2012WKflWKfihdaf 7.2 414

41 yducationalKattainmentnKaKgenomeKwideKassociationKstudyKinKmiglKuustraliansbKPLoShONEWK2011WKjWKefdefl3.7 16

40 ~enomeawideKassociationKstudyKidentifiesKaKlocusKatKkpeibfKassociatedKwithKendometriosisbKNatureh
GeneticsWK2011WKhgWKieah 36.3 227

39 ~wTunKaKtoolKforKgenomeawideKcomplexKtraitKanalysisbKAmericanhJournalhofhHumanhGeneticsWK2011WKllWKkjalf11 3838

38 ystimatingKmissingKheritabilityKforKdiseaseKfromKgenomeawideKassociationKstudiesbKAmericanhJournalh
ofhHumanhGeneticsWK2011WKllWKfmhagdi 11 737

37 ResponseKtoKvrowningKandKvrowningbKAmericanhJournalhofhHumanhGeneticsWK2011WKlmWKemgaemi 11 22

36 QTLKandKgeneKexpressionKanalysesKidentifyKgenesKaffectingKcarcassKweightKandKmarblingKonKvTuehK
inKHanwooKSKoreanKwattleTbKMammalianhGenomeWK2011WKffWKilmajde 3.2 12

35 ~eneticKpolymorphismsKofKtheKbovineKfattyKacidKbindingKproteinKhKgeneKareKsignificantlyKassociatedK
withKmarblingKandKcarcassKweightKinKHanwooKSKoreanKwattleTbKAnimalhGeneticsWK2010WKheWKhhfah 2.5 22

34 ~eographicalKgenomicsKofKhumanKleukocyteKgeneKexpressionKvariationKinKsouthernKMoroccobKNatureh
GeneticsWK2010WKhfWKjfak 36.3 117

33 uKsimpleKandKfastKtwoalocusKqualityKcontrolKtestKtoKdetectKfalseKpositivesKdueKtoKbatchKeffectsKinK
genomeawideKassociationKstudiesbKGenetichEpidemiologyWK2010WKghWKlihajf 2.6 30

32 UsingKtheKrealizedKrelationshipKmatrixKtoKdisentangleKconfoundingKfactorsKforKtheKestimationKofK
geneticKvarianceKcomponentsKofKcomplexKtraitsbKGeneticshSelectionhEvolutionWK2010WKhfWKff 4.9 52
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31 ~eneticKmappingKofKquantitativeKtraitKlociKforKresistanceKtoKHaemonchusKcontortusKinKsheepbKAnimalh
GeneticsWK2009WKhdWKfjfakf 2.5 45

30 SimultaneousKfineKmappingKofKcloselyKlinkedKepistaticKquantitativeKtraitKlociKusingKcombinedKlinkageK
disequilibriumKandKlinkageKwithKaKgeneralKpedigreebKGeneticshSelectionhEvolutionWK2008WKhdWKfjiakl 4.9 1

29 UsingKanKevolutionaryKalgorithmKandKparallelKcomputingKforKhaplotypingKinKaKgeneralKcomplexK
pedigreeKwithKmultipleKmarkerKlocibKBMChBioinformaticsWK2008WKmWKelm 3.6 3

28 PredictingKunobservedKphenotypesKforKcomplexKtraitsKfromKwholeagenomeKSNPKdatabKPLoShGeneticsWK
2008WKhWKeedddfge 6 147

27 SimultaneousKfineKmappingKofKcloselyKlinkedKepistaticKquantitativeKtraitKlociKusingKcombinedKlinkageK
disequilibriumKandKlinkageKwithKaKgeneralKpedigreebKGeneticshSelectionhEvolutionWK2008WKhdWKfjiafkl 4.9 2

26 yvidenceKforKmultipleKallelesKeffectingKmusclingKandKfatnessKatKtheKovineK~xzlKlocusbKBMChGeneticsWK
2007WKlWKld 2.6 66

25 MethodsKandKexperimentalKdesignsKforKdetectionKofKQTLKinKsheepKandKgoatsbKSmallhRuminanth
ResearchWK2007WKkdWKfeage 1.7 17

24 zineKmappingKofKmultipleKinteractingKquantitativeKtraitKlociKusingKcombinedKlinkageKdisequilibriumK
andKlinkageKinformationbKJournalhofhZhejianghUniversity:hSciencehBWK2007WKlWKklkame 4.5 2

23
unKefficientKvarianceKcomponentKapproachKimplementingKanKaverageKinformationKRyMLKsuitableKforK
combinedKLxKandKlinkageKmappingKwithKaKgeneralKcomplexKpedigreebKGeneticshSelectionhEvolutionWK
2006WKglWKfiahg

4.9 42

22 UsingKdominanceKrelationshipKcoefficientsKbasedKonKlinkageKdisequilibriumKandKlinkageKwithKaK
generalKcomplexKpedigreeKtoKincreaseKmappingKresolutionbKGeneticsWK2006WKekhWKeddmaej 4 15

21 SimultaneousKfineKmappingKofKmultipleKcloselyKlinkedKquantitativeKtraitKLociKusingKcombinedKlinkageK
disequilibriumKandKlinkageKwithKaKgeneralKpedigreebKGeneticsWK2006WKekgWKfgfmagk 4 13

20 TheKroleKofKpedigreeKinformationKinKcombinedKlinkageKdisequilibriumKandKlinkageKmappingKofK
quantitativeKtraitKlociKinKaKgeneralKcomplexKpedigreebKGeneticsWK2005WKejmWKhiiajj 4 15

19 wombiningKtheKmeiosisK~ibbsKsamplerKwithKtheKrandomKwalkKapproachKforKlinkageKandKassociationK
studiesKwithKaKgeneralKcomplexKpedigreeKandKmultimarkerKlocibKGeneticsWK2005WKekeWKfdjgakf 4 10

18 TheKefficiencyKofKdesignsKforKfineamappingKofKquantitativeKtraitKlociKusingKcombinedKlinkageK
disequilibriumKandKlinkagebKGeneticshSelectionhEvolutionWK2004WKgjWKehiaje 4.9 22

17 LifestyleKmodifiesKtheKdiabetesarelatedKmetabolicKriskWKconditionalKonKindividualKgeneticKdifferences 2

16 yffectKofKselectionKonKbiasKandKaccuracyKinKgenomicKpredictionKofKbreedingKvalues 1

15 uKWholea~enomeKupproachKxiscoversKNovelK~eneticKandKNona~eneticKVarianceKwomponentsK
ModulatedKbyKLifestyleKforKwardiovascularKHealth 1

14 RegulatoryKvariantsKexplainKmuchKmoreKheritabilityKthanKcodingKvariantsKacrossKeeKcommonKdiseases 5

(-2009)
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13 wontrastingKregionalKarchitecturesKofKschizophreniaKandKotherKcomplexKdiseasesKusingKfastKvarianceK
componentsKanalysis 6

12 wommentaryKonKMLimitationsKofK~wTuKasKaKsolutionKtoKtheKmissingKheritabilityKproblemM 11

11 SubtleKstratificationKconfoundsKestimatesKofKheritabilityKfromKrareKvariants 14

10 MegaaanalysisKofKgeWgmjKindividualsKfromKjKcountriesKuncoversKstrongKgeneaenvironmentK
interactionKforKhumanKfertility 7

9 ystimationKofKgenomicKpredictionKaccuracyKfromKreferenceKpopulationsKwithKvaryingKdegreesKofKrelationship 1

8 uKgeneticKinvestigationKofKsexKbiasKinKtheKprevalenceKofKattentionKdeficitKhyperactivityKdisorder 3

7 ystimationKofKgeneticKcorrelationKusingKlinkageKdisequilibriumKscoreKregressionKandKgenomicK
restrictedKmaximumKlikelihood 6

6 ~xysumnKaKnovelKapproachKtoKestimateKtheKphenotypicKvarianceKexplainedKbyKgenomeawideK~xyK
interactionKbasedKonK~WuSKsummaryKstatisticsKforKbiobankascaleKdata 3

5 unKintegrativeKanalysisKofKgenomicKandKexposomicKdataKforKcomplexKtraitsKandKphenotypicKprediction 3

4 ~enotypeacovariateKcorrelationKandKinteractionKdisentangledKbyKaKwholeagenomeKmultivariateK
reactionKnormKmodel 3

3 xetectingKgenotypeapopulationKinteractionKeffectsKbyKancestryKprincipalKcomponents 1

2 wrossadisorderK~WuSKmetaaanalysisKforKuttentionKxeficitcHyperactivityKxisorderWKuutismKSpectrumK
xisorderWKObsessiveKwompulsiveKxisorderWKandKTouretteKSyndrome 2

1 ugeKatKfirstKbirthKinKwomenKisKgeneticallyKassociatedKwithKincreasedKriskKofKschizophrenia 1
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