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m Paper IF Citations

83 GeneticNstudiesNofNbodyNmassNindexNyieldNnewNinsightsNforNobesityNbiologyeNNaturecN2015cNlhocNhpndigm 50.4 2687

82 GeneticsNofNrheumatoidNarthritisNcontributesNtoNbiologyNandNdrugNdiscoveryeNNaturecN2014cNlgmcNjnmdoh 50.4 1426

81  efiningNtheNroleNofNcommonNvariationNinNtheNgenomicNandNbiologicalNarchitectureNofNadultNhumanN
heighteNNatureoGeneticscN2014cNkmcNhhnjdom 36.3 1339

80 xssociationNanalysesNidentifyNjoNsusceptibilityNlociNforNinflammatoryNbowelNdiseaseNandNhighlightN
sharedNgeneticNriskNacrossNpopulationseNNatureoGeneticscN2015cNkncNpnpdpom 36.3 1278

79 SystematicNidentificationNofNtransNeQTLsNasNputativeNdriversNofNknownNdiseaseNassociationseNNatureo
GeneticscN2013cNklcNhijodhikj 36.3 1244

78 MetadanalysisNidentifiesNipNadditionalNulcerativeNcolitisNriskNlocicNincreasingNtheNnumberNofNconfirmedN
associationsNtoNkneNNatureoGeneticscN2011cNkjcNikmdli 36.3 1028

77 NewNgeneticNlociNlinkNadiposeNandNinsulinNbiologyNtoNbodyNfatNdistributioneNNaturecN2015cNlhocNhondhpm 50.4 920

76 GenomedwideNassociationNstudyNidentifiesNnkNlociNassociatedNwithNeducationalNattainmenteNNaturecN
2016cNljjcNljpdki 50.4 850

75 GeneticNvariantsNassociatedNwithNsubjectiveNwelldbeingcNdepressiveNsymptomscNandNneuroticismN
identifiedNthroughNgenomedwideNanalyseseNNatureoGeneticscN2016cNkocNmikdjj 36.3 602

74 GWxSNofNhimcllpNindividualsNidentifiesNgeneticNvariantsNassociatedNwithNeducationalNattainmenteN
SciencecN2013cNjkgcNhkmndnh 33.3 563

73 yiologicalNinterpretationNofNgenomedwideNassociationNstudiesNusingNpredictedNgeneNfunctionseN
NatureoCommunicationscN2015cNmcNlopg 17.4 489

72 HighddensityNgeneticNmappingNidentifiesNnewNsusceptibilityNlociNforNrheumatoidNarthritiseNNatureo
GeneticscN2012cNkkcNhjjmdkg 36.3 436

71 xnalysisNofNfiveNchronicNinflammatoryNdiseasesNidentifiesNinNnewNassociationsNandNhighlightsN
diseasedspecificNpatternsNatNsharedNlocieNNatureoGeneticscN2016cNkocNlhgdo 36.3 404

70 TheNtranscriptionalNlandscapeNofNageNinNhumanNperipheralNbloodeNNatureoCommunicationscN2015cNmcNolng 17.4 335

69 TransdeQTLsNrevealNthatNindependentNgeneticNvariantsNassociatedNwithNaNcomplexNphenotypeN
convergeNonNintermediateNgenescNwithNaNmajorNroleNforNtheNHLxeNPLoSoGeneticscN2011cNncNehggihpn 6 261

68 MetadanalysisNofNgenomedwideNassociationNstudiesNinNceliacNdiseaseNandNrheumatoidNarthritisN
identifiesNfourteenNnondHLxNsharedNlocieNPLoSoGeneticscN2011cNncNehggiggk 6 260

67 SeventydfiveNgeneticNlociNinfluencingNtheNhumanNredNbloodNcelleNNaturecN2012cNkpicNjmpdnl 50.4 257
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66 TheNgeneticsNofNbloodNpressureNregulationNandNitsNtargetNorgansNfromNassociationNstudiesNinNjkickhlN
individualseNNatureoGeneticscN2016cNkocNhhnhdhhok 36.3 251

65 IdentificationNofNcontextddependentNexpressionNquantitativeNtraitNlociNinNwholeNbloodeNNatureo
GeneticscN2017cNkpcNhjpdhkl 36.3 240

64 TheNimpactNofNlowdfrequencyNandNrareNvariantsNonNlipidNlevelseNNatureoGeneticscN2015cNkncNlopdpn 36.3 229

63 TheNInfluenceNofNxgeNandNSexNonNGeneticNxssociationsNwithNxdultNyodyNSizeNandNShapeqNxN
LargedScaleNGenomedWideNInteractionNStudyeNPLoSoGeneticscN2015cNhhcNehggljno 6 220

62 GeneNexpressionNanalysisNidentifiesNglobalNgeneNdosageNsensitivityNinNcancereNNatureoGeneticscN2015cN
kncNhhldil 36.3 219

61 IdentificationNofNheartNratedassociatedNlociNandNtheirNeffectsNonNcardiacNconductionNandNrhythmN
disorderseNNatureoGeneticscN2013cNklcNmihdjh 36.3 219

60 HumanNdiseasedassociatedNgeneticNvariationNimpactsNlargeNintergenicNnondcodingNRNxNexpressioneN
PLoSoGeneticscN2013cNpcNehggjigh 6 209

59 UnravelingNtheNpolygenicNarchitectureNofNcomplexNtraitsNusingNbloodNeQTLNmetaanalysis 175

58 GenomedwideNmetadanalysisNidentifiesNsixNnovelNlociNassociatedNwithNhabitualNcoffeeNconsumptioneN
MolecularoPsychiatrycN2015cNigcNmkndmlm 15.1 167

57 UnravelingNtheNregulatoryNmechanismsNunderlyingNtissueddependentNgeneticNvariationNofNgeneN
expressioneNPLoSoGeneticscN2012cNocNehggikjh 6 163

56  etectionNandNreplicationNofNepistasisNinfluencingNtranscriptionNinNhumanseNNaturecN2014cNlgocNikpdlj 50.4 149

55 yloodNpressureNlociNidentifiedNwithNaNgenedcentricNarrayeNAmericanoJournaloofoHumanoGeneticscN2011cN
opcNmoodngg 11 137

54 GenomedwideNassociationNstudyNidentifiesNnovelNgeneticNvariantsNcontributingNtoNvariationNinNbloodN
metaboliteNlevelseNNatureoCommunicationscN2015cNmcNnigo 17.4 126

53 NovelNlociNaffectingNironNhomeostasisNandNtheirNeffectsNinNindividualsNatNriskNforNhemochromatosiseN
NatureoCommunicationscN2014cNlcNkpim 17.4 121

52 ThreeNulcerativeNcolitisNsusceptibilityNlociNareNassociatedNwithNprimaryNsclerosingNcholangitisNandN
indicateNaNroleNforNILicNRELcNandNzxR peNHepatologycN2011cNljcNhpnndol 11.2 96

51 FromNgenomeNtoNfunctionNbyNstudyingNeQTLseNBiochimicaoEtoBiophysicaoActao-oMolecularoBasisoofo
DiseasecN2014cNhokicNhopmdhpgi 6.9 95

50  isentanglingNtheNEffectsNofNzolocalizingNGenomicNxnnotationsNtoNFunctionallyNPrioritizeN
NondcodingNVariantsNwithinNzomplexdTraitNLocieNAmericanoJournaloofoHumanoGeneticscN2015cNpncNhjpdli 11 94

49 GeneticNvariantsNlinkedNtoNeducationNpredictNlongevityeNProceedingsoofotheoNationaloAcademyoofo
SciencesoofotheoUnitedoStatesoofoAmericacN2016cNhhjcNhjjmmdhjjnh 11.5 90
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48 FinedmappingNandNfunctionalNstudiesNhighlightNpotentialNcausalNvariantsNforNrheumatoidNarthritisNandN
typeNhNdiabeteseNNatureoGeneticscN2018cNlgcNhjmmdhjnk 36.3 82

47 zellNSpecificNeQTLNxnalysisNwithoutNSortingNzellseNPLoSoGeneticscN2015cNhhcNehggliij 6 81

46 LargedscaleNassociationNanalysesNidentifyNhostNfactorsNinfluencingNhumanNgutNmicrobiomeN
compositioneNNatureoGeneticscN2021cNljcNhlmdhml 36.3 80

45 SMIMhNunderliesNtheNVelNbloodNgroupNandNinfluencesNredNbloodNcellNtraitseNNatureoGeneticscN2013cNklcNlkidlkl36.3 77

44 liNGeneticNLociNInfluencingNMyocardial´ MasseNJournaloofotheoAmericanoCollegeoofoCardiologycN2016cN
mocNhkjldhkko 15.1 76

43 PathogenicNimplicationsNforNautoimmuneNmechanismsNderivedNbyNcomparativeNeQTLNanalysisNofN
z kbNversusNz obNTNcellseNPLoSoGeneticscN2017cNhjcNehggmmkj 6 75

42 zommonNvariantsNinNtheNHLxd QNregionNconferNsusceptibilityNtoNidiopathicNachalasiaeNNatureo
GeneticscN2014cNkmcNpghdk 36.3 75

41 ImprovedNimputationNqualityNofNlowdfrequencyNandNrareNvariantsNinNEuropeanNsamplesNusingNtheN
VGenomeNofNTheNNetherlandsVeNEuropeanoJournaloofoHumanoGeneticscN2014cNiicNhjihdm 5.3 74

40 GenotypeNharmonizerqNautomaticNstrandNalignmentNandNformatNconversionNforNgenotypeNdataN
integrationeNBMCoResearchoNotescN2014cNncNpgh 2.3 74

39 GenomicNandNdrugNtargetNevaluationNofNpgNcardiovascularNproteinsNinNjgcpjhNindividualseNNatureo
MetabolismcN2020cNicNhhjldhhko 14.6 61

38 MixupMapperqNcorrectingNsampleNmixdupsNinNgenomedwideNdatasetsNincreasesNpowerNtoNdetectNsmallN
geneticNeffectseNBioinformaticscN2011cNincNihgkdhh 7.2 60

37 LargedscaleNcisdNandNtransdeQTLNanalysesNidentifyNthousandsNofNgeneticNlociNandNpolygenicNscoresN
thatNregulateNbloodNgeneNexpressioneNNatureoGeneticscN2021cNljcNhjggdhjhg 36.3 60

36  iscoveryNandNfineNmappingNofNserumNproteinNlociNthroughNtransethnicNmetadanalysiseNAmericano
JournaloofoHumanoGeneticscN2012cNphcNnkkdlj 11 58

35 MediationNanalysisNdemonstratesNthatNtransdeQTLsNareNoftenNexplainedNbyNcisdmediationqNaN
genomedwideNanalysisNamongNhcoggNSouthNxsianseNPLoSoGeneticscN2014cNhgcNehggkoho 6 56

34 SystematicNannotationNofNceliacNdiseaseNlociNrefinesNpathologicalNpathwaysNandNsuggestsNaNgeneticN
explanationNforNincreasedNinterferondgammaNlevelseNHumanoMolecularoGeneticscN2015cNikcNjpndkgp 5.6 43

33 PRNintervalNgenomedwideNassociationNmetadanalysisNidentifiesNlgNlociNassociatedNwithNatrialNandN
atrioventricularNelectricalNactivityeNNatureoCommunicationscN2018cNpcNipgk 17.4 39

32  eepSxGENrevealsNgeneticNvariantsNassociatedNwithNalternativeNpolyadenylationNandNexpressionNofN
codingNandNnondcodingNtranscriptseNPLoSoGeneticscN2013cNpcNehggjlpk 6 32

31 xnNintegrativeNsystemsNgeneticsNapproachNrevealsNpotentialNcausalNgenesNandNpathwaysNrelatedNtoN
obesityeNGenomeoMedicinecN2015cNncNhgl 14.4 26
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30 zopperNmetabolismNdomaindcontainingNhNrepressesNgenesNthatNpromoteNinflammationNandNprotectsN
miceNfromNcolitisNandNcolitisdassociatedNcancereNGastroenterologycN2014cNhkncNhokdhpleej 13.3 24

29 FineNmappingNofNtheNceliacNdiseasedassociatedNLPPNlocusNrevealsNaNpotentialNfunctionalNvarianteN
HumanoMolecularoGeneticscN2014cNijcNikohdp 5.6 23

28 IMPxzTqNGenomicNxnnotationNofNzelldStatedSpecificNRegulatoryNElementsNInferredNfromNtheN
EpigenomeNofNyoundNTranscriptionNFactorseNAmericanoJournaloofoHumanoGeneticscN2019cNhgkcNonpdopl 11 21

27 xNfunctionalNbraindderivedNneurotrophicNfactorNWy NFYNgeneNvariantNincreasesNtheNriskNofN
moderatedtodsevereNallergicNrhinitiseNJournaloofoAllergyoandoClinicaloImmunologycN2015cNhjlcNhkomdpjeeo 11.5 19

26 zommonNandNrareNvariantNassociationNanalysesNinNamyotrophicNlateralNsclerosisNidentifyNhlNriskNlociN
withNdistinctNgeneticNarchitecturesNandNneurondspecificNbiologyeNNatureoGeneticscN2021cNljcNhmjmdhmko 36.3 19

25 xnNintegrativeNapproachNforNbuildingNpersonalizedNgeneNregulatoryNnetworksNforNprecisionNmedicineeN
GenomeoMedicinecN2018cNhgcNpm 14.4 19

24  iscoveringNinNvivoNcytokinedeQTLNinteractionsNfromNaNlupusNclinicalNtrialeNGenomeoBiologycN2018cNhpcNhmo 18.3 19

23 zorrelationNofNgeneticNriskNandNmessengerNRNxNexpressionNinNaNThhnfILijNpathwayNanalysisNinN
inflammatoryNbowelNdiseaseeNInflammatoryoBoweloDiseasescN2014cNigcNnnndoi 4.5 16

22 HighdthroughputNidentificationNofNnoncodingNfunctionalNSNPsNviaNtypeNIISNenzymeNrestrictioneNNatureo
GeneticscN2018cNlgcNhhogdhhoo 36.3 14

21 xNgenomedwideNassociationNstudyNidentifiesNaNregionNatNchromosomeNhiNasNaNpotentialNsusceptibilityN
locusNforNrestenosisNafterNpercutaneousNcoronaryNinterventioneNHumanoMolecularoGeneticscN2011cNigcNknkodln5.6 13

20 reGenotyperqN etectingNmislabeledNsamplesNinNgeneticNdataeNPLoSoONEcN2017cNhicNeghnhjik 3.7 13

19 IntegratingNGWxSNwithNbulkNandNsingledcellNRNxdsequencingNrevealsNaNroleNforNLYomNinNtheN
antidzandidaNhostNresponseeNPLoSoPathogenscN2020cNhmcNehggokgo 7.6 11

18 LargedscaleNassociationNanalysesNidentifyNhostNfactorsNinfluencingNhumanNgutNmicrobiomeNcomposition 9

17 HemaniNetNaleNreplyeNNaturecN2014cNlhkcNEldm 50.4 8

16 MendelianNrandomizationNwhileNjointlyNmodelingNcisNgeneticsNidentifiesNcausalNrelationshipsN
betweenNgeneNexpressionNandNlipidseNNatureoCommunicationscN2020cNhhcNkpjg 17.4 8

15
RefiningNxttentiond eficitfHyperactivityN isorderNandNxutismNSpectrumN isorderNGeneticNLociNbyN
IntegratingNSummaryN ataNFromNGenomedwideNxssociationcNGeneNExpressioncNandN NxNMethylationN
StudieseNBiologicaloPsychiatrycN2020cNoocNkngdknp

7.9 6

14 xnNepigenomedwideNassociationNstudyNidentifiesNmultipleN NxNmethylationNmarkersNofNexposureNtoN
endocrineNdisruptorseNEnvironmentoInternationalcN2020cNhkkcNhgmghm 12.9 6

13 GenomicNevaluationNofNcirculatingNproteinsNforNdrugNtargetNcharacterisationNandNprecisionNmedicine 5

(-2014)
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12 FinedmappingNidentifiesNcausalNvariantsNforNRxNandNTh NinN NxSEhLjcNSIRPGcNMEGjcNTNFxIPjNandN
z iofzTLxkNloci 4

11 yrainNexpressionNquantitativeNtraitNlocusNandNnetworkNanalysisNrevealsNdownstreamNeffectsNandN
putativeNdriversNforNbraindrelatedNdiseases 4

10 GeneticNvariantsNofNinducibleNcostimulatorNareNassociatedNwithNallergicNasthmaNsusceptibilityeNJournalo
ofoAllergyoandoClinicaloImmunologycN2015cNhjlcNllmdo 11.5 3

9  iscoveringNinNvivoNcytokineNeQTLNinteractionsNfromNaNlupusNclinicalNtrial 3

8
SingledcellNRNxdsequencingNofNperipheralNbloodNmononuclearNcellsNrevealsNwidespreadcN
contextdspecificNgeneNexpressionNregulationNuponNpathogenicNexposureeNNatureoCommunicationscN
2022cNhjcN

17.4 2

7 IMPxzTqNGenomicNannotationNofNcelldstatedspecificNregulatoryNelementsNinferredNfromNtheN
epigenomeNofNboundNtranscriptionNfactors 1

6 PhantomNepistasisNbetweenNunlinkedNlocieNNaturecN2021cNlpmcNEhdEj 50.4 1

5 IntegratingNGWxSNwithNbulkNandNsingledcellNRNxdsequencingNrevealsNaNroleNforNLYomNinNtheN
antidzandidaNhostNresponseN2020cNhmcNehggokgo

4 IntegratingNGWxSNwithNbulkNandNsingledcellNRNxdsequencingNrevealsNaNroleNforNLYomNinNtheN
antidzandidaNhostNresponseN2020cNhmcNehggokgo

3 IntegratingNGWxSNwithNbulkNandNsingledcellNRNxdsequencingNrevealsNaNroleNforNLYomNinNtheN
antidzandidaNhostNresponseN2020cNhmcNehggokgo

2 IntegratingNGWxSNwithNbulkNandNsingledcellNRNxdsequencingNrevealsNaNroleNforNLYomNinNtheN
antidzandidaNhostNresponseN2020cNhmcNehggokgo

1 IntegratingNGWxSNwithNbulkNandNsingledcellNRNxdsequencingNrevealsNaNroleNforNLYomNinNtheN
antidzandidaNhostNresponseN2020cNhmcNehggokgo
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