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k Paper IF Citations

114 yPunifiedPgenealogyPofPmodernPandPancientPgenomesffPSciencedP2022dPkomdPeabipjnl 33.3 1

113 IdentificationPofPhostepathogenediseasePrelationshipsPusingPaPscalablePmultiplexPserologyPplatformP
inPUKPziobankffPNaturejCommunicationsdP2022dPikdPipip 17.4 1

112 GenomeewidePanalysisPofPmkdlhhPpeoplePwithPirritablePbowelPsyndromePhighlightsPsharedPgeneticP
pathwaysPwithPmoodPandPanxietyPdisordersfPNaturejGeneticsdP2021dPmkdPimlkeimmj 36.3 11

111
ValidationPofPanPIntegratedPRiskPTooldPIncludingPPolygenicPRiskPScoredPforPytheroscleroticP
~ardiovascularPDiseasePinPMultiplePEthnicitiesPandPyncestriesfPAmericanjJournaljofjCardiologydP2021dP
ilpdPimoeinl

3 10

110 ThePimpactPofPagePonPgeneticPriskPforPcommonPdiseasesfPPLoSjGeneticsdP2021dPiodPeihhqojk 6 7

109 ElucidatingPrelationshipsPbetweenPPffalciparumPprevalencePandPmeasuresPofPgeneticPdiversityPwithPaP
combinedPgeneticeepidemiologicalPmodelPofPmalariafPPLoSjComputationaljBiologydP2021dPiodPeihhqjpo 5 0

108 yccountingPforPlongerangePcorrelationsPinPgenomeewidePsimulationsPofPlargePcohortsfPPLoSjGeneticsdP
2020dPindPeihhpniq 6 13

107 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdatafPPLoSjBiologydP
2020dPipdPekhhhmpn 9.7 42

106 IdentifyingPcrossediseasePcomponentsPofPgeneticPriskPacrossPhospitalPdataPinPthePUKPziobankfPNaturej
GeneticsdP2020dPmjdPijneikl 36.3 22

105 DetectionPofPsimplePandPcomplexPdePnovoPmutationsPwithPmultiplePreferencePsequencesfPGenomej
ResearchdP2020dPkhdPiimleiinq 9.7 5

104 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdataP2020dPipdPekhhhmpn

103 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdataP2020dPipdPekhhhmpn

102 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdataP2020dPipdPekhhhmpn

101 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdataP2020dPipdPekhhhmpn

100 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdataP2020dPipdPekhhhmpn

99 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdataP2020dPipdPekhhhmpn

98 yccountingPforPlongerangePcorrelationsPinPgenomeewidePsimulationsPofPlargePcohortsP2020dPindPeihhpniq
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97 yccountingPforPlongerangePcorrelationsPinPgenomeewidePsimulationsPofPlargePcohortsP2020dPindPeihhpniq

96 yccountingPforPlongerangePcorrelationsPinPgenomeewidePsimulationsPofPlargePcohortsP2020dPindPeihhpniq

95 yccountingPforPlongerangePcorrelationsPinPgenomeewidePsimulationsPofPlargePcohortsP2020dPindPeihhpniq

94 yccountingPforPlongerangePcorrelationsPinPgenomeewidePsimulationsPofPlargePcohortsP2020dPindPeihhpniq

93 yccountingPforPlongerangePcorrelationsPinPgenomeewidePsimulationsPofPlargePcohortsP2020dPindPeihhpniq

92 InferringPwholeegenomePhistoriesPinPlargePpopulationPdatasetsfPNaturejGeneticsdP2019dPmidPikkheikkp 36.3 80

91 GenomicPynalysisPofPPlasmodiumPvivaxPinPSouthernPEthiopiaPRevealsPSelectivePPressuresPinPMultipleP
ParasitePMechanismsfPJournaljofjInfectiousjDiseasesdP2019dPjjhdPiokpeiolq 7 25

90 zayesianPmetaeanalysisPacrossPgenomeewidePassociationPstudiesPofPdiversePphenotypesfPGeneticj
EpidemiologydP2019dPlkdPmkjemlo 2.6 13

89 HLybLyeHLyPtypingPfromPlinearlyPprojectedPgraphPalignmentsfPBioinformaticsdP2019dPkmdPlkqlelkqn 7.2 42

88 MappingPthePdriversPofPwithinehostPpathogenPevolutionPusingPmassivePdataPsetsfPNaturej
CommunicationsdP2019dPihdPkhio 17.4 4

87 ThePoriginsPandPrelatednessPstructurePofPmixedPinfectionsPvaryPwithPlocalPprevalencePofPmalariafP
ELifedP2019dPpdP 8.9 25

86 UltrafastPsearchPofPallPdepositedPbacterialPandPviralPgenomicPdatafPNaturejBiotechnologydP2019dPkodPimjeimq44.5 70

85 LoweziasPRNyPSequencingPofPthePHIVejPGenomePfromPzloodPPlasmafPJournaljofjVirologydP2019dPqkdP 6.6 4

84 GraphicalPModelPSelectionPforPGaussianP~onditionalPRandomPFieldsPinPthePPresencePofPLatentP
VariablesfPJournaljofjthejAmericanjStatisticaljAssociationdP2019dPiildPojkeokl 2.8 5

83 IntegratingPlongerangePconnectivityPinformationPintoPdePzruijnPgraphsfPBioinformaticsdP2018dPkldPjmmnejmnm7.2 36

82 DeconvolutionPofPmultiplePinfectionsPinPPlasmodiumPfalciparumPfromPhighPthroughputPsequencingP
datafPBioinformaticsdP2018dPkldPqeim 7.2 39

81 ThePUKPziobankPresourcePwithPdeepPphenotypingPandPgenomicPdatafPNaturedP2018dPmnjdPjhkejhq 50.4 2108

80 SelfishPmutationsPdysregulatingPRySeMyPKPsignalingParePpervasivePinPagedPhumanPtestesfPGenomej
ResearchdP2018dPjpdPiooqeioqh 9.7 36

(2018-2020)
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79 GenomeetoegenomePanalysisPhighlightsPthePeffectPofPthePhumanPinnatePandPadaptivePimmuneP
systemsPonPthePhepatitisP~PvirusfPNaturejGeneticsdP2017dPlqdPnnnenok 36.3 81

78 yPLoweFrequencyPInactivatingPVariantPEnrichedPinPthePFinnishPPopulationPIsPyssociatedPWithPFastingP
InsulinPLevelsPandPTypePjPDiabetesPRiskfPDiabetesdP2017dPnndPjhiqejhkj 0.9 29

77 yPreferencePdataPsetPofPmflPmillionPphasedPhumanPvariantsPvalidatedPbyPgeneticPinheritancePfromP
sequencingPaPthreeegenerationPioememberPpedigreefPGenomejResearchdP2017dPjodPimoeinl 9.7 223

76 yPpointPmutationPinPthePionPconductionPporePofPyMPyPreceptorPGRIykPcausesPdramaticallyP
perturbedPsleepPpatternsPasPwellPasPintellectualPdisabilityfPHumanjMolecularjGeneticsdP2017dPjndPkpnqekppj5.6 24

75 ~haracterisationPofPthePchangingPgenomicPlandscapePofPmetastaticPmelanomaPusingPcellPfreePDNyfP
NpjjGenomicjMedicinedP2017dPjdPjm 6.2 5

74 zayesianPanalysisPofPgeneticPassociationPacrossPtreeestructuredProutinePhealthcarePdataPinPthePUKP
ziobankfPNaturejGeneticsdP2017dPlqdPikiieikip 36.3 38

73 StructuralPandPregulatoryPdiversityPshapePHLye~PproteinPexpressionPlevelsfPNaturejCommunicationsdP
2017dPpdPimqjl 17.4 62

72 SequencePdataPandPassociationPstatisticsPfromPijdqlhPtypePjPdiabetesPcasesPandPcontrolsfPScientificj
DatadP2017dPldPiohioq 8.2 22

71 WholeegenomePsequencingPofPspermatocyticPtumorsPprovidesPinsightsPintoPthePmutationalP
processesPoperatingPinPthePmalePgermlinefPPLoSjONEdP2017dPijdPehiopinq 3.7 24

70 IndelsdPstructuralPvariationdPandPrecombinationPdrivePgenomicPdiversityPinPPlasmodiumPfalciparumfP
GenomejResearchdP2016dPjndPijppeqq 9.7 100

69 PremalignantPSOXjPoverexpressionPinPthePfallopianPtubesPofPovarianPcancerPpatientsrPDiscoveryPandP
validationPstudiesfPEBioMedicinedP2016dPihdPikoelq 8.8 29

68 IdentifyingPlineagePeffectsPwhenPcontrollingPforPpopulationPstructurePimprovesPpowerPinPbacterialP
associationPstudiesfPNaturejMicrobiologydP2016dPidPinhli 26.6 143

67 NeuroinflammationPePusingPbigPdataPtoPinformPclinicalPpracticefPNaturejReviewsjNeurologydP2016dPijdPnpmenqp15 20

66 ResolvingPTYKjPlocusPgenotypeetoephenotypePdifferencesPinPautoimmunityfPSciencejTranslationalj
MedicinedP2016dPpdPknkrailq 17.5 118

65 TrinculorPzayesianPandPfrequentistPmultinomialPlogisticPregressionPforPgenomeewidePassociationP
studiesPofPmultiecategoryPphenotypesfPBioinformaticsdP2016dPkjdPipqpeqhh 7.2 18

64 EfficientP~oalescentPSimulationPandPGenealogicalPynalysisPforPLargePSamplePSizesfPPLoSj
ComputationaljBiologydP2016dPijdPeihhlplj 5 287

63 HigheyccuracyPHLyPTypePInferencePfromPWholeeGenomePSequencingPDataPUsingPPopulationP
ReferencePGraphsfPPLoSjComputationaljBiologydP2016dPijdPeihhmimi 5 60

62 RecombinationPRatePHeterogeneityPwithinPyrabidopsisPDiseasePResistancePGenesfPPLoSjGeneticsdP
2016dPijdPeihhnioq 6 69
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61 ThePgeneticParchitecturePofPtypePjPdiabetesfPNaturedP2016dPmkndPlielo 50.4 704

60 GeneticParchitecturePofPartemisinineresistantPPlasmodiumPfalciparumfPNaturejGeneticsdP2015dPlodPjjnekl 36.3 382

59 ThePpowerPofPgeneebasedPrarePvariantPmethodsPtoPdetectPdiseaseeassociatedPvariationPandPtestP
hypothesesPaboutPcomplexPdiseasefPPLoSjGeneticsdP2015dPiidPeihhminm 6 98

58 ImprovedPgenomePinferencePinPthePMH~PusingPaPpopulationPreferencePgraphfPNaturejGeneticsdP2015dP
lodPnpjep 36.3 144

57 FactorsPinfluencingPsuccessPofPclinicalPgenomePsequencingPacrossPaPbroadPspectrumPofPdisordersfP
NaturejGeneticsdP2015dPlodPoioeojn 36.3 244

56 ImputationPofPKIRPTypesPfromPSNPPVariationPDatafPAmericanjJournaljofjHumanjGeneticsdP2015dPqodPmqkenho11 44

55 ~lassPIIPHLyPinteractionsPmodulatePgeneticPriskPforPmultiplePsclerosisfPNaturejGeneticsdP2015dPlodPiihoeiiik36.3 215

54 StablePrecombinationPhotspotsPinPbirdsfPSciencedP2015dPkmhdPqjpekj 33.3 187

53 WherePNextPforPGeneticsPandPGenomicswfPPLoSjBiologydP2015dPikdPeihhjjin 9.7 8

52 RapidPantibioticeresistancePpredictionsPfromPgenomePsequencePdataPforPStaphylococcusPaureusPandP
MycobacteriumPtuberculosisfPNaturejCommunicationsdP2015dPndPihhnk 17.4 348

51 ~linicalPwholeegenomePsequencingPinPseverePearlyeonsetPepilepsyPrevealsPnewPgenesPandPimprovesP
molecularPdiagnosisfPHumanjMolecularjGeneticsdP2014dPjkdPkjhheii 5.6 179

50 IntegratingPmappingedPassemblyePandPhaplotypeebasedPapproachesPforPcallingPvariantsPinPclinicalP
sequencingPapplicationsfPNaturejGeneticsdP2014dPlndPqijeqip 36.3 671

49 NonhumanPgeneticsfPStrongPmalePbiasPdrivesPgermlinePmutationPinPchimpanzeesfPSciencedP2014dPklldPijojem33.3 103

48 DemographyPandPthePagePofPrarePvariantsfPPLoSjGeneticsdP2014dPihdPeihhlmjp 6 64

47 GeneticPcharacterizationPofPGreekPpopulationPisolatesPrevealsPstrongPgeneticPdriftPatPmissensePandP
traiteassociatedPvariantsfPNaturejCommunicationsdP2014dPmdPmklm 17.4 46

46 HypervariablePantigenPgenesPinPmalariaPhavePancientProotsfPBMCjEvolutionaryjBiologydP2013dPikdPiih 3 34

45 ynalysisPofPimmuneerelatedPlociPidentifiesPlpPnewPsusceptibilityPvariantsPforPmultiplePsclerosisfP
NaturejGeneticsdP2013dPlmdPikmkenh 36.3 934

44 MultiplePpopulationsPofPartemisinineresistantPPlasmodiumPfalciparumPinP~ambodiafPNaturejGeneticsdP
2013dPlmdPnlpemm 36.3 350

(2013-2016)
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43 yPrarePfunctionalPcardioprotectivePyPO~kPvariantPhasPrisenPinPfrequencyPinPdistinctPpopulationP
isolatesfPNaturejCommunicationsdP2013dPldPjpoj 17.4 70

42 MultiepopulationPclassicalPHLyPtypePimputationfPPLoSjComputationaljBiologydP2013dPqdPeihhjpoo 5 129

41 IntegratingPgenealogicalPandPdynamicalPmodellingPtoPinferPescapePandPreversionPratesPinPHIVP
epitopesfPProceedingsjofjthejRoyaljSocietyjB:jBiologicaljSciencesdP2013dPjphdPjhikhnqn 4.4 10

40
~ontributionsPofPintrinsicPmutationPratePandPselfishPselectionPtoPlevelsPofPdePnovoPHRySPmutationsP
inPthePpaternalPgermlinefPProceedingsjofjthejNationaljAcademyjofjSciencesjofjthejUnitedjStatesjofj
AmericadP2013dPiihdPjhimjeo

11.5 51

39 HighethroughputPmicrobialPpopulationPgenomicsPusingPtheP~ortexPvariationPassemblerfP
BioinformaticsdP2013dPjqdPjomen 7.2 32

38 yPfineescalePchimpanzeePgeneticPmapPfromPpopulationPsequencingfPSciencedP2012dPkkndPiqkep 33.3 218

37 TNFPreceptorPiPgeneticPriskPmirrorsPoutcomePofPantieTNFPtherapyPinPmultiplePsclerosisfPNaturedP2012dP
lppdPmhpemii 50.4 269

36 EstimatingPrecombinationPratesPfromPgeneticPvariationPinPhumansfPMethodsjinjMolecularjBiologydP
2012dPpmndPjioeko 1.4 17

35 DePnovoPassemblyPandPgenotypingPofPvariantsPusingPcoloredPdePzruijnPgraphsfPNaturejGeneticsdP2012
dPlldPjjnekj 36.3 433

34 MultiplePHodgkinPlymphomaeassociatedPlociPwithinPthePHLyPregionPatPchromosomePnpjifkfPBlooddP
2011dPiipdPnohel 2.2 31

33 InteractionPbetweenPERyPiPandPHLyezjoPinPankylosingPspondylitisPimplicatesPpeptidePhandlingPinP
thePmechanismPforPHLyezjoPinPdiseasePsusceptibilityfPNaturejGeneticsdP2011dPlkdPonieo 36.3 646

32 GeneticPriskPandPaPprimaryProlePforPcellemediatedPimmunePmechanismsPinPmultiplePsclerosisfPNaturedP
2011dPlondPjileq 50.4 1948

31 ThePvariantPcallPformatPandPV~FtoolsfPBioinformaticsdP2011dPjodPjimnep 7.2 6200

30 HLybIMPeeanPintegratedPframeworkPforPimputingPclassicalPHLyPallelesPfromPSNPPgenotypesfP
BioinformaticsdP2011dPjodPqnpeoj 7.2 134

29 yPgenomeewidePassociationPstudyPidentifiesPnewPpsoriasisPsusceptibilityPlociPandPanPinteractionP
betweenPHLye~PandPERyPifPNaturejGeneticsdP2010dPljdPqpmeqh 36.3 773

28 WhatPdrivesPrecombinationPhotspotsPtoPrepeatPDNyPinPhumanswfPPhilosophicaljTransactionsjofjthej
RoyaljSocietyjB:jBiologicaljSciencesdP2010dPknmdPijikep 5.8 46

27 DrivePagainstPhotspotPmotifsPinPprimatesPimplicatesPthePPRDMqPgenePinPmeioticPrecombinationfP
SciencedP2010dPkjodPponeq 33.3 465

26 yPgenealogicalPinterpretationPofPprincipalPcomponentsPanalysisfPPLoSjGeneticsdP2009dPmdPeihhhnpn 6 317
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25 yPstatisticalPmethodPforPpredictingPclassicalPHLyPallelesPfromPSNPPdatafPAmericanjJournaljofjHumanj
GeneticsdP2008dPpjdPlpemn 11 145

24 GenomeewidePdetectionPandPcharacterizationPofPpositivePselectionPinPhumanPpopulationsfPNaturedP
2007dPllqdPqikep 50.4 1367

23 yPsecondPgenerationPhumanPhaplotypePmapPofPoverPkfiPmillionPSNPsfPNaturedP2007dPllqdPpmieni 50.4 3647

22 ThePstructurePofPlinkagePdisequilibriumParoundPaPselectivePsweepfPGeneticsdP2007dPiomdPikqmelhn 4 109

21 EstimatingPdiversifyingPselectionPandPfunctionalPconstraintPinPthePpresencePofPrecombinationfP
GeneticsdP2006dPiojdPiliiejm 4 210

20 yPhigheresolutionPHLyPandPSNPPhaplotypePmapPforPdiseasePassociationPstudiesPinPthePextendedP
humanPMH~fPNaturejGeneticsdP2006dPkpdPiinneoj 36.3 618

19 PerspectivesPonPhumanPgeneticPvariationPfromPthePHapMapPProjectfPPLoSjGeneticsdP2005dPidPeml 6 77

18 yPcoalescentebasedPmethodPforPdetectingPandPestimatingPrecombinationPfromPgenePsequencesfP
GeneticsdP2002dPinhdPijkieli 4 530

17 ThePimpactPofPagePonPgeneticPriskPforPcommonPdiseases 1

16 GenomePvariationPandPmeioticPrecombinationPinPPlasmodiumPfalciparumrPinsightsPfromPdeepP
sequencingPofPgeneticPcrosses 4

15 yPreferencePdatasetPofPmflPmillionPphasedPhumanPvariantsPvalidatedPbyPgeneticPinheritancePfromP
sequencingPaPthreeegenerationPioememberPpedigree 12

14 PracticalPUsePofPMethodsPforPImputationPofPHLyPyllelesPfromPSNPPGenotypePData 15

13 zayesianPanalysisPofPgeneticPassociationPacrossPtreeestructuredProutinePhealthcarePdataPinPthePUKPziobank 3

12 GenomeewidePgeneticPdataPonP~mhhdhhhPUKPziobankPparticipants 320

11 IdentificationPofPhostepathogenediseasePrelationshipsPusingPaPscalablePMultiplexPSerologyPplatformP
inPUKPziobank 11

10 RealetimePsearchPofPallPbacterialPandPviralPgenomicPdata 13

9 SystematicPclassificationPofPsharedPcomponentsPofPgeneticPriskPforPcommonPhumanPdiseases 1

8 ThePoriginsPandPrelatednessPstructurePofPmixedPinfectionsPvaryPwithPlocalPprevalencePofPPfP
falciparumPmalaria 3

(-2008)

7



7 DatingPgenomicPvariantsPandPsharedPancestryPinPpopulationescalePsequencingPdata 7

6 InferringPthePancestryPofPeveryone 6

5 MappingPthePdriversPofPwithinehostPpathogenPevolutionPusingPmassivePdataPsets 1

4 IntegratingPlongerangePconnectivityPinformationPintoPdePzruijnPgraphs 3

3 ParentalefetalPinterplayPofPimmunePgenesPleadsPtoPintrauterinePgrowthPrestriction 1

2 yPunifiedPgenealogyPofPmodernPandPancientPgenomes 4

1 HighPtraitPvariabilityPinPoptimalPpolygenicPpredictionPstrategyPwithinPmultipleeancestryPcohorts 4
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