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88 TheOGenotypecTissueO–xpressionOWGT–xXOprojectdONatureoGeneticsbO2013bOjkbOknfck 36.3 4179

87 HumanOgenomicsdOTheOGenotypecTissueO–xpressionOWGT–xXOpilotOanalysispOmultitissueOgeneO
regulationOinOhumansdOSciencebO2015bOijnbOljnclf 33.3 3242

86 wOgenecbasedOassociationOmethodOforOmappingOtraitsOusingOreferenceOtranscriptomeOdatadONatureo
GeneticsbO2015bOjmbOgfogcn 36.3 850

85 TheOgeneticOarchitectureOofOtypeOhOdiabetesdONaturebO2016bOkilbOjgcjm 50.4 704

84 –xploringOtheOphenotypicOconsequencesOofOtissueOspecificOgeneOexpressionOvariationOinferredOfromO
GWwSOsummaryOstatisticsdONatureoCommunicationsbO2018bOobOgnhk 17.4 367

83 OpportunitiesOandOchallengesOforOtranscriptomecwideOassociationOstudiesdONatureoGeneticsbO2019bO
kgbOkohckoo 36.3 266

82 GenomicOanalysesOidentifyOhundredsOofOvariantsOassociatedOwithOageOatOmenarcheOandOsupportOaOroleO
forOpubertyOtimingOinOcancerOriskdONatureoGeneticsbO2017bOjobOnijcnjg 36.3 257

81 wnnotationcfreeOquantificationOofORNwOsplicingOusingOLeafyutterdONatureoGeneticsbO2018bOkfbOgkgcgkn 36.3 234

80 wccountingOforOanimalOmovementOinOestimationOofOresourceOselectionOfunctionspOsamplingOandOdataO
analysisdOEcologybO2009bOofbOikkjclk 4.6 219

79 HumanOgenomicsdO–ffectOofOpredictedOproteinctruncatingOgeneticOvariantsOonOtheOhumanO
transcriptomedOSciencebO2015bOijnbOlllco 33.3 170

78 PopulationOdifferencesOinOmicroRNwOexpressionOandObiologicalOimplicationsdORNAoBiologybO2011bOnbOlohcmfg4.8 115

77 SharedOandOdistinctOgeneticOriskOfactorsOforOchildhoodconsetOandOadultconsetOasthmapOgenomecwideO
andOtranscriptomecwideOstudiesdOLancetoRespiratoryoMedicine,thebO2019bOmbOkfockhh 35.1 111

76 IntegratingOpredictedOtranscriptomeOfromOmultipleOtissuesOimprovesOassociationOdetectiondOPLoSo
GeneticsbO2019bOgkbOegffmnno 6 100

75 TheOimpactOofOsexOonOgeneOexpressionOacrossOhumanOtissuesdOSciencebO2020bOilobO 33.3 100

74 GeneOexpressionOimputationOacrossOmultipleObrainOregionsOprovidesOinsightsOintoOschizophreniaOriskdO
NatureoGeneticsbO2019bOkgbOlkoclmj 36.3 99

73 SurveyOofOtheOHeritabilityOandOSparseOwrchitectureOofOGeneO–xpressionOTraitsOacrossOHumanOTissuesdO
PLoSoGeneticsbO2016bOghbOegffljhi 6 99

72 TheOGT–xOyonsortiumOatlasOofOgeneticOregulatoryOeffectsOacrossOhumanOtissues 81
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71 GeneticOarchitectureOofOmicroRNwOexpressionpOimplicationsOforOtheOtranscriptomeOandOcomplexO
traitsdOAmericanoJournaloofoHumanoGeneticsbO2012bOofbOgfjlcli 11 80

70 yellOtypecspecificOgeneticOregulationOofOgeneOexpressionOacrossOhumanOtissuesdOSciencebO2020bOilobO 33.3 68

69 –xprtargetpOanOintegrativeOapproachOtoOpredictingOhumanOmicroRNwOtargetsdOPLoSoONEbO2010bOkbOegikij 3.7 65

68 OnOsharingOquantitativeOtraitOGWwSOresultsOinOanOeraOofOmultiplecomicsOdataOandOtheOlimitsOofO
genomicOprivacydOAmericanoJournaloofoHumanoGeneticsbO2012bOofbOkogcn 11 61

67 TargetingOtheOurokinaseOplasminogenOactivatorOreceptorOinhibitsOovarianOcancerOmetastasisdOClinicalo
CanceroResearchbO2011bOgmbOjkocmg 12.9 61

66 GeneticOarchitectureOofOgeneOexpressionOtraitsOacrossOdiverseOpopulationsdOPLoSoGeneticsbO2018bOgjbOegffmknl6 57

65
PlatinumOsensitivitycrelatedOgermlineOpolymorphismOdiscoveredOviaOaOcellcbasedOapproachOandO
analysisOofOitsOassociationOwithOoutcomeOinOovarianOcancerOpatientsdOClinicaloCanceroResearchbO2011bO
gmbOkjofckff

12.9 55

64 MultiethnicOmetacanalysisOidentifiesOancestrycspecificOandOcrosscancestryOlociOforOpulmonaryO
functiondONatureoCommunicationsbO2018bOobOhoml 17.4 45

63 GeneticOregulatoryOvariationOinOpopulationsOinformsOtranscriptomeOanalysisOinOrareOdiseasedOSciencebO
2019bOillbOikgcikl 33.3 42

62 –xploitingOtheOGT–xOresourcesOtoOdecipherOtheOmechanismsOatOGWwSOlocidOGenomeoBiologybO2021bOhhbOjo 18.3 38

61 GermlineOpolymorphismsOdiscoveredOviaOaOcellcbasedbOgenomecwideOapproachOpredictOplatinumO
responseOinOheadOandOneckOcancersdOTranslationaloResearchbO2011bOgkmbOhlkcmh 11 37

60 TranscriptomicOsignaturesOacrossOhumanOtissuesOidentifyOfunctionalOrareOgeneticOvariationdOSciencebO
2020bOilobO 33.3 36

59 PolycomicOpredictionOofOcomplexOtraitspOOmicKrigingdOGeneticoEpidemiologybO2014bOinbOjfhcgk 2.6 34

58 GeneticOvariationOthatOpredictsOplatinumOsensitivityOrevealsOtheOroleOofOmiRcgoibZOinO
chemotherapeuticOsusceptibilitydOMolecularoCanceroTherapeuticsbO2012bOggbOhfkjclg 6.1 33

57 wOTranscriptomecWideOwssociationOStudyOwmongOombnonOWomenOtoOIdentifyOyandidateO
SusceptibilityOGenesOforO–pithelialOOvarianOyancerORiskdOCanceroResearchbO2018bOmnbOkjgockjif 10.1 32

56 –xploringOtheOphenotypicOconsequencesOofOtissueOspecificOgeneOexpressionOvariationOinferredOfromO
GWwSOsummaryOstatistics 30

55 wOLowcFrequencyOInactivatingOVariantO–nrichedOinOtheOFinnishOPopulationOIsOwssociatedOWithOFastingO
InsulinOLevelsOandOTypeOhOziabetesORiskdODiabetesbO2017bOllbOhfgochfih 0.9 29

54 ImputingOGeneO–xpressionOinOUncollectedOTissuesOWithinOandOxeyondOGT–xdOAmericanoJournaloofo
HumanoGeneticsbO2016bOonbOlomcmfn 11 25
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53 MixedOeffectsOmodelingOofOproliferationOratesOinOcellcbasedOmodelspOconsequenceOforO
pharmacogenomicsOandOcancerdOPLoSoGeneticsbO2012bOnbOegffhkhk 6 24

52 PhenomeXcanpOMappingOtheOgenomeOtoOtheOphenomeOthroughOtheOtranscriptomedOScienceoAdvancesbO
2020bOlbO 14.3 24

51 IdentificationOofOnovelOgermlineOpolymorphismsOgoverningOcapecitabineOsensitivitydOCancerbO2012bO
ggnbOjflicmi 6.4 23

50 SequenceOdataOandOassociationOstatisticsOfromOghbojfOtypeOhOdiabetesOcasesOandOcontrolsdOScientifico
DatabO2017bOjbOgmfgmo 8.2 22

49 WholecgenomeOstudiesOidentifyOsoluteOcarrierOtransportersOinOcellularOsusceptibilityOtoOpaclitaxeldO
PharmacogeneticsoandoGenomicsbO2012bOhhbOjonckfm 1.9 21

48 –xploitingOtheOGT–xOresourcesOtoOdecipherOtheOmechanismsOatOGWwSOloci 21

47 wnalysisOofOGeneticallyORegulatedOGeneO–xpressionOIdentifiesOaOPrefrontalOPTSzOGenebOSNRNPikbO
SpecificOtoOMilitaryOyohortsdOCelloReportsbO2020bOigbOgfmmgl 10.6 21

46 SemiparametricO–stimationOofOSpectralOzensityOWithOIrregularOObservationsdOJournaloofotheoAmericano
StatisticaloAssociationbO2007bOgfhbOmhlcmik 2.8 20

45 PopulationcscaleOtissueOtranscriptomicsOmapsOlongOnonccodingORNwsOtoOcomplexOdiseasedOCellbO2021bO
gnjbOhliichljndego 56.2 20

44 ImpactOofOadmixtureOandOancestryOonOeQTLOanalysisOandOGWwSOcolocalizationOinOGT–xdOGenomeo
BiologybO2020bOhgbOhii 18.3 19

43 LeafyutterpOannotationcfreeOquantificationOofORNwOsplicing 18

42 wOvastOresourceOofOallelicOexpressionOdataOspanningOhumanOtissuesdOGenomeoBiologybO2020bOhgbOhij 18.3 18

41 wOmulticstageOgenomecwideOassociationOstudyOofOuterineOfibroidsOinOwfricanOwmericansdOHumano
GeneticsbO2017bOgilbOgilicgimi 6.3 17

40 MicroRNwObiogenesisOandOcellularOproliferationdOTranslationaloResearchbO2015bOgllbOgjkckg 11 16

39 ziverseOtranscriptomicOsignaturesOacrossOhumanOtissuesOidentifyOfunctionalOrareOgeneticOvariation 13

38 ProbabilisticOcolocalizationOofOgeneticOvariantsOfromOcomplexOandOmolecularOtraitspOpromiseOandO
limitationsdOAmericanoJournaloofoHumanoGeneticsbO2021bOgfnbOhkcik 11 13

37 ImputedOgeneOassociationsOidentifyOreplicableOtranscactingOgenesOenrichedOinOtranscriptionO
pathwaysOandOcomplexOtraitsdOGeneticoEpidemiologybO2019bOjibOkolclfn 2.6 12

36 wnOeQTLcbasedOmethodOidentifiesOyTTNOandOZMwTiOasOpemetrexedOsusceptibilityOmarkersdOHumano
MolecularoGeneticsbO2012bOhgbOgjmfcnf 5.6 12
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35 TranscriptomecwideOassociationOstudiespOopportunitiesOandOchallenges 12

34 PTWwSpOinvestigatingOtissuecrelevantOcausalOmolecularOmechanismsOofOcomplexOtraitsOusingO
probabilisticOTWwSOanalysisdOGenomeoBiologybO2020bOhgbOhih 18.3 11

33 wOc–thnicOGenomecWideOwssociationOStudyOofOUterineOFibroidsdOFrontiersoinoGeneticsbO2019bOgfbOkgg 4.5 10

32 yOR–OGR–MLOforOestimatingOcovarianceObetweenOrandomOeffectsOinOlinearOmixedOmodelsOforO
complexOtraitOanalysesdONatureoCommunicationsbO2020bOggbOjhfn 17.4 10

31 TranscriptomicOImputationOofOxipolarOzisorderOandOxipolarOsubtypesOrevealsOhoOnovelOassociatedOgenes 9

30 FinecmappingOandOQTLOtissuecsharingOinformationOimprovesOtheOreliabilityOofOcausalOgeneO
identificationdOGeneticoEpidemiologybO2020bOjjbOnkj 2.6 9

29 Spaceâ��timeOmodelingOofOhfOyearsOofOdailyOairOtemperatureOinOtheOyhicagoOmetropolitanOregiondO
EnvironmetricsbO2009bOhfbOjojckgg 1.3 7

28 IntegrativeOcrossOtissueOanalysisOofOgeneOexpressionOidentifiesOnovelOtypeOhOdiabetesOgenes 7

27 yellOtypeOspecificOgeneticOregulationOofOgeneOexpressionOacrossOhumanOtissues 7

26 TranscethnicOpredictedOexpressionOgenomecwideOassociationOanalysisOidentifiesOaOgeneOforOestrogenO
receptorcnegativeObreastOcancerdOPLoSoGeneticsbO2017bOgibOegfflmhm 6 6

25 FunctionalOconsequencesOofOPRPFioOonOdistantOgenesOandOcisplatinOsensitivitydOHumanoMolecularo
GeneticsbO2012bOhgbOjijnckk 5.6 6

24 GeneOexpressionOimputationOacrossOmultipleObrainOregionsOrevealsOschizophreniaOriskOthroughoutOdevelopment 6

23 PhenomeXcanpOMappingOtheOgenomeOtoOtheOphenomeOthroughOtheOtranscriptome 6

22 sncspMFpOmatrixOfactorizationOinformsOtissuecspecificOgeneticOregulationOofOgeneOexpressiondO
GenomeoBiologybO2020bOhgbOhik 18.3 6

21 FunctionallyOorientedOanalysisOofOcardiometabolicOtraitsOinOaOtranscethnicOsampledOHumanoMolecularo
GeneticsbO2019bOhnbOghghcghhj 5.6 5

20 yomprehensiveOevaluationOofOtheOcontributionOofOXOchromosomeOgenesOtoOplatinumOsensitivitydO
MolecularoCanceroTherapeuticsbO2011bOgfbOjmhcnf 6.1 4

19 PolygenicOtranscriptomeOriskOscoresOimproveOportabilityOofOpolygenicOriskOscoresOacrossOancestries 4

18 PrediXcanpOTraitOMappingOUsingOHumanOTranscriptomeORegulation 4
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17 TranscriptomeOpredictionOperformanceOacrossOmachineOlearningOmodelsOandOdiverseOancestriesdO
HumanoGeneticsoandoGenomicsoAdvancesbO2021bOhbOgfffgocgfffgo 0.8 4

16 ukbR–STpOefficientOandOstreamlinedOdataOaccessOforOreproducibleOresearchOinOlargeObiobanksdO
BioinformaticsbO2019bOikbOgomgcgomi 7.2 4

15 ydOelegansOandOmutantsOwithOchronicOnicotineOexposureOasOaOnovelOmodelOofOcancerOphenotypedO
CanceroBiologyoandoTherapybO2016bOgmbOogcgfi 4.6 3

14 PolygenicOtranscriptomeOriskOscoresOWPTRSXOcanOimproveOportabilityOofOpolygenicOriskOscoresOacrossO
ancestriesddOGenomeoBiologybO2022bOhibOhi 18.3 3

13 FinecmappingOandOQTLOtissuecsharingOinformationOimproveOcausalOgeneOidentificationOandO
transcriptomeOpredictionOperformance 2

12 SurveyOofOtheOHeritabilityOandOSparseOwrchitectureOofOGeneO–xpressionOTraitsOwcrossOHumanOTissues 2

11 PleiotropycguidedOtranscriptomeOimputationOfromOnormalOandOtumorOtissuesOidentifiesOcandidateO
susceptibilityOgenesOforObreastOandOovarianOcancerdOHumanoGeneticsoandoGenomicsoAdvancesbO2021bOhbOgfffjhcgfffjh0.8 2

10 wOscalableOunifiedOframeworkOofOtotalOandOallelecspecificOcountsOforOciscQTLbOfinecmappingbOandO
predictiondONatureoCommunicationsbO2021bOghbOgjhj 17.4 2

9 ProximityOeffectOofOthinOfilmsOonOsuperconductingOsubstratesdOPhysicaloReviewoBbO1994bOkfbOgfggmcgfghg 3.3 1

8 SharedOandOzistinctOGeneticORiskOFactorsOforOyhildhoodOOnsetOandOwdultOOnsetOwsthmapOGenomecO
andOTranscriptomecwideOStudies 1

7 InvestigatingOtissuecrelevantOcausalOmolecularOmechanismsOofOcomplexOtraitsOusingOprobabilisticO
TWwSOanalysis 1

6 ProbabilisticOyolocalizationOofOGeneticOVariantsOfromOyomplexOandOMolecularOTraitspOPromiseOandOLimitations 1

5 IdentifyingOtissuesOimplicatedOinOwnorexiaONervosaOusingOTranscriptomicOImputation 1

4 IntegratingOPredictedOTranscriptomeOFromOMultipleOTissuesOImprovesOwssociationOzetection 1

3 wnalysisOofOGeneticallyORegulatedOGeneO–xpressionOidentifiesOaOtraumaOtypeOspecificOPTSzOgenebOSNRNPik 1

2 GenomicOanalysesOforOageOatOmenarcheOidentifyOinoOindependentOsignalsOandOindicateO
xMIcindependentOeffectsOofOpubertyOtimingOonOcancerOsusceptibility 1

1 ProteinOpredictionOforOtraitOmappingOinOdiverseOpopulationsddOPLoSoONEbO2022bOgmbOefhljijg 3.7 0
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