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n Paper IF Citations

134 InferenceLofLpopulationLstructureLusingLmultilocusLgenotypeLdatabLGeneticsYL2000YLeiiYLmhiaim 4 22315

133 InferenceLofLpopulationLstructureLusingLmultilocusLgenotypeLdatanLlinkedLlociLandLcorrelatedLalleleL
frequenciesbLGeneticsYL2003YLejhYLeijkalk 4 5901

132 HumanLgenomicsbLTheLGenotypeaTissueLyxpressionLTGTyxULpilotLanalysisnLmultitissueLgeneL
regulationLinLhumansbLScienceYL2015YLghlYLjhlajd 33.3 3242

131 InferringLweakLpopulationLstructureLwithLtheLassistanceLofLsampleLgroupLinformationbLMolecularm
EcologymResourcesYL2009YLmYLegffagf 8.4 2406

130 InferenceLofLpopulationLstructureLusingLmultilocusLgenotypeLdatanLdominantLmarkersLandLnullL
allelesbLMolecularmEcologymNotesYL2007YLkYLikhaikl 2333

129 GeneticLstructureLofLhumanLpopulationsbLScienceYL2002YLfmlYLfgleai 33.3 1995

128 uLmapLofLrecentLpositiveLselectionLinLtheLhumanLgenomebLPLoSmBiologyYL2006YLhYLekf 9.7 1811

127 ussociationLmappingLinLstructuredLpopulationsbLAmericanmJournalmofmHumanmGeneticsYL2000YLjkYLekdale 11 1472

126 unLyxpandedLViewLofLwomplexLTraitsnLzromLPolygenicLtoLOmnigenicbLCellYL2017YLejmYLeekkaeelj 56.2 1413

125 ureLrareLvariantsLresponsibleLforLsusceptibilityLtoLcomplexLdiseasessbLAmericanmJournalmofmHumanm
GeneticsYL2001YLjmYLefhagk 11 1171

124 wonvergentLadaptationLofLhumanLlactaseLpersistenceLinLufricaLandLyuropebLNaturemGeneticsYL2007YL
gmYLgeahd 36.3 1073

123 UnderstandingLmechanismsLunderlyingLhumanLgeneLexpressionLvariationLwithLRNuLsequencingbL
NatureYL2010YLhjhYLkjlakf 50.4 993

122 UseLofLunlinkedLgeneticLmarkersLtoLdetectLpopulationLstratificationLinLassociationLstudiesbLAmericanm
JournalmofmHumanmGeneticsYL1999YLjiYLffdal 11 993

121 LinkageLdisequilibriumLinLhumansnLmodelsLandLdatabLAmericanmJournalmofmHumanmGeneticsYL2001YLjmYLeaeh 11 920

120 uLsystematicLsurveyLofLlossaofafunctionLvariantsLinLhumanLproteinacodingLgenesbLScienceYL2012YLggiYLlfgal33.3 880

119 fastSTRUwTURynLvariationalLinferenceLofLpopulationLstructureLinLlargeLSNPLdataLsetsbLGeneticsYL2014
YLemkYLikgalm 4 839

118 TracesLofLhumanLmigrationsLinLHelicobacterLpyloriLpopulationsbLScienceYL2003YLfmmYLeilfai 33.3 764
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117 TheLgeneticsLofLhumanLadaptationnLhardLsweepsYLsoftLsweepsYLandLpolygenicLadaptationbLCurrentm
BiologyYL2010YLfdYLRfdlaei 6.3 666

116 xNuLmethylationLpatternsLassociateLwithLgeneticLandLgeneLexpressionLvariationLinLHapMapLcellL
linesbLGenomemBiologyYL2011YLefYLRed 18.3 651

115 SignalsLofLrecentLpositiveLselectionLinLaLworldwideLsampleLofLhumanLpopulationsbLGenomemResearchYL
2009YLemYLlfjagk 9.7 557

114 LineageaspecificLandLsingleacellLchromatinLaccessibilityLchartsLhumanLhematopoiesisLandLleukemiaL
evolutionbLNaturemGeneticsYL2016YLhlYLeemgafdg 36.3 555

113 uLhigharesolutionLsurveyLofLdeletionLpolymorphismLinLtheLhumanLgenomebLNaturemGeneticsYL2006YL
glYLkiale 36.3 539

112 TheLallelicLarchitectureLofLhumanLdiseaseLgenesnLcommonLdiseaseacommonLvariantbbborLnotsbLHumanm
MolecularmGeneticsYL2002YLeeYLfhekafg 5.6 515

111 UsingLenvironmentalLcorrelationsLtoLidentifyLlociLunderlyingLlocalLadaptationbLGeneticsYL2010YLeliYLeheeafg4 497

110 InformativenessLofLgeneticLmarkersLforLinferenceLofLancestrybLAmericanmJournalmofmHumanmGeneticsYL
2003YLkgYLehdfaff 11 495

109 xNaseLILsensitivityLQTLsLareLaLmajorLdeterminantLofLhumanLexpressionLvariationbLNatureYL2012YLhlfYLgmdah50.4 479

108 HigharesolutionLmappingLofLexpressionaQTLsLyieldsLinsightLintoLhumanLgeneLregulationbLPLoSm
GeneticsYL2008YLhYLeedddfeh 6 456

107 HaplotypeLblocksLandLlinkageLdisequilibriumLinLtheLhumanLgenomebLNaturemReviewsmGeneticsYL2003YL
hYLilkamk 30.1 430

106 SequencingLandLanalysisLofLNeanderthalLgenomicLxNubLScienceYL2006YLgehYLeeegal 33.3 415

105 wlinesYLclustersYLandLtheLeffectLofLstudyLdesignLonLtheLinferenceLofLhumanLpopulationLstructurebL
PLoSmGeneticsYL2005YLeYLekd 6 407

104 uccurateLinferenceLofLtranscriptionLfactorLbindingLfromLxNuLsequenceLandLchromatinLaccessibilityL
databLGenomemResearchYL2011YLfeYLhhkaii 9.7 406

103 uLworldwideLsurveyLofLhaplotypeLvariationLandLlinkageLdisequilibriumLinLtheLhumanLgenomebLNaturem
GeneticsYL2006YLglYLefieajd 36.3 406

102 yffectLofLreadamappingLbiasesLonLdetectingLalleleaspecificLexpressionLfromLRNuasequencingLdatabL
BioinformaticsYL2009YLfiYLgfdkaef 7.2 390

101 RevealingLtheLarchitectureLofLgeneLregulationnLtheLpromiseLofLeQTLLstudiesbLTrendsminmGeneticsYL
2008YLfhYLhdlaei 8.5 366

100 RNuLsplicingLisLaLprimaryLlinkLbetweenLgeneticLvariationLandLdiseasebLScienceYL2016YLgifYLjddah 33.3 357
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99 TracingLtheLpeoplingLofLtheLworldLthroughLgenomicsbLNatureYL2017YLiheYLgdfaged 50.4 338

98 xNuLsequenceadependentLcompartmentalizationLandLsilencingLofLchromatinLatLtheLnuclearLlaminabL
CellYL2012YLehmYLehkhalk 56.2 337

97 IdentificationLofLgeneticLvariantsLthatLaffectLhistoneLmodificationsLinLhumanLcellsbLScienceYL2013YL
ghfYLkhkam 33.3 331

96 waseacontrolLstudiesLofLassociationLinLstructuredLorLadmixedLpopulationsbLTheoreticalmPopulationm
BiologyYL2001YLjdYLffkagk 1.2 325

95 udaptationLaLnotLbyLsweepsLalonebLNaturemReviewsmGeneticsYL2010YLeeYLjjiak 30.1 321

94 TheLroleLofLgeographyLinLhumanLadaptationbLPLoSmGeneticsYL2009YLiYLeedddidd 6 304

93 wlonalLoriginLandLevolutionLofLaLtransmissibleLcancerbLCellYL2006YLefjYLhkkalk 56.2 299

92 OvercomingLtheLwinnerSsLcursenLestimatingLpenetranceLparametersLfromLcaseacontrolLdatabL
AmericanmJournalmofmHumanmGeneticsYL2007YLldYLjdiaei 11 289

91 HigharesolutionLmappingLofLcrossoversLrevealsLextensiveLvariationLinLfineascaleLrecombinationL
patternsLamongLhumansbLScienceYL2008YLgemYLegmial 33.3 287

90 GenomicLvariationbLImpactLofLregulatoryLvariationLfromLRNuLtoLproteinbLScienceYL2015YLghkYLjjhak 33.3 276

89 WuSPnLalleleaspecificLsoftwareLforLrobustLmolecularLquantitativeLtraitLlocusLdiscoverybLNaturem
MethodsYL2015YLefYLedjeag 21.6 253

88 GeneticLwontrolLofLwhromatinLStatesLinLHumansLInvolvesLLocalLandLxistalLwhromosomalL
InteractionsbLCellYL2015YLejfYLedieaji 56.2 240

87 unnotationafreeLquantificationLofLRNuLsplicingLusingLLeafwutterbLNaturemGeneticsYL2018YLidYLeieaeil 36.3 234

86 xetectionLofLhumanLadaptationLduringLtheLpastLfdddLyearsbLScienceYL2016YLgihYLkjdakjh 33.3 224

85 TheLdeleteriousLmutationLloadLisLinsensitiveLtoLrecentLpopulationLhistorybLNaturemGeneticsYL2014YLhjYLffdah36.3 214

84 udaptationsLtoLclimateamediatedLselectiveLpressuresLinLhumansbLPLoSmGeneticsYL2011YLkYLeeddegki 6 207

83 vatchLeffectsLandLtheLeffectiveLdesignLofLsingleacellLgeneLexpressionLstudiesbLScientificmReportsYL
2017YLkYLgmmfe 4.9 205

82 udaptationsLtoLclimateLinLcandidateLgenesLforLcommonLmetabolicLdisordersbLPLoSmGeneticsYL2008YLhYLegf 6 204
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81 NoisyLsplicingLdrivesLmRNuLisoformLdiversityLinLhumanLcellsbLPLoSmGeneticsYL2010YLjYLeeddefgj 6 203

80 wontrolsLofLnucleosomeLpositioningLinLtheLhumanLgenomebLPLoSmGeneticsYL2012YLlYLeeddgdgj 6 196

79 GenomicsnLyNwOxyLexplainedbLNatureYL2012YLhlmYLifai 50.4 191

78 MethylationLQTLsLareLassociatedLwithLcoordinatedLchangesLinLtranscriptionLfactorLbindingYLhistoneL
modificationsYLandLgeneLexpressionLlevelsbLPLoSmGeneticsYL2014YLedYLeeddhjjg 6 187

77 ubundantLcontributionLofLshortLtandemLrepeatsLtoLgeneLexpressionLvariationLinLhumansbLNaturem
GeneticsYL2016YLhlYLffam 36.3 184

76 TransLyffectsLonLGeneLyxpressionLwanLxriveLOmnigenicLInheritancebLCellYL2019YLekkYLedffaedghbej 56.2 183

75 ReducedLsignalLforLpolygenicLadaptationLofLheightLinLUKLviobankbLELifeYL2019YLlYL 8.9 181

74 HumanLgenomicsbLyffectLofLpredictedLproteinatruncatingLgeneticLvariantsLonLtheLhumanL
transcriptomebLScienceYL2015YLghlYLjjjam 33.3 170

73 wonfoundingLfromLcrypticLrelatednessLinLcaseacontrolLassociationLstudiesbLPLoSmGeneticsYL2005YLeYLegf 6 163

72 uLgenomeawideLstudyLofLxNuLmethylationLpatternsLandLgeneLexpressionLlevelsLinLmultipleLhumanL
andLchimpanzeeLtissuesbLPLoSmGeneticsYL2011YLkYLeeddegej 6 159

71 PrimateLtranscriptLandLproteinLexpressionLlevelsLevolveLunderLcompensatoryLselectionLpressuresbL
ScienceYL2013YLghfYLeeddah 33.3 156

70 wompletingLtheLmapLofLhumanLgeneticLvariationbLNatureYL2007YLhhkYLejeai 50.4 153

69 xissectingLtheLregulatoryLarchitectureLofLgeneLexpressionLQTLsbLGenomemBiologyYL2012YLegYLRk 18.3 151

68 TheLgeneticLarchitectureLofLadaptationsLtoLhighLaltitudeLinLythiopiabLPLoSmGeneticsYL2012YLlYLeeddgeed 6 137

67 TheLfunctionalLconsequencesLofLvariationLinLtranscriptionLfactorLbindingbLPLoSmGeneticsYL2014YLedYLeeddhffj6 135

66 udmixtureLfacilitatesLgeneticLadaptationsLtoLhighLaltitudeLinLTibetbLNaturemCommunicationsYL2014YLiYLgfle17.4 133

65 StatisticalLtestsLforLadmixtureLmappingLwithLcaseacontrolLandLcasesaonlyLdatabLAmericanmJournalmofm
HumanmGeneticsYL2004YLkiYLkkealm 11 132

64 ussessingLtheLperformanceLofLtheLhaplotypeLblockLmodelLofLlinkageLdisequilibriumbLAmericanm
JournalmofmHumanmGeneticsYL2003YLkgYLidfaei 11 124
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63 VariableLpredictionLaccuracyLofLpolygenicLscoresLwithinLanLancestryLgroupbLELifeYL2020YLmYL 8.9 112

62 wharacterizingLnaturalLvariationLusingLnextagenerationLsequencingLtechnologiesbLTrendsminmGeneticsYL
2009YLfiYLhjgake 8.5 108

61 woalescentabasedLassociationLmappingLandLfineLmappingLofLcomplexLtraitLlocibLGeneticsYL2005YLejmYLedkeamf4 99

60 womparativeLRNuLsequencingLrevealsLsubstantialLgeneticLvariationLinLendangeredLprimatesbL
GenomemResearchYL2012YLffYLjdfaed 9.7 97

59 TheLgeneticLandLmechanisticLbasisLforLvariationLinLgeneLregulationbLPLoSmGeneticsYL2015YLeeYLeeddhlik 6 96

58 yvidenceLforLextensiveLtransmissionLdistortionLinLtheLhumanLgenomebLAmericanmJournalmofmHumanm
GeneticsYL2004YLkhYLjfakf 11 94

57 woregulationLofLtandemLduplicateLgenesLslowsLevolutionLofLsubfunctionalizationLinLmammalsbL
ScienceYL2016YLgifYLeddmaeg 33.3 90

56 zunctionalLGeneticLVariantsLRevealedLbyLMassivelyLParallelLPreciseLGenomeLyditingbLCellYL2018YLekiYLihhaiikbeej56.2 89

55 LandscapeLofLstimulationaresponsiveLchromatinLacrossLdiverseLhumanLimmuneLcellsbLNaturem
GeneticsYL2019YLieYLehmhaeidi 36.3 86

54 RapidLevolutionLofLtheLhumanLmutationLspectrumbLELifeYL2017YLjYL 8.9 82

53 ThousandsLofLnovelLtranslatedLopenLreadingLframesLinLhumansLinferredLbyLribosomeLfootprintL
profilingbLELifeYL2016YLiYL 8.9 82

52 TheLcontributionLofLRNuLdecayLquantitativeLtraitLlociLtoLinteraindividualLvariationLinLsteadyastateL
geneLexpressionLlevelsbLPLoSmGeneticsYL2012YLlYLeeddgddd 6 80

51 GeneticLVariationYLNotLwellLTypeLofLOriginYLUnderliesLtheLMajorityLofLIdentifiableLRegulatoryL
xifferencesLinLiPSwsbLPLoSmGeneticsYL2016YLefYLeeddikmg 6 79

50 GeneticLvariationLinLMHwLproteinsLisLassociatedLwithLTLcellLreceptorLexpressionLbiasesbLNaturem
GeneticsYL2016YLhlYLmmiaeddf 36.3 79

49 GeneticsLofLgiLbloodLandLurineLbiomarkersLinLtheLUKLviobankbLNaturemGeneticsYL2021YLigYLeliaemh 36.3 78

48 LargeaScaleLwlonalLunalysisLResolvesLugingLofLtheLMouseLHematopoieticLStemLwellLwompartmentbL
CellmStemmCellYL2018YLffYLjddajdkbeh 18 77

47 whromatinLaccessibilityLdynamicsLinLaLmodelLofLhumanLforebrainLdevelopmentbLScienceYL2020YLgjkYL 33.3 76

46 GeneLexpressionLlevelsLareLaLtargetLofLrecentLnaturalLselectionLinLtheLhumanLgenomebLMolecularm
BiologymandmEvolutionYL2009YLfjYLjhmail 8.3 73
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45 GenomeawideLassociationLstudyLofLbehavioralYLphysiologicalLandLgeneLexpressionLtraitsLinLoutbredL
wzWLmicebLNaturemGeneticsYL2016YLhlYLmemafj 36.3 72

44 ImpactLofLregulatoryLvariationLacrossLhumanLiPSwsLandLdifferentiatedLcellsbLGenomemResearchYL2018YL
flYLeffaege 9.7 70

43 InferringLRelevantLwellLTypesLforLwomplexLTraitsLbyLUsingLSingleawellLGeneLyxpressionbLAmericanm
JournalmofmHumanmGeneticsYL2017YLedeYLjljajmm 11 61

42 LargeascaleLcisaLandLtransaeQTLLanalysesLidentifyLthousandsLofLgeneticLlociLandLpolygenicLscoresL
thatLregulateLbloodLgeneLexpressionbLNaturemGeneticsYL2021YLigYLegddaeged 36.3 60

41 uncientLRomenLuLgeneticLcrossroadsLofLyuropeLandLtheLMediterraneanbLScienceYL2019YLgjjYLkdlakeh 33.3 59

40 xeterminingLtheLgeneticLbasisLofLanthracyclineacardiotoxicityLbyLmolecularLresponseLQTLLmappingL
inLinducedLcardiomyocytesbLELifeYL2018YLkYL 8.9 54

39 InterpretingLpolygenicLscoresYLpolygenicLadaptationYLandLhumanLphenotypicLdifferencesbLEvolution,m
MedicinemandmPublicmHealthYL2019YLfdemYLfjagh 3 51

38 yvolutionaryLPersistenceLofLxNuLMethylationLforLMillionsLofLYearsLafterLuncientLLossLofLaLxeLNovoL
MethyltransferasebLCellYL2020YLeldYLfjgafkkbefd 56.2 46

37 QuantificationLofLtransplantaderivedLcirculatingLcellafreeLxNuLinLabsenceLofLaLdonorLgenotypebLPLoSm
ComputationalmBiologyYL2017YLegYLeeddijfm 5 36

36 HigharesolutionLmappingLofLcancerLcellLnetworksLusingLcoafunctionalLinteractionsbLMolecularm
SystemsmBiologyYL2018YLehYLelimh 12.2 32

35 MutationLRateLVariationLisLaLPrimaryLxeterminantLofLtheLxistributionLofLulleleLzrequenciesLinL
HumansbLPLoSmGeneticsYL2016YLefYLeeddjhlm 6 30

34 mswentipedenLModelingLHeterogeneityLacrossLGenomicLSitesLandLReplicatesLImprovesLuccuracyLinL
theLInferenceLofLTranscriptionLzactorLvindingbLPLoSmONEYL2015YLedYLedegldgd 3.7 28

33 GeneticsLofLglLbloodLandLurineLbiomarkersLinLtheLUKLviobank 25

32 yvidenceLforLWeakLSelectiveLwonstraintLonLHumanLGeneLyxpressionbLGeneticsYL2019YLfeeYLkikakkf 4 25

31 ReducedLsignalLforLpolygenicLadaptationLofLheightLinLUKLviobank 24

30 GWuSLofLthreeLmolecularLtraitsLhighlightsLcoreLgenesLandLpathwaysLalongsideLaLhighlyLpolygenicL
backgroundbLELifeYL2021YLedYL 8.9 23

29 ReprogrammingLLwLsLtoLiPSwsLResultsLinLRecoveryLofLxonoraSpecificLGeneLyxpressionLSignaturebL
PLoSmGeneticsYL2015YLeeYLeeddifej 6 22

28
zrequentLnonallelicLgeneLconversionLonLtheLhumanLlineageLandLitsLeffectLonLtheLdivergenceLofLgeneL
duplicatesbLProceedingsmofmthemNationalmAcademymofmSciencesmofmthemUnitedmStatesmofmAmericaYL2017YL
eehYLefkkmaefklh

11.5 22
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27 TheLeffectLofLfreezeathawLcyclesLonLgeneLexpressionLlevelsLinLlymphoblastoidLcellLlinesbLPLoSmONEYL
2014YLmYLeedkejj 3.7 18

26 LeafwutternLannotationafreeLquantificationLofLRNuLsplicing 18

25 VariableLpredictionLaccuracyLofLpolygenicLscoresLwithinLanLancestryLgroup 18

24 PostatranslationalLbufferingLleadsLtoLconvergentLproteinLexpressionLlevelsLbetweenLprimatesbL
GenomemBiologyYL2018YLemYLlg 18.3 16

23 ResponseLtoLwommentLonLNGeneticLStructureLofLHumanLPopulationsNbLScienceYL2003YLgddYLelkkcaelkk 33.3 15

22 RemodelingLtheLSpecificityLofLanLyndosomalLwORVyTLTetherLUnderliesLzormationLofLRegulatedL
SecretoryLVesiclesLinLtheLwiliateLTetrahymenaLthermophilabLCurrentmBiologyYL2018YLflYLjmkakedbeeg 6.3 14

21 vatchLeffectsLandLtheLeffectiveLdesignLofLsingleacellLgeneLexpressionLstudies 9

20 WholeLGenomeLSequencingLIdentifiesLaLNovelLzactorLRequiredLforLSecretoryLGranuleLMaturationLinL
TetrahymenaLthermophilabLG3:mGenes,mGenomes,mGeneticsYL2016YLjYLfidiaej 3.2 8

19 PublicLxiscussionLuffectsLQuestionLuskingLatLucademicLwonferencesbLAmericanmJournalmofmHumanm
GeneticsYL2019YLediYLelmaemk 11 7

18 LandscapeLofLstimulationaresponsiveLchromatinLacrossLdiverseLhumanLimmuneLcells 7

17 SharedLheritabilityLofLhumanLfaceLandLbrainLshapebLNaturemGeneticsYL2021YLigYLlgdalgm 36.3 7

16 uuthorLresponsenLVariableLpredictionLaccuracyLofLpolygenicLscoresLwithinLanLancestryLgroupL2019YL 6

15 ImpactLofLregulatoryLvariationLacrossLhumanLiPSwsLandLdifferentiatedLcells 6

14 xetectionLofLhumanLadaptationLduringLtheLpastLfYdddLyears 5

13 GWuSLofLthreeLmolecularLtraitsLhighlightsLcoreLgenesLandLpathwaysLalongsideLaLhighlyLpolygenicLbackground 5

12 TransLeffectsLonLgeneLexpressionLcanLdriveLomnigenicLinheritance 5

11 uuthorLresponsenLxeterminingLtheLgeneticLbasisLofLanthracyclineacardiotoxicityLbyLmolecularL
responseLQTLLmappingLinLinducedLcardiomyocytesL2018YL 4

10 SystematicLdiscoveryLandLperturbationLofLregulatoryLgenesLinLhumanLTLcellsLrevealsLtheL
architectureLofLimmuneLnetworks 4
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9 uuthorLresponsenLReducedLsignalLforLpolygenicLadaptationLofLheightLinLUKLviobankL2018YL 3

8 MeasurementLofLselectiveLconstraintLonLhumanLgeneLexpression 3

7 GeneticLinteractionsLdriveLheterogeneityLinLcausalLvariantLeffectLsizesLforLgeneLexpressionLandL
complexLtraits 1

6 udaptiveLevolutionLofLconservedLnonacodingLelementsLinLmammalsbLPLoSmGeneticsYL2005YLpreprintYLeehk 6 1

5 HigharesolutionLmappingLofLcancerLcellLnetworksLusingLcoafunctionalLinteractions 1

4 yvolutionaryLpersistenceLofLxNuLmethylationLforLmillionsLofLyearsLafterLancientLlossLofLaLdeLnovoLmethyltransferase1

3 InferringLrelevantLcellLtypesLforLcomplexLtraitsLusingLsingleacellLgeneLexpression 1

2 uLvibliometricLHistoryLofLtheLJournalLGyNyTIwSbLGeneticsYL2016YLfdhYLeggkaeghf 4 1

1 uLnaturalLmutatorLalleleLshapesLmutationLspectrumLvariationLinLmicebbLNatureYL2022YLjdiYLhmkaidf 50.4 1
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