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intoQtheQunderlyingQbiologicalQpathwaysgQNaturenGeneticseQ2012eQmmeQrrjfjiin 36.3 621

109 zQgenomefwideQapproachQaccountingQforQbodyQmassQindexQidentifiesQgeneticQvariantsQinfluencingQ
fastingQglycemicQtraitsQandQinsulinQresistancegQNaturenGeneticseQ2012eQmmeQonrfor 36.3 615

108 MappingQcisfQandQtransfregulatoryQeffectsQacrossQmultipleQtissuesQinQtwinsgQNaturenGeneticseQ2012eQmmeQjiqmfr36.3 572

107 EpigenomefwideQscansQidentifyQdifferentiallyQmethylatedQregionsQforQageQandQagefrelatedQ
phenotypesQinQaQhealthyQageingQpopulationgQPLoSnGeneticseQ2012eQqeQejiikokr 6 501

106 RareQandQlowffrequencyQcodingQvariantsQalterQhumanQadultQheightgQNatureeQ2017eQnmkeQjqofjri 50.4 412

105 GenomefwideQassociationQstudyQinQindividualsQofQSouthQzsianQancestryQidentifiesQsixQnewQtypeQkQ
diabetesQsusceptibilityQlocigQNaturenGeneticseQ2011eQmleQrqmfr 36.3 406
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98 TheQfecalQmetabolomeQasQaQfunctionalQreadoutQofQtheQgutQmicrobiomegQNaturenGeneticseQ2018eQnieQprifprn36.3 262

97 IdentificationQofQanQimprintedQmasterQtransQregulatorQatQtheQKLFjmQlocusQrelatedQtoQmultipleQ
metabolicQphenotypesgQNaturenGeneticseQ2011eQmleQnojfm 36.3 253
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andQsusceptibilityQtoQglaucomagQNaturenGeneticseQ2014eQmoeQjjkofjjli 36.3 171
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primaryQopenfangleQglaucomagQNaturenGeneticseQ2016eQmqeQjqrfrm 36.3 159

89 TheQroleQofQadiposityQinQcardiometabolicQtraitssQaQMendelianQrandomizationQanalysisgQPLoSnMedicineeQ
2013eQjieQejiijmpm 11.6 144

88 MethodologicalQchallengesQofQgenomefwideQassociationQanalysisQinQzfricagQNaturenReviewsnGeneticseQ
2010eQjjeQjmrfoi 30.1 143

87 GenefgeneQandQgenefenvironmentQinteractionsQdetectedQbyQtranscriptomeQsequenceQanalysisQinQ
twinsgQNaturenGeneticseQ2015eQmpeQqqfrj 36.3 140

86 ExomeQsequencingQofQkieprj´ casesQofQtypeQkQdiabetesQandQkmemmi´ controlsgQNatureeQ2019eQnpieQpjfpo 50.4 129

85 SingaporeQGenomeQVariationQProjectsQaQhaplotypeQmapQofQthreeQSoutheastQzsianQpopulationsgQ
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StatesnofnAmericaeQ2014eQjjjeQjljkpflk
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GeneticseQ2017eQjiieQkkqfklp 11 98
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(2007-2018)

3



80 zllelicQheterogeneityQofQGoPαQdeficiencyQinQWestQzfricaQandQsevereQmalariaQsusceptibilitygQEuropeann
JournalnofnHumannGeneticseQ2009eQjpeQjiqifn 5.3 92

79 GeneticQRegulationQofQzdiposeQGeneQExpressionQandQ ardiofMetabolicQTraitsgQAmericannJournalnofn
HumannGeneticseQ2017eQjiieQmkqfmml 11 87

78 TensorQdecompositionQforQmultipleftissueQgeneQexpressionQexperimentsgQNaturenGeneticseQ2016eQmqeQjirmfjii36.3 87

77 GeneticQinteractionsQaffectingQhumanQgeneQexpressionQidentifiedQbyQvarianceQassociationQmappinggQ
ELifeeQ2014eQleQeijlqj 8.9 86

76 znQintegratedQepigenomicQanalysisQforQtypeQkQdiabetesQsusceptibilityQlociQinQmonozygoticQtwinsgQ
NaturenCommunicationseQ2014eQneQnpjr 17.4 85

75 RegulatoryQvariantsQatQKLFjmQinfluenceQtypeQkQdiabetesQriskQviaQaQfemalefspecificQeffectQonQ
adipocyteQsizeQandQbodyQcompositiongQNaturenGeneticseQ2018eQnieQnpkfnqi 36.3 82

74 zQhaplomeQalignmentQandQreferenceQsequenceQofQtheQhighlyQpolymorphicQ ionaQsavignyiQgenomegQ
GenomenBiologyeQ2007eQqeQRmj 18.3 82
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72 WholefGenomeQSequencingQ oupledQtoQImputationQαiscoversQGeneticQSignalsQforQznthropometricQ
TraitsgQAmericannJournalnofnHumannGeneticseQ2017eQjiieQqonfqqm 11 74

71 ImputationfbasedQmetafanalysisQofQsevereQmalariaQinQthreeQzfricanQpopulationsgQPLoSnGeneticseQ2013eQ
reQejiilnir 6 74

70 TheQpresenceQofQmethylationQquantitativeQtraitQlociQindicatesQaQdirectQgeneticQinfluenceQonQtheQlevelQ
ofQαNzQmethylationQinQadiposeQtissuegQPLoSnONEeQ2013eQqeQennrkl 3.7 71

69 EightQcommonQgeneticQvariantsQassociatedQwithQserumQαHEzSQlevelsQsuggestQaQkeyQroleQinQageingQ
mechanismsgQPLoSnGeneticseQ2011eQpeQejiikikn 6 69

68  ellQtypefspecificQgeneticQregulationQofQgeneQexpressionQacrossQhumanQtissuesgQScienceeQ2020eQloreQ 33.3 68

67 αetectingQandQcharacterizingQgenomicQsignaturesQofQpositiveQselectionQinQglobalQpopulationsgQ
AmericannJournalnofnHumannGeneticseQ2013eQrkeQqoofqj 11 56

66 SmokingQinducesQcoordinatedQαNzQmethylationQandQgeneQexpressionQchangesQinQadiposeQtissueQwithQ
consequencesQforQmetabolicQhealthgQClinicalnEpigeneticseQ2018eQjieQjko 7.7 56

65 PredictingQcausalQvariantsQaffectingQexpressionQbyQusingQwholefgenomeQsequencingQandQRNzfseqQ
fromQmultipleQhumanQtissuesgQNaturenGeneticseQ2017eQmreQjpmpfjpnj 36.3 55

64 PositiveQselectionQofQaQ αloQnonsenseQvariantQinQsubfSaharanQzfricaeQbutQnoQassociationQwithQsevereQ
malariaQphenotypesgQHumannMolecularnGeneticseQ2009eQjqeQkoqlfrk 5.6 53

63 GenomefwideQcomparisonsQofQvariationQinQlinkageQdisequilibriumgQGenomenResearcheQ2009eQjreQjqmrfoi 9.7 53
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62 TwinsUKsQTheQUKQzdultQTwinQRegistryQUpdategQTwinnResearchnandnHumannGeneticseQ2019eQkkeQnklfnkr 2.2 51

61  urrentQsmokingQandQ OVIαfjrQrisksQresultsQfromQaQpopulationQsymptomQappQinQoverQkgmQmillionQ
peoplegQThoraxeQ2021eQpoeQpjmfpkk 7.3 47

60 TheQtransfancestralQgenomicQarchitectureQofQglycemicQtraitsgQNaturenGeneticseQ2021eQnleQqmifqoi 36.3 44

59 ProteinfcodingQvariantsQimplicateQnovelQgenesQrelatedQtoQlipidQhomeostasisQcontributingQtoQbodyffatQ
distributiongQNaturenGeneticseQ2019eQnjeQmnkfmor 36.3 44

58 zgefdependentQchangesQinQmeanQandQvarianceQofQgeneQexpressionQacrossQtissuesQinQaQtwinQcohortgQ
HumannMolecularnGeneticseQ2018eQkpeQplkfpmj 5.6 43

57 ExtenteQcauseseQandQconsequencesQofQsmallQRNzQexpressionQvariationQinQhumanQadiposeQtissuegQPLoSn
GeneticseQ2012eQqeQejiikpim 6 43

56 TumorQnecrosisQfactorQandQlymphotoxinfalphaQpolymorphismsQandQsevereQmalariaQinQzfricanQ
populationsgQJournalnofnInfectiousnDiseaseseQ2009eQjrreQnorfpn 7 42
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obesityfrelatedQgenesQfromQGWzSgQNaturenCommunicationseQ2018eQreQjnjk 17.4 41

54 ProbableQdeliriumQisQaQpresentingQsymptomQofQ OVIαfjrQinQfraileQolderQadultssQaQcohortQstudyQofQlkkQ
hospitalisedQandQnlnQcommunityfbasedQolderQadultsgQAgenandnAgeingeQ2021eQnieQmifmq 3 41

53  ellfTypeQHeterogeneityQinQzdiposeQTissueQIsQzssociatedQwithQ omplexQTraitsQandQRevealsQ
αiseasefRelevantQ ellfSpecificQeQTLsgQAmericannJournalnofnHumannGeneticseQ2019eQjimeQjijlfjikm 11 37

52 InterferonQinducibleQXflinkedQgeneQ XorfkjQmayQcontributeQtoQsexualQdimorphismQinQSystemicQLupusQ
ErythematosusgQNaturenCommunicationseQ2019eQjieQkjom 17.4 35
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50 NuclearQgeneticQregulationQofQtheQhumanQmitochondrialQtranscriptomegQELifeeQ2019eQqeQ 8.9 32

49 EstrogenQreceptorQ˛–QcontrolsQmetabolismQinQwhiteQandQbrownQadipocytesQbyQregulatingQandQ
mitochondrialQremodelinggQSciencenTranslationalnMedicineeQ2020eQjkeQ 17.5 32

48 MetabolomicQprofilingQtoQdissectQtheQroleQofQvisceralQfatQinQcardiometabolicQhealthgQObesityeQ2016eQ
kmeQjlqifq 8 30

47 zQLowfFrequencyQInactivatingQVariantQEnrichedQinQtheQFinnishQPopulationQIsQzssociatedQWithQFastingQ
InsulinQLevelsQandQTypeQkQαiabetesQRiskgQDiabeteseQ2017eQooeQkijrfkilk 0.9 29

46 MappingQeQTLsQwithQRNzfseqQrevealsQnovelQsusceptibilityQgeneseQnonfcodingQRNzsQandQ
alternativefsplicingQeventsQinQsystemicQlupusQerythematosusgQHumannMolecularnGeneticseQ2017eQkoeQjiilfjijp5.6 28

45 PowerQconsequencesQofQlinkageQdisequilibriumQvariationQbetweenQpopulationsgQGeneticn
EpidemiologyeQ2009eQlleQjkqfln 2.6 27
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44 ExpressionQofQphosphofructokinaseQinQskeletalQmuscleQisQinfluencedQbyQgeneticQvariationQandQ
associatedQwithQinsulinQsensitivitygQDiabeteseQ2014eQoleQjjnmfon 0.9 25

43 SequenceQdataQandQassociationQstatisticsQfromQjkermiQtypeQkQdiabetesQcasesQandQcontrolsgQScientificn
DataeQ2017eQmeQjpijpr 8.2 22

42 SimulationQofQFinnishQpopulationQhistoryeQguidedQbyQempiricalQgeneticQdataeQtoQassessQpowerQofQ
rarefvariantQtestsQinQFinlandgQAmericannJournalnofnHumannGeneticseQ2014eQrmeQpjifki 11 19

41 HeritabilityQofQskewedQXfinactivationQinQfemaleQtwinsQisQtissuefspecificQandQassociatedQwithQagegQ
NaturenCommunicationseQ2019eQjieQnllr 17.4 19

40 TimefdependentQgeneticQeffectsQonQgeneQexpressionQimplicateQagingQprocessesgQGenomenResearcheQ
2017eQkpeQnmnfnnk 9.7 18

39 VariationQinQhumanQgenesQencodingQadhesionQandQproinflammatoryQmoleculesQareQassociatedQwithQ
severeQmalariaQinQtheQVietnamesegQGenesnandnImmunityeQ2012eQjleQnilfq 4.4 18

38  oncordanceQforQclonalQhematopoiesisQisQlimitedQinQelderlyQtwinsgQBloodeQ2020eQjlneQkorfkpl 2.2 18

37 EpigeneticQfindingsQinQperiodontitisQinQUKQtwinssQaQcrossfsectionalQstudygQClinicalnEpigeneticseQ2019eQ
jjeQkp 7.7 17

36 XQchromosomeQdosageQofQhistoneQdemethylaseQKαMn QdeterminesQsexQdifferencesQinQadipositygQ
JournalnofnClinicalnInvestigationeQ2020eQjlieQnoqqfnpik 15.9 17

35 zdiposityfαependentQRegulatoryQEffectsQonQMultiftissueQTranscriptomesgQAmericannJournalnofn
HumannGeneticseQ2016eQrreQnopfnpr 11 17

34 RSPOlQimpactsQbodyQfatQdistributionQandQregulatesQadiposeQcellQbiologyQinQvitrogQNaturen
CommunicationseQ2020eQjjeQkprp 17.4 15

33 InterrogatingQcausalQpathwaysQlinkingQgeneticQvariantseQsmallQmoleculeQmetaboliteseQandQcirculatingQ
lipidsgQGenomenMedicineeQ2014eQoeQkn 14.4 14

32 IntegratedQmultiomicsQapproachQidentifiesQcalciumQandQintegrinfbindingQproteinfkQasQaQnovelQgeneQ
forQpulseQwaveQvelocitygQJournalnofnHypertensioneQ2016eQlmeQprfqp 1.9 14

31 WholeQgenomefamplifiedQαNzsQinsightsQandQimputationgQNaturenMethodseQ2008eQneQkprfqi 21.6 13

30 TheQrateQofQnonallelicQhomologousQrecombinationQinQmalesQisQhighlyQvariableeQcorrelatedQbetweenQ
monozygoticQtwinsQandQindependentQofQagegQPLoSnGeneticseQ2014eQjieQejiimjrn 6 12

29 z–  nQtransporterQisQaQnovelQtypeQkQdiabetesQsusceptibilityQgeneQinQEuropeanQandQzfricanQzmericanQ
populationsgQAnnalsnofnHumannGeneticseQ2014eQpqeQlllfmm 2.2 11

28 zutosomalQgeneticQcontrolQofQhumanQgeneQexpressionQdoesQnotQdifferQacrossQtheQsexesgQGenomen
BiologyeQ2016eQjpeQkmq 18.3 10

27 GeneticQcorrelationsQrevealQtheQsharedQgeneticQarchitectureQofQtranscriptionQinQhumanQperipheralQ
bloodgQNaturenCommunicationseQ2017eQqeQmql 17.4 10
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26 zssessingQgenuineQparentsfoffspringQtriosQforQgeneticQassociationQstudiesgQHumannHeredityeQ2009eQ
opeQkoflp 1.1 10

25  ellQtypeQspecificQgeneticQregulationQofQgeneQexpressionQacrossQhumanQtissues 7

24 RegulatoryQsitesQforQsplicingQinQhumanQbasalQgangliaQareQenrichedQforQdiseasefrelevantQinformationgQ
NaturenCommunicationseQ2020eQjjeQjimj 17.4 6

23
GlobalQznalysisQofQαNzQMethylationQVariationQinQzdiposeQTissueQfromQTwinsQRevealsQLinksQtoQ
αiseasefzssociatedQVariantsQinQαistalQRegulatoryQElementsgQAmericannJournalnofnHumannGeneticseQ
2013eQrleQjjnq

11 6

22 PerturbationQanalysissQaQsimpleQmethodQforQfilteringQSNPsQwithQerroneousQgenotypingQinQ
genomefwideQassociationQstudiesgQAnnalsnofnHumannGeneticseQ2008eQpkeQloqfpm 2.2 6

21 GeneticQvariationQinfluencingQαNzQmethylationQprovidesQinsightsQintoQmolecularQmechanismsQ
regulatingQgenomicQfunctionggQNaturenGeneticseQ2022eQ 36.3 6

20
zQ–ayesianQapproachQusingQcovarianceQofQsingleQnucleotideQpolymorphismQdataQtoQdetectQ
differencesQinQlinkageQdisequilibriumQpatternsQbetweenQgroupsQofQindividualsgQBioinformaticseQ2010eQ
koeQjrrrfkiil

7.2 5

19 zQnovelQmethodQforQhaplotypeQclusteringQandQvisualizationgQGeneticnEpidemiologyeQ2010eQlmeQlmfmj 2.6 5

18 αeterminantsQofQpenetranceQandQvariableQexpressivityQinQmonogenicQmetabolicQconditionsQacrossQ
ppejqmQexomesgQNaturenCommunicationseQ2021eQjkeQlnin 17.4 5

17 zgefdependentQchangesQinQmeanQandQvarianceQofQgeneQexpressionQacrossQtissuesQinQaQtwinQcohort 4

16 RefiningQtheQaccuracyQofQvalidatedQtargetQidentificationQthroughQcodingQvariantQfinefmappingQinQtypeQ
kQdiabetes 4

15 z EkQexpressionQinQadiposeQtissueQisQassociatedQwithQ OVIαfjrQcardiofmetabolicQriskQfactorsQandQ
cellQtypeQcompositionQ2020eQ 4

14  ellftypeQheterogeneityQinQadiposeQtissueQisQassociatedQwithQcomplexQtraitsQandQrevealsQ
diseasefrelevantQcellfspecificQeQTLs 4

13 TissuefSpecificQzlterationQofQMetabolicQPathwaysQInfluencesQGlycemicQRegulation 4

12 FastingQandQtimeQofQdayQindependentlyQmodulateQcircadianQrhythmQrelevantQgeneQexpressionQinQ
adiposeQandQskinQtissuegQBMCnGenomicseQ2018eQjreQonr 4.5 4

11  hainingQzlgorithmsQforQzlignmentQofQαraftQSequencegQLecturenNotesninnComputernScienceeQ2004eQlkofllp0.9 3

10 QuantifyingQtheQdegreeQofQsharingQofQgeneticQandQnonfgeneticQcausesQofQgeneQexpressionQvariabilityQ
acrossQfourQtissues 3

9  ommonQvariantsQinQSOXfkQandQcongenitalQcataractQgenesQcontributeQtoQagefrelatedQnuclearQ
cataractgQCommunicationsnBiologyeQ2020eQleQpnn 6.7 3
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8 SmokingQinducesQcoordinatedQαNzQmethylationQandQgeneQexpressionQchangesQinQadiposeQtissueQwithQ
consequencesQforQmetabolicQhealth 2

7 GeneticQdiscoveryQandQtranslationalQdecisionQsupportQfromQexomeQsequencingQofQkieprjQtypeQkQ
diabetesQcasesQandQkmemmiQcontrolsQfromQfiveQancestries 2

6 GenomefwideQscanQandQfinefmappingQofQrareQnonsynonymousQassociationsQimplicatesQintracellularQ
lipolysisQgenesQinQfatQdistributionQandQcardiofmetabolicQrisk 2

5 PredictingQcausalQvariantsQaffectingQexpressionQusingQwholeQgenomeQsequenceQandQRNzfseqQfromQ
multipleQhumanQtissues 2

4 Proteinf odingQVariantsQImplicateQNovelQGenesQRelatedQtoQLipidQHomeostasisQ ontributingQtoQ–odyQ
FatQαistribution 1

3 FurtherQevidenceQsupportingQaQpotentialQroleQforQzαHj–QinQobesitygQScientificnReportseQ2021eQjjeQjrlk 4.9 1

2 IdentificationQofQrareQlossQofQfunctionQgeneticQvariationQregulatingQbodyQfatQdistributiongQJournalnofn
ClinicalnEndocrinologynandnMetabolismeQ2021eQ 5.6 1

1 IntroducingQExHi–ITTQâ��QExploringQHostQmicro–IomeQinTeractionsQinQTwinsQâ��eQaQcolonQmultiomicQ
cohortQstudygQWellcomenOpennResearcheneQli 4.8
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