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o Paper IF Citations

134 αenomebwideNassociationNstudyNofNfiaeeeNcasesNofNsevenNcommonNdiseasesNandNhaeeeNsharedN
controlscNNatureaN2007aNiilaNkkfblm 50.4 7801

133 ReplicationNofNgenomebwideNassociationNsignalsNinNUKNsamplesNrevealsNriskNlociNforNtypeNgNdiabetescN
ScienceaN2007aNhfkaNfhhkbif 33.3 1823

132 SixNnewNlociNassociatedNwithNbodyNmassNindexNhighlightNaNneuronalNinfluenceNonNbodyNweightN
regulationcNNaturenGeneticsaN2009aNifaNgjbhi 36.3 1368

131 RobustNassociationsNofNfourNnewNchromosomeNregionsNfromNgenomebwideNanalysesNofNtypeNfN
diabetescNNaturenGeneticsaN2007aNhnaNmjlbki 36.3 1159

130 vssociationNscanNofNfiajeeNnonsynonymousNSNPsNinNfourNdiseasesNidentifiesNautoimmunityNvariantscN
NaturenGeneticsaN2007aNhnaNfhgnbhl 36.3 1130

129 xommonNvariantsNnearNMxiRNareNassociatedNwithNfatNmassaNweightNandNriskNofNobesitycNNaturen
GeneticsaN2008aNieaNlkmblj 36.3 1048

128 αenomebwideNassociationNstudyNidentifiesNeightNlociNassociatedNwithNbloodNpressurecNNaturen
GeneticsaN2009aNifaNkkkblk 36.3 970

127 wayesianNtestNforNcolocalisationNbetweenNpairsNofNgeneticNassociationNstudiesNusingNsummaryN
statisticscNPLoSnGeneticsaN2014aNfeaNefeeihmh 6 868

126 αenomebwideNassociationNanalysisNidentifiesNgeNlociNthatNinfluenceNadultNheightcNNaturenGeneticsaN
2008aNieaNjljbmh 36.3 654

125 αenomebwideNassociationNstudyNofNxNVsNinNfkaeeeNcasesNofNeightNcommonNdiseasesNandNhaeeeN
sharedNcontrolscNNatureaN2010aNikiaNlfhbge 50.4 639

124 LineagebSpecificNαenomeNvrchitectureNLinksNznhancersNandNNonbcodingNyiseaseNVariantsNtoNTargetN
αeneNPromoterscNCellaN2016aNfklaNfhknbfhmicefn 56.2 556

123 yenseNgenotypingNidentifiesNandNlocalizesNmultipleNcommonNandNrareNvariantNassociationNsignalsNinN
celiacNdiseasecNNaturenGeneticsaN2011aNihaNffnhbgef 36.3 535

122 MetabanalysisNofNgmafifNindividualsNidentifiesNcommonNvariantsNwithinNfiveNnewNlociNthatNinfluenceN
uricNacidNconcentrationscNPLoSnGeneticsaN2009aNjaNefeeejei 6 495

121 αenomebwideNassociationNstudyNidentifiesNlociNinfluencingNconcentrationsNofNliverNenzymesNinN
plasmacNNaturenGeneticsaN2011aNihaNffhfbm 36.3 415

120  ineNmappingNofNtypeNfNdiabetesNsusceptibilityNlociNandNevidenceNforNcolocalizationNofNcausalNvariantsN
withNlymphoidNgeneNenhancerscNNaturenGeneticsaN2015aNilaNhmfbk 36.3 414

119 PervasiveNsharingNofNgeneticNeffectsNinNautoimmuneNdiseasecNPLoSnGeneticsaN2011aNlaNefeeggji 6 413

118 αenomebwideNassociationNscanNmetabanalysisNidentifiesNthreeNLociNinfluencingNadiposityNandNfatN
distributioncNPLoSnGeneticsaN2009aNjaNefeeejem 6 393
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117 αenomebwideNassociationNstudyNidentifiesNgenesNforNbiomarkersNofNcardiovascularNdiseaseoNserumN
urateNandNdyslipidemiacNAmericannJournalnofnHumannGeneticsaN2008aNmgaNfhnbin 11 361

116 WidespreadNseasonalNgeneNexpressionNrevealsNannualNdifferencesNinNhumanNimmunityNandN
physiologycNNaturenCommunicationsaN2015aNkaNleee 17.4 268

115 SLxgvnNisNaNhighbcapacityNurateNtransporterNinNhumanscNPLoSnMedicineaN2008aNjaNefnl 11.6 254

114 TheNimprintedNyLKfbMzαhNgeneNregionNonNchromosomeNfiqhgcgNaltersNsusceptibilityNtoNtypeNfN
diabetescNNaturenGeneticsaN2010aNigaNkmblf 36.3 238

113 TheNInternationalNHumanNzpigenomeNxonsortiumoNvNwlueprintNforNScientificNxollaborationNandN
yiscoverycNCellaN2016aNfklaNffijbffin 56.2 232

112 vNtransbactingNlocusNregulatesNanNantibviralNexpressionNnetworkNandNtypeNfNdiabetesNriskcNNatureaN
2010aNiklaNikebi 50.4 224

111 InheritedNvariationNinNvitaminNyNgenesNisNassociatedNwithNpredispositionNtoNautoimmuneNdiseaseNtypeN
fNdiabetescNDiabetesaN2011aNkeaNfkgibhf 0.9 222

110 αeneticNlociNinfluencingNkidneyNfunctionNandNchronicNkidneyNdiseasecNNaturenGeneticsaN2010aNigaNhlhbj 36.3 205

109 αenomebwideNassociationNanalysisNofNautoantibodyNpositivityNinNtypeNfNdiabetesNcasescNPLoSnGenetics
aN2011aNlaNefeeggfk 6 195

108 vNtypeNINinterferonNtranscriptionalNsignatureNprecedesNautoimmunityNinNchildrenNgeneticallyNatNriskN
forNtypeNfNdiabetescNDiabetesaN2014aNkhaNgjhmbje 0.9 188

107 wloodNpressureNlociNidentifiedNwithNaNgenebcentricNarraycNAmericannJournalnofnHumannGeneticsaN2011aN
mnaNkmmblee 11 137

106 xaptureNHibxNrevealsNnovelNcandidateNgenesNandNcomplexNlongbrangeNinteractionsNwithNrelatedN
autoimmuneNriskNlocicNNaturenCommunicationsaN2015aNkaNfeekn 17.4 121

105 SevenNnewlyNidentifiedNlociNforNautoimmuneNthyroidNdiseasecNHumannMolecularnGeneticsaN2012aNgfaNjgegbm5.6 120

104 yenseNgenotypingNofNimmunebrelatedNsusceptibilityNlociNrevealsNnewNinsightsNintoNtheNgeneticsNofN
psoriaticNarthritiscNNaturenCommunicationsaN2015aNkaNkeik 17.4 103

103 MetabanalysisNofNyenseNαenecentricNvssociationNStudiesNRevealsNxommonNandNUncommonNVariantsN
vssociatedNwithNHeightcNAmericannJournalnofnHumannGeneticsaN2011aNmmaNkbfm 11 103

102 StatisticalNcolocalizationNofNgeneticNriskNvariantsNforNrelatedNautoimmuneNdiseasesNinNtheNcontextNofN
commonNcontrolscNNaturenGeneticsaN2015aNilaNmhnbik 36.3 97

101
IntegrationNofNdiseaseNassociationNandNeQTLNdataNusingNaNwayesianNcolocalisationNapproachN
highlightsNsixNcandidateNcausalNgenesNinNimmunebmediatedNdiseasescNHumannMolecularnGeneticsaN
2015aNgiaNhhejbfh

5.6 94

100 LongbrangeNyNvNloopingNandNgeneNexpressionNanalysesNidentifyNyzXINasNanNautoimmuneNdiseaseN
candidateNgenecNHumannMolecularnGeneticsaN2012aNgfaNhggbhh 5.6 91

(2012-2008)
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99 ILbgfNproductionNbyNxyiZNeffectorNTNcellsNandNfrequencyNofNcirculatingNfollicularNhelperNTNcellsNareN
increasedNinNtypeNfNdiabetesNpatientscNDiabetologiaaN2015aNjmaNlmfbne 10.3 86

98 HaplotypesNofNtheNWNKfNgeneNassociateNwithNbloodNpressureNvariationNinNaNseverelyNhypertensiveN
populationNfromNtheNwritishNαeneticsNofNHypertensionNstudycNHumannMolecularnGeneticsaN2005aNfiaNfmejbfi5.6 82

97 MetabanalysisNofNyenseNαenecentricNvssociationNStudiesNRevealsNxommonNandNUncommonNVariantsN
vssociatedNwithNHeightcNAmericannJournalnofnHumannGeneticsaN2012aNneaNfffkbfffl 11 78

96
RegulatoryNTNxellNResponsesNinNParticipantsNwithNTypeNfNyiabetesNafterNaNSingleNyoseNofN
InterleukinbgoNvNNonbRandomisedaNOpenNLabelaNvdaptiveNyoseb indingNTrialcNPLoSnMedicineaN2016aN
fhaNefeegfhn

11.6 76

95 xomparativeNanalysisNofNgenomebwideNassociationNstudiesNsignalsNforNlipidsaNdiabetesaNandNcoronaryN
heartNdiseaseoNxardiovascularNwiomarkerNαeneticsNxollaborationcNEuropeannHeartnJournalaN2012aNhhaNhnhbiel9.5 75

94 αenomebwideNassociationNstudyNofNeosinophilicNgranulomatosisNwithNpolyangiitisNrevealsNgenomicN
lociNstratifiedNbyNvNxvNstatuscNNaturenCommunicationsaN2019aNfeaNjfge 17.4 71

93 StatisticalNcolocalizationNofNmonocyteNgeneNexpressionNandNgeneticNriskNvariantsNforNtypeNfNdiabetescN
HumannMolecularnGeneticsaN2012aNgfaNgmfjbgi 5.6 71

92 ReducedNexpressionNofNI IHfNisNprotectiveNforNtypeNfNdiabetescNPLoSnONEaN2010aNjaNefgkik 3.7 66

91 zlicitingNpriorsNandNrelaxingNtheNsingleNcausalNvariantNassumptionNinNcolocalisationNanalysescNPLoSn
GeneticsaN2020aNfkaNefeemlge 6 54

90 TrendsNinNdrugNoverdoseNdeathsNinNznglandNandNWalesNfnnhbnmoNmethadoneNdoesNnotNkillNmoreN
peopleNthanNheroincNAddictionaN2003aNnmaNifnbgj 4.6 54

89 StatisticalNtestingNofNsharedNgeneticNcontrolNforNpotentiallyNrelatedNtraitscNGeneticnEpidemiologyaN
2013aNhlaNmegbfh 2.6 53

88 zffectsNofNlongbtermNaveragingNofNquantitativeNbloodNpressureNtraitsNonNtheNdetectionNofNgeneticN
associationscNAmericannJournalnofnHumannGeneticsaN2014aNnjaNinbkj 11 52

87 xommonNgeneticNvariationNnearNtheNphospholambanNgeneNisNassociatedNwithNcardiacNrepolarisationoN
metabanalysisNofNthreeNgenomebwideNassociationNstudiescNPLoSnONEaN2009aNiaNekfhm 3.7 50

86 zxtremeNclonalityNinNlymphoblastoidNcellNlinesNwithNimplicationsNforNalleleNspecificNexpressionN
analysescNPLoSnONEaN2008aNhaNegnkk 3.7 48

85 TwobdimensionalNgenomebscanNidentifiesNnovelNepistaticNlociNforNessentialNhypertensioncNHumann
MolecularnGeneticsaN2006aNfjaNfhkjbli 5.6 47

84 xellsNwithNTregbspecificN OXPhNdemethylationNbutNlowNxygjNareNprevalentNinNautoimmunitycNJournaln
ofnAutoimmunityaN2017aNmiaNljbmk 15.5 46

83 vNmethodNforNgenebbasedNpathwayNanalysisNusingNgenomewideNassociationNstudyNsummaryNstatisticsN
revealsNnineNnewNtypeNfNdiabetesNassociationscNGeneticnEpidemiologyaN2014aNhmaNkkfble 2.6 43

82 yissectionNofNaNxomplexNyiseaseNSusceptibilityNRegionNUsingNaNwayesianNStochasticNSearchNvpproachN
toN ineNMappingcNPLoSnGeneticsaN2015aNffaNefeejglg 6 42
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81 xhromosomeNcontactsNinNactivatedNTNcellsNidentifyNautoimmuneNdiseaseNcandidateNgenescNGenomen
BiologyaN2017aNfmaNfkj 18.3 41

80 MultibparametricNflowNcytometricNandNgeneticNinvestigationNofNtheNperipheralNwNcellNcompartmentNinN
humanNtypeNfNdiabetescNClinicalnandnExperimentalnImmunologyaN2014aNfllaNjlfbmj 6.2 41

79 vnNalleleNofNIKZ fNVIkarosWNconferringNsusceptibilityNtoNchildhoodNacuteNlymphoblasticNleukemiaN
protectsNagainstNtypeNfNdiabetescNDiabetesaN2011aNkeaNfeifbi 0.9 41

78 ImprovedNpowerNofferedNbyNaNscoreNtestNforNlinkageNdisequilibriumNmappingNofNquantitativebtraitN
lociNbyNselectiveNgenotypingcNAmericannJournalnofnHumannGeneticsaN2006aNlmaNinmbjei 11 38

77 vNpleiotropybinformedNwayesianNfalseNdiscoveryNrateNadaptedNtoNaNsharedNcontrolNdesignNfindsNnewN
diseaseNassociationsNfromNαWvSNsummaryNstatisticscNPLoSnGeneticsaN2015aNffaNefeeingk 6 37

76 PolymorphismsNinNtheNWNKfNgeneNareNassociatedNwithNbloodNpressureNvariationNandNurinaryN
potassiumNexcretioncNPLoSnONEaN2009aNiaNejeeh 3.7 36

75 αeneticNassociationNanalysesNofNatopicNillnessNandNproinflammatoryNcytokineNgenesNwithNtypeNfN
diabetescNDiabetes/MetabolismnResearchnandnReviewsaN2011aNglaNmhmbih 7.5 35

74 NaturalNVariationNinNInterleukinbgNSensitivityNInfluencesNRegulatoryNTbxellN requencyNandN unctionNinN
IndividualsNWithNLongbstandingNTypeNfNyiabetescNDiabetesaN2015aNkiaNhmnfbneg 0.9 34

73 PromoterNinteractomeNofNhumanNembryonicNstemNcellbderivedNcardiomyocytesNconnectsNαWvSN
regionsNtoNcardiacNgeneNnetworkscNNaturenCommunicationsaN2018aNnaNgjgk 17.4 34

72 PostthymicNexpansionNinNhumanNxyiNnaiveNTNcellsNdefinedNbyNexpressionNofNfunctionalNhighbaffinityN
ILbgNreceptorscNJournalnofnImmunologyaN2013aNfneaNgjjibkk 5.3 34

71 xhromosomeNgpNshowsNsignificantNlinkageNtoNantihypertensiveNresponseNinNtheNwritishNαeneticsNofN
HypertensionNStudycNHypertensionaN2006aNilaNkehbm 8.5 31

70 αlutathioneNSbtransferaseNvariantsNandNhypertensioncNJournalnofnHypertensionaN2008aNgkaNfhihbjg 1.9 30

69 NeonatalNandNadultNrecentNthymicNemigrantsNproduceNILbmNandNexpressNcomplementNreceptorsNxRfN
andNxRgcNJCInInsightaN2017aNgaN 9.9 26

68 zpigeneticNanalysisNofNregulatoryNTNcellsNusingNmultiplexNbisulfiteNsequencingcNEuropeannJournalnofn
ImmunologyaN2015aNijaNhgeebh 6.1 21

67 PlasmaNconcentrationsNofNsolubleNILbgNreceptorN˛–NVxygjWNareNincreasedNinNtypeNfNdiabetesNandN
associatedNwithNreducedNxbpeptideNlevelsNinNyoungNpatientscNDiabetologiaaN2014aNjlaNhkkblg 10.3 21

66 IncreasedNsupportNforNlinkageNofNaNnovelNlocusNonNchromosomeNjqfhNforNessentialNhypertensionNinN
theNwritishNαeneticsNofNHypertensionNStudycNHypertensionaN2006aNimaNfejbff 8.5 21

65 LinkageNanalysisNusingNcobphenotypesNinNtheNwRIαHTNstudyNrevealsNnovelNpotentialNsusceptibilityNlociN
forNhypertensioncNAmericannJournalnofnHumannGeneticsaN2006aNlnaNhghbhf 11 20

64 TheNchromosomeNkqggchhNregionNisNassociatedNwithNageNatNdiagnosisNofNtypeNfNdiabetesNandNdiseaseN
riskNinNthoseNdiagnosedNunderNj´ yearsNofNagecNDiabetologiaaN2018aNkfaNfilbfjl 10.3 19

(2018-2017)
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63 StochasticNsearchNandNjointNfinebmappingNincreasesNaccuracyNandNidentifiesNpreviouslyNunreportedN
associationsNinNimmunebmediatedNdiseasescNNaturenCommunicationsaN2019aNfeaNhgfk 17.4 19

62 vNmethodNforNidentifyingNgeneticNheterogeneityNwithinNphenotypicallyNdefinedNdiseaseNsubgroupscN
NaturenGeneticsaN2017aNinaNhfebhfk 36.3 17

61 ImprovingNtheNcoverageNofNcredibleNsetsNinNwayesianNgeneticNfinebmappingcNPLoSnComputationaln
BiologyaN2020aNfkaNefeelmgn 5 16

60
MultivariateNαenomebwideNvssociationNvnalysisNofNaNxytokineNNetworkNRevealsNVariantsNwithN
WidespreadNImmuneaNHaematologicalaNandNxardiometabolicNPleiotropycNAmericannJournalnofnHumann
GeneticsaN2019aNfejaNfelkbfene

11 16

59 vNgenomebwideNassessmentNofNtheNroleNofNuntaggedNcopyNnumberNvariantsNinNtypeNfNdiabetescNPLoSn
GeneticsaN2014aNfeaNefeeihkl 6 16

58 ResolvingNmechanismsNofNimmunebmediatedNdiseaseNinNprimaryNxyiNTNcellscNEMBOnMolecularn
MedicineaN2020aNfgaNefgffg 12 14

57 SeropositivityNinNbloodNdonorsNandNpregnantNwomenNduringNtheNfirstNyearNofNSvRSbxoVbgN
transmissionNinNStockholmaNSwedencNJournalnofnInternalnMedicineaN2021aNgneaNkkkbklk 10.8 14

56 αeneticNassociationNanalysisNofNinositolNpolyphosphateNphosphataseblikeNfNVINPPLfaNSHIPgWNvariantsN
withNessentialNhypertensioncNJournalnofnMedicalnGeneticsaN2007aNiiaNkehbj 5.8 13

55 HaplotypesNofNtheNbetabgNadrenergicNreceptorNassociateNwithNhighNdiastolicNbloodNpressureNinNtheN
xaerphillyNprospectiveNstudycNJournalnofnHypertensionaN2006aNgiaNilfbl 1.9 13

54  inebmappingNgeneticNassociationscNHumannMolecularnGeneticsaN2020aNgnaNRmfbRmm 5.6 13

53 vNhybridNqPxRdSNPNarrayNapproachNallowsNcostNefficientNassessmentNofNKIRNgeneNcopyNnumbersNinN
largeNsamplescNBMCnGenomicsaN2014aNfjaNgli 4.5 12

52 VSzvMSoNaNpipelineNforNvariantNsetNenrichmentNanalysisNusingNsummaryNαWvSNdataNidentifiesNIKZ haN
wvT NandNzSRRvNasNkeyNtranscriptionNfactorsNinNtypeNfNdiabetescNBioinformaticsaN2014aNheaNhhigbm 7.2 12

51  unctionalNeffectsNofNvariationNinNtranscriptionNfactorNbindingNhighlightNlongbrangeNgeneNregulationN
byNepromoterscNNucleicnAcidsnResearchaN2020aNimaNgmkkbgmln 20.1 11

50  ineNmappingNchromatinNcontactsNinNcaptureNHibxNdatacNBMCnGenomicsaN2019aNgeaNll 4.5 10

49 MendelianNrandomizationcNNaturenReviewsnMethodsnPrimersaN2022aNgaN 10

48 simαWvSoNaNfastNmethodNforNsimulationNofNlargeNscaleNcasebcontrolNαWvSNsummaryNstatisticscN
BioinformaticsaN2019aNhjaNfnefbfnek 7.2 9

47 LinkageNanalysisNofNsusceptibilityNtoNleprosyNtypeNusingNanNIwyNregressionNmethodcNGenesnandn
ImmunityaN2004aNjaNggfbj 4.4 8

46 TypeNfNdiabetesNgenomebwideNassociationNanalysisNwithNimputationNidentifiesNfiveNnewNriskNregions 8
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45 IdentificationNofNsusceptibilityNlociNforNTakayasuNarteritisNthroughNaNlargeNmultibancestralN
genomebwideNassociationNstudycNAmericannJournalnofnHumannGeneticsaN2021aNfemaNmibnn 11 8

44
InformationNcaptureNusingNSNPsNfromNHapMapNandNwholebgenomeNchipsNdiffersNinNaNsampleNofN
inflammatoryNandNcardiovascularNgenebcentricNregionsNfromNgenomebwideNestimatescNGenomen
ResearchaN2007aNflaNfjnkbkeg

9.7 7

43 zstimatingNtheNrelativeNrecurrenceNriskNratioNusingNaNglobalNcrossbratioNmodelcNGeneticnEpidemiologyaN
2003aNgjaNgnhbheg 2.6 7

42 SeropositivityNinNbloodNdonorsNandNpregnantNwomenNduringNtheNfirstNyearNofNSvRSbxoVbgN
transmissionNinNStockholmaNSweden 5

41
PatientbreportedNwellbeingNandNclinicalNdiseaseNmeasuresNoverNtimeNcapturedNbyNmultivariateN
trajectoriesNofNdiseaseNactivityNinNindividualsNwithNjuvenileNidiopathicNarthritisNinNtheNUKoNaN
multicentreNprospectiveNlongitudinalNstudycNLancetnRheumatology,nTheaN2021aNhaNefffbefgf

14.2 5

40 vNmoreNaccurateNmethodNforNcolocalisationNanalysisNallowingNforNmultipleNcausalNvariantscNPLoSn
GeneticsaN2021aNflaNefeeniie 6 5

39 zxtrabbinomialNvariationNapproachNforNanalysisNofNpooledNyNvNsequencingNdatacNBioinformaticsaN2012
aNgmaNgmnmbnei 7.2 4

38 vccurateNerrorNcontrolNinNhighNdimensionalNassociationNtestingNusingNconditionalNfalseNdiscoveryNrates 4

37 zstimatingNtheNrelativeNrecurrenceNriskNratioNforNleprosyNinNKarongaNyistrictaNMalawicNLeprosynReviewaN
2003aNliaNfhhbie 0.6 4

36 vppropriateNuseNofNinformationNonNfamilyNhistoryNofNdiseaseNinNrecruitmentNforNlinkageNanalysisN
studiescNAnnalsnofnHumannGeneticsaN2006aNleaNhkeblf 2.2 3

35 StatisticalNxolocalizationNofNαeneticNRiskNVariantsNforNRelatedNvutoimmuneNyiseasesNinNtheNxontextN
ofNxommonNxontrols 3

34 ProbabilisticNapproachesNforNclassifyingNhighlyNvariableNantibSvRSbxoVbgNantibodyNresponses 3

33 αeneticallyNdistinctNclinicalNsubsetsaNandNassociationsNwithNasthmaNandNeosinophilNabundanceaNwithinN
zosinophilicNαranulomatosisNwithNPolyangiitis 3

32 vNPleiotropybInformedNwayesianN alseNyiscoveryNRateNadaptedNtoNaNSharedNxontrolNyesignN indsN
NewNyiseaseNvssociationsN romNαWvSNSummaryNStatistics 3

31 αeneticNfeatureNengineeringNenablesNcharacterisationNofNsharedNriskNfactorsNinNimmunebmediatedN
diseasescNGenomenMedicineaN2020aNfgaNfek 14.4 3

30 vccurateNerrorNcontrolNinNhighbdimensionalNassociationNtestingNusingNconditionalNfalseNdiscoveryN
ratescNBiometricalnJournalaN2021aNkhaNfenkbffhe 1.5 3

29 zlicitingNpriorsNandNrelaxingNtheNsingleNcausalNvariantNassumptionNinNcolocalisationNanalyses 2

28 vNrareNILgRvNhaplotypeNidentifiesNSNPNrskfmhnkkeNasNcausalNforNautoimmunity 2

(-2021)

7



27 yetectingNchromosomalNinteractionsNinNxaptureNHibxNdataNwithNxHixvαONandNcompanionNtoolscN
NaturenProtocolsaN2021aNfkaNifiibiflk 18.8 2

26 MultibtissueNtranscriptomebwideNassociationNstudiescNGeneticnEpidemiologyaN2021aNijaNhgibhhl 2.6 2

25  ineNmappingNchromatinNcontactsNinNcaptureNHibxNdata 1

24 vNmethodNforNidentifyingNgeneticNheterogeneityNwithinNphenotypicallybdefinedNdiseaseNsubgroups 1

23 xellsNwithNTregbspecificN OXPhNdemethylationNbutNlowNxygjNareNprevalentNinNautoimmunity 1

22 InformedNdimensionNreductionNofNclinicallybrelatedNgenomebwideNassociationNsummaryNdataN
characterisesNcrossbtraitNaxesNofNgeneticNrisk 1

21 zPISPOToNanNepigenomebdrivenNapproachNforNdetectingNandNinterpretingNhotspotsNinNmolecularNQTLNstudies 1

20 simαWvSoNaNfastNmethodNforNsimulationNofNlargeNscaleNcasebcontrolNαWvSNsummarystatistics 1

19 ImprovingNtheNcoverageNofNcredibleNsetsNinNwayesianNgeneticNfinebmapping 1

18 RecentNthymicNemigrantsNproduceNantimicrobialNILbmaNexpressNcomplementNreceptorsNandNareN
precursorsNofNaNtissuebhomingNThmNlineageNofNmemoryNcells 1

17 xomparisonNofNsparseNbiclusteringNalgorithmsNforNgeneNexpressionNdatasetscNBriefingsninn
BioinformaticsaN2021aNggaN 13.4 1

16 zPISPOToNvnNepigenomebdrivenNapproachNforNdetectingNandNinterpretingNhotspotsNinNmolecularNQTLN
studiescNAmericannJournalnofnHumannGeneticsaN2021aNfemaNnmhbfeee 11 1

15 yetectionNofNquantitativeNtraitNlociNfromNRNvbseqNdataNwithNorNwithoutNgenotypesNusingNwaseQTLccN
NaturenComputationalnScienceaN2021aNfaNigfbihg 1

14 vNmoreNaccurateNmethodNforNcolocalisationNanalysisNallowingNforNmultipleNcausalNvariants 1

13 ProbabilisticNclassificationNofNantibSvRSbxoVbgNantibodyNresponsesNimprovesNseroprevalenceN
estimatesccNClinicalnandnTranslationalnImmunologyaN2022aNffaNefhln 6.8 1

12 INNOyIvNMasterNProtocolNforNtheNevaluationNofNinvestigationalNmedicinalNproductsNinNchildrenaN
adolescentsNandNadultsNwithNnewlyNdiagnosedNtypeNfNdiabetesccNTrialsaN2022aNghaNifi 2.8 1

11 TheNflashfmNapproachNforNfinebmappingNmultipleNquantitativeNtraitscNNaturenCommunicationsaN2021aN
fgaNkfil 17.4 0

10 LeveragingNauxiliaryNdataNfromNarbitraryNdistributionsNtoNboostNαWvSNdiscoveryNwithN lexibleNc yRcN
PLoSnGeneticsaN2021aNflaNefeenmjh 6 0
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9 OfbffbeioNTemporalNxlusteringNRevealsNHeterogeneityNOfNxognitiveNyeclineNInNyementiaN2016aNfgaNPgehbPgeh

8 ImprovingNtheNcoverageNofNcredibleNsetsNinNwayesianNgeneticNfinebmappingN2020aNfkaNefeelmgn

7 ImprovingNtheNcoverageNofNcredibleNsetsNinNwayesianNgeneticNfinebmappingN2020aNfkaNefeelmgn

6 ImprovingNtheNcoverageNofNcredibleNsetsNinNwayesianNgeneticNfinebmappingN2020aNfkaNefeelmgn

5 ImprovingNtheNcoverageNofNcredibleNsetsNinNwayesianNgeneticNfinebmappingN2020aNfkaNefeelmgn

4 zlicitingNpriorsNandNrelaxingNtheNsingleNcausalNvariantNassumptionNinNcolocalisationNanalysesN2020aNfkaNefeemlge

3 zlicitingNpriorsNandNrelaxingNtheNsingleNcausalNvariantNassumptionNinNcolocalisationNanalysesN2020aNfkaNefeemlge

2 zlicitingNpriorsNandNrelaxingNtheNsingleNcausalNvariantNassumptionNinNcolocalisationNanalysesN2020aNfkaNefeemlge

1 zlicitingNpriorsNandNrelaxingNtheNsingleNcausalNvariantNassumptionNinNcolocalisationNanalysesN2020aNfkaNefeemlge
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