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k Paper IF Citations

130 PolygenicLpredictionLofLeducationalLattainmentLwithinLandLbetweenLfamiliesLfromLgenomebwideL
associationLanalysesLinLhLmillionLindividualsccLNaturekGeneticsaL2022aL 36.3 7

129 xharacterizingLmoodLdisordersLinLtheLvFFzxTLstudyoLaLlargeaLlongitudinalaLandLphenotypicallyLrichL
geneticLcohortLinLtheLUSccLTranslationalkPsychiatryaL2022aLfgaLfgf 8.6 0

128 GenomebwideLassociationLstudyLinLalmostLfnjaeeeLindividualsLidentifiesLjeLpreviouslyLunidentifiedL
geneticLlociLforLeyeLcolorcLSciencekAdvancesaL2021aLlaL 14.3 11

127 NuclearLgenomebwideLassociationsLwithLmitochondrialLheteroplasmycLSciencekAdvancesaL2021aLlaL 14.3 2

126 GeneticLanalysesLidentifyLwidespreadLsexbdifferentialLparticipationLbiascLNaturekGeneticsaL2021aLjhaLkkhbklf36.3 20

125
MultitraitLgeneticLassociationLanalysisLidentifiesLjeLnewLriskLlociLforLgastroboesophagealLrefluxaL
sevenLnewLlociLforLwarrettTsLoesophagusLandLprovidesLinsightsLintoLclinicalLheterogeneityLinLrefluxL
diagnosiscLGutaL2021aL

19.2 2

124 ResourceLprofileLandLuserLguideLofLtheLPolygenicL”ndexLRepositorycLNaturekHumankBehaviouraL2021aL 12.8 5

123 FUTkLdeficiencyLcompromisesLbasophilLfunctionLbyLselectivelyLabrogatingLtheirLsialylbLewisLxL
expressioncLCommunicationskBiologyaL2021aLiaLmhg 6.7 2

122 GenomebwideLassociationLstudyLidentifiesLimLcommonLgeneticLvariantsLassociatedLwithLhandednesscL
NaturekHumankBehaviouraL2021aLjaLjnble 12.8 33

121 “abitualLsleepLdisturbancesLandLmigraineoLaLMendelianLrandomizationLstudycLAnnalskofkClinicalkandk
TranslationalkNeurologyaL2020aLlaLghlebghme 5.3 6

120 vgebofbonsetLinformationLhelpsLidentifyLlkLgeneticLvariantsLassociatedLwithLallergicLdiseasecLPLoSk
GeneticsaL2020aLfkaLefeemlgj 6 10

119 TheLassociationLofLclinicalLphenotypesLtoLknownLvydFTyLgeneticLriskLlociLandLtheirL
interbrelationshipcLPLoSkONEaL2020aLfjaLeegifjjg 3.7 1

118 ”nsightsLintoLtheLgeneticLbasisLofLretinalLdetachmentcLHumankMolecularkGeneticsaL2020aLgnaLkmnbleg 5.6 9

117 GenomebwideLassociationLstudiesLofLantidepressantLclassLresponseLandLtreatmentbresistantL
depressioncLTranslationalkPsychiatryaL2020aLfeaLhke 8.6 7

116 xrossbtraitLanalysesLwithLmigraineLrevealLwidespreadLpleiotropyLandLsuggestLaLvascularLcomponentL
toLmigraineLheadachecLInternationalkJournalkofkEpidemiologyaL2020aLinaLfeggbfehf 7.8 15

115 SocialLandLnonbsocialLautismLsymptomsLandLtraitLdomainsLareLgeneticallyLdissociablecL
CommunicationskBiologyaL2019aLgaLhgm 6.7 30

114 GenomebwideLassociationLanalysesLofLchronotypeLinLknlamgmLindividualsLprovidesLinsightsLintoL
circadianLrhythmscLNaturekCommunicationsaL2019aLfeaLhih 17.4 205
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113 PhenotypicLanalysisLofLghandMeLsurveyLdataoLTreatmentbresistantLdepressionLfromLparticipantsTL
perspectivecLPsychiatrykResearchaL2019aLglmaLflhbfln 9.9 2

112 GeneticLvrchitecturesLofLxhildhoodbLandLvdultbOnsetLvsthmaLvreLPartlyLyistinctcLAmericankJournalk
ofkHumankGeneticsaL2019aLfeiaLkkjbkmi 11 83

111 GenomebwideLanalysisLofLinsomniaLinLfahhfaefeLindividualsLidentifiesLnewLriskLlociLandLfunctionalL
pathwayscLNaturekGeneticsaL2019aLjfaLhnibieh 36.3 246

110 xharacterizationLofLPrevalenceLandL“ealthLxonsequencesLofLUniparentalLyisomyLinLFourLMillionL
”ndividualsLfromLtheLGeneralLPopulationcLAmericankJournalkofkHumankGeneticsaL2019aLfejaLngfbnhg 11 36

109 GenomebwideLassociationLandLepidemiologicalLanalysesLrevealLcommonLgeneticLoriginsLbetweenL
uterineLleiomyomataLandLendometriosiscLNaturekCommunicationsaL2019aLfeaLimjl 17.4 34

108 GenomebwideLmetabanalysisLofLdepressionLidentifiesLfegLindependentLvariantsLandLhighlightsLtheL
importanceLofLtheLprefrontalLbrainLregionscLNaturekNeuroscienceaL2019aLggaLhihbhjg 25.5 639

107
vssociationLofLWholebGenomeLandLNzTR”NfLSignalingLPathwaybyerivedLPolygenicLRiskLScoresLforL
MajorLyepressiveLyisorderLandLWhiteLMatterLMicrostructureLinLtheLUöLwiobankcLBiologicalk
Psychiatry:kCognitivekNeurosciencekandkNeuroimagingaL2019aLiaLnfbfee

3.4 12

106 vnLatlasLofLgeneticLinfluencesLonLosteoporosisLinLhumansLandLmicecLNaturekGeneticsaL2019aLjfaLgjmbgkk 36.3 270

105 GeneticLassociationLandLdifferentialLexpressionLofLP”TXgLwithLacuteLappendicitiscLHumankGeneticsaL
2019aLfhmaLhlbil 6.3 9

104 vssociationLstudiesLofLupLtoLfcgLmillionLindividualsLyieldLnewLinsightsLintoLtheLgeneticLetiologyLofL
tobaccoLandLalcoholLusecLNaturekGeneticsaL2019aLjfaLghlbgii 36.3 516

103 GenomebwideLassociationLanalysesLofLriskLtoleranceLandLriskyLbehaviorsLinLoverLfLmillionLindividualsL
identifyLhundredsLofLlociLandLsharedLgeneticLinfluencescLNaturekGeneticsaL2019aLjfaLgijbgjl 36.3 259

102 zlevenLlociLwithLnewLreproducibleLgeneticLassociationsLwithLallergicLdiseaseLriskcLJournalkofkAllergyk
andkClinicalkImmunologyaL2019aLfihaLknfbknn 11.5 28

101 GenomebwideLassociationLmetabanalysisLofLindividualsLofLzuropeanLancestryLidentifiesLnewLlociL
explainingLaLsubstantialLfractionLofLhairLcolorLvariationLandLheritabilitycLNaturekGeneticsaL2018aLjeaLkjgbkjk36.3 59

100 GenomebwideLassociationLanalysesLidentifyLiiLriskLvariantsLandLrefineLtheLgeneticLarchitectureLofL
majorLdepressioncLNaturekGeneticsaL2018aLjeaLkkmbkmf 36.3 1301

99 GenomebwideLanalysesLofLselfbreportedLempathyoLcorrelationsLwithLautismaLschizophreniaaLandL
anorexiaLnervosacLTranslationalkPsychiatryaL2018aLmaLhj 8.6 55

98 GenomebwideLmetabanalysisLofLcognitiveLempathyoLheritabilityaLandLcorrelatesLwithLsexaL
neuropsychiatricLconditionsLandLcognitioncLMolecularkPsychiatryaL2018aLghaLfiegbfien 15.1 62

97 GenomebwideLassociationLandL“LvLfinebmappingLstudiesLidentifyLriskLlociLandLgeneticLpathwaysL
underlyingLallergicLrhinitiscLNaturekGeneticsaL2018aLjeaLfelgbfeme 36.3 52

96 WholeLexomeLsequencingLrevealsL“SPvfLLasLaLgeneticLriskLfactorLforLspontaneousLpretermLbirthcL
PLoSkGeneticsaL2018aLfiaLefeelhni 6 25

(2018-2019)
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95
vssessmentLofLrosaceaLsymptomLseverityLbyLgenomebwideLassociationLstudyLandLexpressionL
analysisLhighlightsLimmunobinflammatoryLandLskinLpigmentationLgenescLHumankMolecularkGeneticsaL
2018aLglaLglkgbgllg

5.6 15

94 PhenomebwideLassociationLstudiesLacrossLlargeLpopulationLcohortsLsupportLdrugLtargetLvalidationcL
NaturekCommunicationsaL2018aLnaLigmj 17.4 76

93 GeneLexpressionLimputationLidentifiesLcandidateLgenesLandLsusceptibilityLlociLassociatedLwithL
cutaneousLsquamousLcellLcarcinomacLNaturekCommunicationsaL2018aLnaLigki 17.4 14

92 MetabanalysisLidentifiesLnovelLriskLlociLandLyieldsLsystematicLinsightsLintoLtheLbiologyLofL
malebpatternLbaldnesscLNaturekCommunicationsaL2017aLmaLfikni 17.4 36

91 SharedLgeneticLvariantsLsuggestLcommonLpathwaysLinLallergyLandLautoimmuneLdiseasescLJournalkofk
AllergykandkClinicalkImmunologyaL2017aLfieaLllfblmf 11.5 36

90 GenomebwideLanalysesLforLpersonalityLtraitsLidentifyLsixLgenomicLlociLandLshowLcorrelationsLwithL
psychiatricLdisorderscLNaturekGeneticsaL2017aLinaLfjgbfjk 36.3 251

89 SharedLgeneticLoriginLofLasthmaaLhayLfeverLandLeczemaLelucidatesLallergicLdiseaseLbiologycLNaturek
GeneticsaL2017aLinaLfljgbfljl 36.3 256

88 ”dentificationLofLnovelLriskLlociLforLrestlessLlegsLsyndromeLinLgenomebwideLassociationLstudiesLinL
individualsLofLzuropeanLancestryoLaLmetabanalysiscLLancetkNeurologyykTheaL2017aLfkaLmnmbnel 24.1 121

87 TwobstageLgenomebwideLassociationLstudyLidentifiesLaLnovelLsusceptibilityLlocusLassociatedLwithL
melanomacLOncotargetaL2017aLmaLfljmkbfljng 3.3 42

86 vLmultibstageLgenomebwideLassociationLstudyLofLuterineLfibroidsLinLvfricanLvmericanscLHumank
GeneticsaL2017aLfhkaLfhkhbfhlh 6.3 17

85 vLmetabanalysisLofLgenomebwideLassociationLstudiesLidentifiesLflLnewLParkinsonTsLdiseaseLriskLlocicL
NaturekGeneticsaL2017aLinaLfjffbfjfk 36.3 629

84 GenomebwideLassociationLandL“LvLregionLfinebmappingLstudiesLidentifyLsusceptibilityLlociLforL
multipleLcommonLinfectionscLNaturekCommunicationsaL2017aLmaLjnn 17.4 173

83 GeneticLvssociationsLwithLGestationalLyurationLandLSpontaneousLPretermLwirthcLNewkEnglandk
JournalkofkMedicineaL2017aLhllaLffjkbffkl 59.2 183

82 MultiethnicLGWvSLRevealsLPolygenicLvrchitectureLofLzarlobeLvttachmentcLAmericankJournalkofk
HumankGeneticsaL2017aLfefaLnfhbngi 11 17

81 GenebbasedLanalysisLofLregulatoryLvariantsLidentifiesLiLputativeLnovelLasthmaLriskLgenesLrelatedLtoL
nucleotideLsynthesisLandLsignalingcLJournalkofkAllergykandkClinicalkImmunologyaL2017aLfhnaLffimbffjl 11.5 43

80 GWvSLofLselfbreportedLmosquitoLbiteLsizeaLitchLintensityLandLattractivenessLtoLmosquitoesL
implicatesLimmunebrelatedLpredispositionLlocicLHumankMolecularkGeneticsaL2017aLgkaLfhnfbfiek 5.6 17

79 PhenomebwideLassociationLstudyLusingLresearchLparticipantsTLselfbreportedLdataLprovidesLinsightL
intoLtheLThflLandL”LbflLpathwaycLPLoSkONEaL2017aLfgaLeefmkiej 3.7 14

78 GenomebwideLassociationLstudyLidentifiesLnovelLsusceptibilityLlociLforLcutaneousLsquamousLcellL
carcinomacLNaturekCommunicationsaL2016aLlaLfgeim 17.4 82
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77 GenomebwideLassociationLstudyLidentifiesLfiLnovelLriskLallelesLassociatedLwithLbasalLcellLcarcinomacL
NaturekCommunicationsaL2016aLlaLfgjfe 17.4 65

76 ”dentificationLofLgenomicLlociLassociatedLwithLrestingLheartLrateLandLsharedLgeneticLpredictorsLwithL
allbcauseLmortalitycLNaturekGeneticsaL2016aLimaLfjjlbfjkh 36.3 91

75 GeneticLvariantsLlinkedLtoLeducationLpredictLlongevitycLProceedingskofkthekNationalkAcademykofk
ScienceskofkthekUnitedkStateskofkAmericaaL2016aLffhaLfhhkkbfhhlf 11.5 90

74 xhronicLgastroesophagealLrefluxLdiseaseLsharesLgeneticLbackgroundLwithLesophagealL
adenocarcinomaLandLwarrettTsLesophaguscLHumankMolecularkGeneticsaL2016aLgjaLmgmbhj 5.6 26

73 GenomebwideLassociationLanalysisLofLselfbreportedLeventsLinLkfhjLindividualsLandLgjgLmglLcontrolsL
identifiesLmLlociLassociatedLwithLthrombosiscLHumankMolecularkGeneticsaL2016aLgjaLfmklbli 5.6 71

72 GWvSLofLmnagmhLindividualsLidentifiesLgeneticLvariantsLassociatedLwithLselfbreportingLofLbeingLaL
morningLpersoncLNaturekCommunicationsaL2016aLlaLfeiim 17.4 207

71 GenomebWideLvssociationLvnalysesLinLfgmagkkL”ndividualsL”dentifiesLNewLMorningnessLandLSleepL
yurationLLocicLPLoSkGeneticsaL2016aLfgaLefeekfgj 6 222

70 GenomebwideLassociationLanalysisLofLpainLseverityLinLdysmenorrheaLidentifiesLassociationLatL
chromosomeLfpfhcgaLnearLtheLnerveLgrowthLfactorLlocuscLPainaL2016aLfjlaLgjlfbgjmf 8 22

69 yetectionLandLinterpretationLofLsharedLgeneticLinfluencesLonLigLhumanLtraitscLNaturekGeneticsaL
2016aLimaLlenbfl 36.3 657

68 GeneticLvariantsLassociatedLwithLsubjectiveLwellbbeingaLdepressiveLsymptomsaLandLneuroticismL
identifiedLthroughLgenomebwideLanalysescLNaturekGeneticsaL2016aLimaLkgibhh 36.3 602

67 GenomebwideLassociationLstudyLidentifiesLliLlociLassociatedLwithLeducationalLattainmentcLNatureaL
2016aLjhhaLjhnbig 50.4 850

66 ”dentificationLofLfjLgeneticLlociLassociatedLwithLriskLofLmajorLdepressionLinLindividualsLofLzuropeanL
descentcLNaturekGeneticsaL2016aLimaLfehfbk 36.3 487

65 minimacgoLfasterLgenotypeLimputationcLBioinformaticsaL2015aLhfaLlmgbi 7.2 264

64 vssessmentLofLtheLgeneticLbasisLofLrosaceaLbyLgenomebwideLassociationLstudycLJournalkofk
InvestigativekDermatologyaL2015aLfhjaLfjimbfjjj 4.3 97

63 xausalLmechanismsLandLbalancingLselectionLinferredLfromLgeneticLassociationsLwithLpolycysticL
ovaryLsyndromecLNaturekCommunicationsaL2015aLkaLmiki 17.4 203

62 MultibancestryLgenomebwideLassociationLstudyLofLgfaeeeLcasesLandLnjaeeeLcontrolsLidentifiesLnewL
riskLlociLforLatopicLdermatitiscLNaturekGeneticsaL2015aLilaLfiinbfijk 36.3 329

61 SharedLgeneticLaetiologyLofLpubertyLtimingLbetweenLsexesLandLwithLhealthbrelatedLoutcomescL
NaturekCommunicationsaL2015aLkaLmmig 17.4 75

60 GeneticLvariantsLassociatedLwithLmotionLsicknessLpointLtoLrolesLforLinnerLearLdevelopmentaL
neurologicalLprocessesLandLglucoseLhomeostasiscLHumankMolecularkGeneticsaL2015aLgiaLgleebm 5.6 53

(2015-2016)

5



59 vLgenomebwideLassociationLstudyLidentifiesLfourLnovelLsusceptibilityLlociLunderlyingLinguinalLherniacL
NaturekCommunicationsaL2015aLkaLfefhe 17.4 43

58 RareLcodingLvariantsLandLXblinkedLlociLassociatedLwithLageLatLmenarchecLNaturekCommunicationsaL
2015aLkaLlljk 17.4 23

57 GenomebwideLassociationLanalysisLidentifiesLffLriskLvariantsLassociatedLwithLtheLasthmaLwithLhayL
feverLphenotypecLJournalkofkAllergykandkClinicalkImmunologyaL2014aLfhhaLfjkiblf 11.5 143

56 ReplicabilityLandLrobustnessLofLgenomebwidebassociationLstudiesLforLbehavioralLtraitscLPsychologicalk
ScienceaL2014aLgjaLfnljbmk 7.9 75

55 zconomicLevaluationLofLusingLaLgeneticLtestLtoLdirectLbreastLcancerLchemopreventionLinLwhiteL
womenLwithLaLpreviousLbreastLbiopsycLAppliedkHealthkEconomicskandkHealthkPolicyaL2014aLfgaLgehbfl 3.4 7

54 vLnewLregulatoryLvariantLinLtheLinterleukinbkLreceptorLgeneLassociatesLwithLasthmaLriskcLGeneskandk
ImmunityaL2013aLfiaLiifbk 4.4 25

53 vndrogeneticLalopeciaoLidentificationLofLfourLgeneticLriskLlociLandLevidenceLforLtheLcontributionLofL
WNTLsignalingLtoLitsLetiologycLJournalkofkInvestigativekDermatologyaL2013aLfhhaLfimnbnk 4.3 64

52 vLgenomebwideLassociationLmetabanalysisLofLselfbreportedLallergyLidentifiesLsharedLandL
allergybspecificLsusceptibilityLlocicLNaturekGeneticsaL2013aLijaLnelbff 36.3 191

51 GenomebwideLanalysisLpointsLtoLrolesLforLextracellularLmatrixLremodelingaLtheLvisualLcycleaLandL
neuronalLdevelopmentLinLmyopiacLPLoSkGeneticsaL2013aLnaLefeehgnn 6 190

50 GeneticLvariantsLassociatedLwithLbreastLsizeLalsoLinfluenceLbreastLcancerLriskcLBMCkMedicalkGeneticsaL
2012aLfhaLjh 2.1 50

49 vLgeneticLvariantLnearLolfactoryLreceptorLgenesLinfluencesLcilantroLpreferencecLFlavouraL2012aLfaL 50

48 NovelLassociationsLforLhypothyroidismLincludeLknownLautoimmuneLriskLlocicLPLoSkONEaL2012aLlaLehiiig 3.7 105

47 SixLnovelLsusceptibilityLLociLforLearlybonsetLandrogeneticLalopeciaLandLtheirLunexpectedLassociationL
withLcommonLdiseasescLPLoSkGeneticsaL2012aLmaLefeeglik 6 70

46 VareniclineLforLsmokingLcessationoLnauseaLseverityLandLvariationLinLnicotinicLreceptorLgenescL
PharmacogenomicskJournalaL2012aLfgaLhinbjm 3.5 19

45 GeneticLvariantsLinLtheLMRPSheLregionLandLpostmenopausalLbreastLcancerLriskcLGenomekMedicineaL
2011aLhaLig 14.4 13

44 zfficientLreplicationLofLoverLfmeLgeneticLassociationsLwithLselfbreportedLmedicalLdatacLPLoSkONEaL
2011aLkaLeghilh 3.7 101

43 VariantLinLPNPLvhLisLassociatedLwithLalcoholicLliverLdiseasecLNaturekGeneticsaL2010aLigaLgfbh 36.3 328

42 VariationLinLtheLFGFRgLgeneLandLtheLeffectLofLaLlowbfatLdietaryLpatternLonLinvasiveLbreastLcancercL
CancerkEpidemiologykBiomarkerskandkPreventionaL2010aLfnaLlibn 4 18
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41 ResequencingLofLnicotinicLacetylcholineLreceptorLgenesLandLassociationLofLcommonLandLrareL
variantsLwithLtheLFagerstrˆ¶mLtestLforLnicotineLdependencecLNeuropsychopharmacologyaL2010aLhjaLghngbieg8.7 55

40 vssessmentLofLclinicalLvalidityLofLaLbreastLcancerLriskLmodelLcombiningLgeneticLandLclinicalL
informationcLJournalkofkthekNationalkCancerkInstituteaL2010aLfegaLfkfmbgl 9.7 133

39 PooledLversusLindividualLgenotypingLinLaLbreastLcancerLgenomebwideLassociationLstudycLGenetick
EpidemiologyaL2010aLhiaLkehbfg 2.6 10

38 xomprehensiveLwholebgenomeLandLcandidateLgeneLanalysisLforLresponseLtoLstatinLtherapyLinLtheL
TreatingLtoLNewLTargetsLUTNTVLcohortcLCirculation:kCardiovascularkGeneticsaL2009aLgaLflhbmf 149

37 VariationLinLtheLFGFRgLgeneLandLtheLeffectsLofLpostmenopausalLhormoneLtherapyLonLinvasiveL
breastLcancercLCancerkEpidemiologykBiomarkerskandkPreventionaL2009aLfmaLhelnbmj 4 51

36 GenomebwideLscanLidentifiesLvariationLinLMLX”PLLassociatedLwithLplasmaLtriglyceridescLNaturek
GeneticsaL2008aLieaLfinbjf 36.3 262

35 xommonLsequenceLpolymorphismsLshapingLgeneticLdiversityLinLvrabidopsisLthalianacLScienceaL2007aL
hflaLhhmbig 33.3 596

34 vLsequencebbasedLvariationLmapLofLmcglLmillionLSNPsLinLinbredLmouseLstrainscLNatureaL2007aLiimaLfejebh 50.4 352

33 GenomebwideLdetectionLandLcharacterizationLofLpositiveLselectionLinLhumanLpopulationscLNatureaL
2007aLiinaLnfhbm 50.4 1367

32 vLsecondLgenerationLhumanLhaplotypeLmapLofLoverLhcfLmillionLSNPscLNatureaL2007aLiinaLmjfbkf 50.4 3647

31 vLgenomewideLsinglebnucleotidebpolymorphismLpanelLforLMexicanLvmericanLadmixtureLmappingcL
AmericankJournalkofkHumankGeneticsaL2007aLmeaLfefibgh 11 113

30 vLgenomewideLassociationLstudyLofLskinLpigmentationLinLaLSouthLvsianLpopulationcLAmericank
JournalkofkHumankGeneticsaL2007aLmfaLfffnbhg 11 215

29 vLcommonLalleleLonLchromosomeLnLassociatedLwithLcoronaryLheartLdiseasecLScienceaL2007aLhfkaLfimmbnf 33.3 1415

28 vLgenomewideLsinglebnucleotidebpolymorphismLpanelLwithLhighLancestryLinformationLforLvfricanL
vmericanLadmixtureLmappingcLAmericankJournalkofkHumankGeneticsaL2006aLlnaLkiebn 11 142

27 xommonLdeletionsLandLSNPsLareLinLlinkageLdisequilibriumLinLtheLhumanLgenomecLNaturekGeneticsaL
2006aLhmaLmgbj 36.3 303

26 WholebgenomeLpatternsLofLcommonLyNvLvariationLinLthreeLhumanLpopulationscLScienceaL2005aLhelaLfelgbn33.3 972

25 FinebscaleLrecombinationLpatternsLdifferLbetweenLchimpanzeesLandLhumanscLNaturekGeneticsaL2005aL
hlaLignbhi 36.3 226

24 GenomebwideLdefinitiveLhaplotypesLdeterminedLusingLaLcollectionLofLcompleteLhydatidiformLmolescL
GenomekResearchaL2005aLfjaLfjffbm 9.7 15

(2005-2010)
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23 SegmentalLphylogeneticLrelationshipsLofLinbredLmouseLstrainsLrevealedLbyLfinebscaleLanalysisLofL
sequenceLvariationLacrossLickLmbLofLmouseLgenomecLGenomekResearchaL2004aLfiaLfinhbjee 9.7 71

22 MatchingLstrategiesLforLgeneticLassociationLstudiesLinLstructuredLpopulationscLAmericankJournalkofk
HumankGeneticsaL2004aLliaLhflbgj 11 88

21 vpplicationLofLpooledLgenotypingLtoLscanLcandidateLregionsLforLassociationLwithL“yLLcholesterolL
levelscLHumankGenomicsaL2004aLfaLigfbhi 6.8 68

20 GenomicLyNvLinsertionsLandLdeletionsLoccurLfrequentlyLbetweenLhumansLandLnonhumanLprimatescL
GenomekResearchaL2003aLfhaLhifbk 9.7 68

19 wlocksLofLlimitedLhaplotypeLdiversityLrevealedLbyLhighbresolutionLscanningLofLhumanLchromosomeL
gfcLScienceaL2001aLgniaLflfnbgh 33.3 948

18 zxclusionLofLlinkageLtoLtheL“LvLregionLinLninetyLmultiplexLsibshipsLwithLautismcLJournalkofkAutismk
andkDevelopmentalkDisordersaL1999aLgnaLfnjbgef 4.6 31

17 SibbpairLanalysisLofLtheLcollaborativeLstudyLonLtheLgeneticsLofLalcoholismLdataLsetcLGenetick
EpidemiologyaL1999aLflLSupplLfaLSfmlbnf 2.6 2

16 vLsecondbgenerationLscreenLofLtheLhumanLgenomeLforLsusceptibilityLtoLinsulinbdependentLdiabetesL
mellituscLNaturekGeneticsaL1998aLfnaLgngbk 36.3 296

15 FromLstructureLtoLsequenceLandLbackLagaincLJournalkofkMolecularkBiologyaL1996aLgjmaLgefbn 6.5 33

14 vLfullLgenomeLsearchLinLmultipleLsclerosiscLNaturekGeneticsaL1996aLfhaLilgbk 36.3 572

13 SimulationLofLproteinbfoldingLpathwaysoLlostLinLUconformationalVLspacetcLTrendskinkBiotechnologyaL
1995aLfhaLghbgl 15.1 11

12 zxploringLconformationalLspaceLwithLaLsimpleLlatticeLmodelLforLproteinLstructurecLJournalkofk
MolecularkBiologyaL1994aLgihaLkkmbmg 6.5 137

11 vLlatticeLmodelLforLproteinLstructureLpredictionLatLlowLresolutioncLProceedingskofkthekNationalk
AcademykofkScienceskofkthekUnitedkStateskofkAmericaaL1992aLmnaLgjhkbie 11.5 182

10 GenomebwideLanalysesLofLselfbreportedLempathyoLcorrelationsLwithLautismaLschizophreniaaLandL
anorexiaLnervosa 4

9 GenomebwideLmetabanalysisLofLcognitiveLempathyoLheritabilityaLandLcorrelatesLwithLsexaL
neuropsychiatricLconditionsLandLbrainLanatomy 3

8 GenomebwideLassociationLanalysesLidentifyLiiLriskLvariantsLandLrefineLtheLgeneticLarchitectureLofL
majorLdepressiveLdisorder 21

7 GenomebwideLvnalysisLofL”nsomniaLUNrfahhfaefeVL”dentifiesLNovelLLociLandLFunctionalLPathways 12

6 PhenomebwideLassociationLstudiesLUPheWvSVLacrossLlargeLâ��realbworldLdataâ��LpopulationLcohortsL
supportLdrugLtargetLvalidation 5
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5 SocialLandLnonbsocialLautismLsymptomLandLtraitLdomainsLareLgeneticallyLdissociable 1

4 GenomebwideLassociationLanalysesLofLchronotypeLinLknlamgmLindividualsLprovidesLnewLinsightsLintoL
circadianLrhythmsLinLhumansLandLlinksLtoLdisease 5

3 ParkinsonLdiseaseLageLofLonsetLGWvSoLdefiningLheritabilityaLgeneticLlociLandLabsynucleinLmechanisms 6

2 GenomebwideLmetabanalysisLofLdepressionLidentifiesLfegLindependentLvariantsLandLhighlightsLtheL
importanceLofLtheLprefrontalLbrainLregions 8

1 GenomebwideLassociationLstudyLofLmusicalLbeatLsynchronizationLdemonstratesLhighLpolygenicity 9
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