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k Paper IF Citations

78 SinglehcellRAtlasRofRcommonRvariableRimmunodeficiencyRshowsRgerminalRcenterhassociatedR
epigeneticRdysregulationRinRBhcellRresponsesiiRNatureoCommunicationsgR2022gRlngRlrrt 17.4 2

77 DNARmethylationRinRperipheralRtissuesRandRlefthhandednessiiRScientificoReportsgR2022gRlmgRpqkq 4.9 0

76 IdentificationRofRrareRandRcommonRregulatoryRvariantsRinRpluripotentRcellsRusingRpopulationhscaleR
transcriptomicsiRNatureoGeneticsgR2021gRpngRnlnhnml 36.3 16

75 PopulationhscaleRsinglehcellRRNAhseqRprofilingRacrossRdopaminergicRneuronRdifferentiationiRNatureo
GeneticsgR2021gRpngRnkohnlm 36.3 37

74 HaplotypehresolvedRdiverseRhumanRgenomesRandRintegratedRanalysisRofRstructuralRvariationiRScience
gR2021gRnrmgR 33.3 100

73 OptimizingRexpressionRquantitativeRtraitRlocusRmappingRworkflowsRforRsinglehcellRstudiesiRGenomeo
BiologygR2021gRmmgRlss 18.3 7

72 DNARmethylationRsignaturesRofRaggressionRandRcloselyRrelatedRconstructsuRARmetahanalysisRofR
epigenomehwideRstudiesRacrossRtheRlifespaniRMolecularoPsychiatrygR2021gRmqgRmloshmlqm 15.1 7

71 LargehscaleRassociationRanalysesRidentifyRhostRfactorsRinfluencingRhumanRgutRmicrobiomeR
compositioniRNatureoGeneticsgR2021gRpngRlpqhlqp 36.3 80

70 LargehscaleRcishRandRtransheQTLRanalysesRidentifyRthousandsRofRgeneticRlociRandRpolygenicRscoresR
thatRregulateRbloodRgeneRexpressioniRNatureoGeneticsgR2021gRpngRlnkkhlnlk 36.3 60

69 DiscoveryRandRqualityRanalysisRofRaRcomprehensiveRsetRofRstructuralRvariantsRandRshortRtandemR
repeatsiRNatureoCommunicationsgR2020gRllgRmtms 17.4 11

68 PropertiesRofRstructuralRvariantsRandRshortRtandemRrepeatsRassociatedRwithRgeneRexpressionRandR
complexRtraitsiRNatureoCommunicationsgR2020gRllgRmtmr 17.4 22

67 CardelinouRcomputationalRintegrationRofRsomaticRclonalRsubstructureRandRsinglehcellRtranscriptomesiR
NatureoMethodsgR2020gRlrgRolohoml 21.6 17

66 SinglehcellRRNAhsequencingRofRdifferentiatingRiPSRcellsRrevealsRdynamicRgeneticReffectsRonRgeneR
expressioniRNatureoCommunicationsgR2020gRllgRslk 17.4 76

65 TheRsinglehcellReQTLGenRconsortiumiRELifegR2020gRtgR 8.9 68

64 PopulationhscaleRproteomeRvariationRinRhumanRinducedRpluripotentRstemRcellsiRELifegR2020gRtgR 8.9 16

63 GenomehwideRidentificationRofRgenesRregulatingRDNARmethylationRusingRgeneticRanchorsRforRcausalR
inferenceiRGenomeoBiologygR2020gRmlgRmmk 18.3 10

62 AgeingRaffectsRDNARmethylationRdriftRandRtranscriptionalRcellhtohcellRvariabilityRinRmouseRmuscleR
stemRcellsiRNatureoCommunicationsgR2019gRlkgRonql 17.4 76

Marc Jan Bonder

2



61 GutRMicrobialRAssociationsRtoRPlasmaRMetabolitesRLinkedRtoRCardiovascularRPhenotypesRandRRiskiR
CirculationoResearchgR2019gRlmogRlskshlsmk 15.7 77

60 CombinedRsinglehcellRprofilingRofRexpressionRandRDNARmethylationRrevealsRsplicingRregulationRandR
heterogeneityiRGenomeoBiologygR2019gRmkgRnk 18.3 36

59 ScreeningRforRgenesRthatRaccelerateRtheRepigeneticRagingRclockRinRhumansRrevealsRaRroleRforRtheR
HnKnqRmethyltransferaseRNSDliRGenomeoBiologygR2019gRmkgRloq 18.3 36

58 EpigenomehwideRAssociationRStudyRofRAttentionhDeficitjHyperactivityRDisorderRSymptomsRinR
AdultsiRBiologicaloPsychiatrygR2019gRsqgRptthqkr 7.9 24

57 ARlinearRmixedhmodelRapproachRtoRstudyRmultivariateRgenehenvironmentRinteractionsiRNatureo
GeneticsgR2019gRplgRlskhlsq 36.3 63

56 AnalysisRofRllnpRgutRmetagenomesRidentifiesRsexhspecificRresistomeRprofilesiRGutoMicrobesgR2019gR
lkgRnpshnqq 8.8 65

55 DNARmethylationRinRchildhoodRasthmauRanRepigenomehwideRmetahanalysisiRLancetoRespiratoryo
Medicine,thegR2018gRqgRnrthnss 35.1 119

54 DNARmethylationRsignaturesRofReducationalRattainmentiRNpjoScienceoofoLearninggR2018gRngRr 6 14

53 InterplayRofRhostRgeneticsRandRgutRmicrobiotaRunderlyingRtheRonsetRandRclinicalRpresentationRofR
inflammatoryRbowelRdiseaseiRGutgR2018gRqrgRlkshllt 19.2 368

52 MetahanalysisRofRhumanRgenomehmicrobiomeRassociationRstudiesuRtheRMiBioGenRconsortiumR
initiativeiRMicrobiomegR2018gRqgRlkl 16.6 53

51 DetectionRofRstableRcommunityRstructuresRwithinRgutRmicrobiotaRcohoccurrenceRnetworksRfromR
differentRhumanRpopulationsiRPeerJgR2018gRqgReonkn 3.1 28

50
DNARmethylationRmarkersRassociatedRwithRtypeRmRdiabetesgRfastingRglucoseRandRHbARlevelsuRaR
systematicRreviewRandRreplicationRinRaRcasehcontrolRsampleRofRtheRLifelinesRstudyiRDiabetologiagR2018
gRqlgRnpohnqs

10.3 64

49 GutRmicrobiotaRcompositionRandRfunctionalRchangesRinRinflammatoryRbowelRdiseaseRandRirritableR
bowelRsyndromeiRScienceoTranslationaloMedicinegR2018gRlkgR 17.5 159

48 IndividualRvariationsRinRcardiovascularhdiseasehrelatedRproteinRlevelsRareRdrivenRbyRgeneticsRandRgutR
microbiomeiRNatureoGeneticsgR2018gRpkgRlpmohlpnm 36.3 54

47 ARlocusRatRrploinRpredisposesRtoRrefractoryRceliacRdiseaseRprogressionRfromRceliacRdiseaseiREuropeano
JournaloofoGastroenterologyoandoHepatologygR2018gRnkgRsmshsnr 2.2 16

46 TheRinfluenceRofRprotonRpumpRinhibitorsRandRotherRcommonlyRusedRmedicationRonRtheRgutR
microbiotaiRGutoMicrobesgR2017gRsgRnplhnps 8.8 87

45 ARGWASRmetahanalysisRsuggestsRrolesRforRxenobioticRmetabolismRandRionRchannelRactivityRinRtheR
biologyRofRstoolRfrequencyiRGutgR2017gRqqgRrpqhrps 19.2 12

44 MultihtissueRDNARmethylationRageRpredictorRinRmouseiRGenomeoBiologygR2017gRlsgRqs 18.3 220

(2017-2019)
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43 DiseaseRvariantsRalterRtranscriptionRfactorRlevelsRandRmethylationRofRtheirRbindingRsitesiRNatureo
GeneticsgR2017gRotgRlnlhlns 36.3 252

42 IdentificationRofRcontexthdependentRexpressionRquantitativeRtraitRlociRinRwholeRbloodiRNatureo
GeneticsgR2017gRotgRlnthlop 36.3 240

41 EpigenomehwideRassociationRstudyRofRbodyRmassRindexgRandRtheRadverseRoutcomesRofRadiposityiR
NaturegR2017gRpolgRslhsq 50.4 511

40 DNARMethylationRAnalysisRIdentifiesRLociRforRBloodRPressureRRegulationiRAmericanoJournaloofoHumano
GeneticsgR2017gRlklgRssshtkm 11 83

39 AnRepigenomehwideRassociationRstudyRmetahanalysisRofReducationalRattainmentiRMolecularo
PsychiatrygR2017gRmmgRlqskhlqtk 15.1 46

38 TheRemergingRlandscapeRofRdynamicRDNARmethylationRinRearlyRchildhoodiRBMCoGenomicsgR2017gRlsgRmp 4.5 32

37 GeneticallyRdefinedRelevatedRhomocysteineRlevelsRdoRnotRresultRinRwidespreadRchangesRofRDNAR
methylationRinRleukocytesiRPLoSoONEgR2017gRlmgReklsmorm 3.7 8

36 EvidenceRforRmitochondrialRgeneticRcontrolRofRautosomalRgeneRexpressioniRHumanoMolecularo
GeneticsgR2016gRmpgRpnnmhpnns 5.6 4

35 GenomehwideRanalysisRidentifiesRlmRlociRinfluencingRhumanRreproductiveRbehavioriRNatureoGeneticsgR
2016gRosgRloqmhlorm 36.3 198

34 LinkingRtheRHumanRGutRMicrobiomeRtoRInflammatoryRCytokineRProductionRCapacityiRCellgR2016gRlqrgRllmphllnqies56.2 457

33 TheRinfluenceRofRaRshorthtermRglutenhfreeRdietRonRtheRhumanRgutRmicrobiomeiRGenomeoMedicinegR
2016gRsgRop 14.4 135

32 ProtonRpumpRinhibitorsRaffectRtheRgutRmicrobiomeiRGutgR2016gRqpgRrokhs 19.2 575

31 TobaccoRsmokingRisRassociatedRwithRDNARmethylationRofRdiabetesRsusceptibilityRgenesiRDiabetologia
gR2016gRptgRttshlkkq 10.3 33

30 RefinedRmappingRofRautoimmuneRdiseaseRassociatedRgeneticRvariantsRwithRgeneRexpressionR
suggestsRanRimportantRroleRforRnonhcodingRRNAsiRJournaloofoAutoimmunitygR2016gRqsgRqmhro 15.5 44

29 GutRmicrobiotaRcompositionRassociatedRwithRstoolRconsistencyiRGutgR2016gRqpgRpokhm 19.2 72

28 PopulationhbasedRmetagenomicsRanalysisRrevealsRmarkersRforRgutRmicrobiomeRcompositionRandR
diversityiRSciencegR2016gRnpmgRpqpht 33.3 929

27 PopulationhlevelRanalysisRofRgutRmicrobiomeRvariationiRSciencegR2016gRnpmgRpqkho 33.3 1120

26 AgehrelatedRaccrualRofRmethylomicRvariabilityRisRlinkedRtoRfundamentalRageingRmechanismsiRGenomeo
BiologygR2016gRlrgRltl 18.3 80
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25 TheReffectRofRhostRgeneticsRonRtheRgutRmicrobiomeiRNatureoGeneticsgR2016gRosgRlokrhlolm 36.3 434

24 BloodRlipidsRinfluenceRDNARmethylationRinRcirculatingRcellsiRGenomeoBiologygR2016gRlrgRlns 18.3 118

23 ImprovingRPhenotypicRPredictionRbyRCombiningRGeneticRandREpigeneticRAssociationsiRAmericano
JournaloofoHumanoGeneticsgR2015gRtrgRrphsp 11 85

22 TranshancestryRgenomehwideRassociationRstudyRidentifiesRlmRgeneticRlociRinfluencingRbloodRpressureR
andRimplicatesRaRroleRforRDNARmethylationiRNatureoGeneticsgR2015gRorgRlmsmhlmtn 36.3 223

21 TheRGutRMicrobiomeRContributesRtoRaRSubstantialRProportionRofRtheRVariationRinRBloodRLipidsiR
CirculationoResearchgR2015gRllrgRslrhmo 15.7 368

20 CallingRgenotypesRfromRpublicRRNAhsequencingRdataRenablesRidentificationRofRgeneticRvariantsRthatR
affectRgenehexpressionRlevelsiRGenomeoMedicinegR2015gRrgRnk 14.4 45

19 GeneticRandRepigeneticRregulationRofRgeneRexpressionRinRfetalRandRadultRhumanRliversiRBMCo
GenomicsgR2014gRlpgRsqk 4.5 90

18 GenotypeRharmonizeruRautomaticRstrandRalignmentRandRformatRconversionRforRgenotypeRdataR
integrationiRBMCoResearchoNotesgR2014gRrgRtkl 2.3 74

17 BreastRcancerRsubtypeRspecificRclassifiersRofRresponseRtoRneoadjuvantRchemotherapyRdoRnotR
outperformRclassifiersRtrainedRonRallRsubtypesiRPLoSoONEgR2014gRtgRessppl 3.7 5

16 ComparingRclusteringRandRprehprocessingRinRtaxonomyRanalysisiRBioinformaticsgR2012gRmsgRmstlhr 7.2 65

15 TransheQTLsRrevealRthatRindependentRgeneticRvariantsRassociatedRwithRaRcomplexRphenotypeR
convergeRonRintermediateRgenesgRwithRaRmajorRroleRforRtheRHLAiRPLoSoGeneticsgR2011gRrgRelkkmltr 6 261

14 DiscoveryRandRQualityRAnalysisRofRaRComprehensiveRSetRofRStructuralRVariantsRandRShortRTandemRRepeats 2

13 GenomicRpropertiesRofRstructuralRvariantsRandRshortRtandemRrepeatsRthatRimpactRgeneRexpressionR
andRcomplexRtraitsRinRhumans 3

12 DiseaseRvariantsRalterRtranscriptionRfactorRlevelsRandRmethylationRofRtheirRbindingRsites 6

11 HypothesishfreeRidentificationRofRmodulatorsRofRgeneticRriskRfactors 7

10 PopulationhscaleRsinglehcellRRNAhseqRprofilingRacrossRdopaminergicRneuronRdifferentiation 9

9 LargehscaleRassociationRanalysesRidentifyRhostRfactorsRinfluencingRhumanRgutRmicrobiomeRcomposition 9

8 DeRnovoRassemblyRofRqoRhaplotypehresolvedRhumanRgenomesRofRdiverseRancestryRandRintegratedR
analysisRofRstructuralRvariation 3

(-2016)
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7 ARlinearRmixedRmodelRapproachRtoRstudyRmultivariateRgenehenvironmentRinteractions 8

6 CombinedRsinglehcellRprofilingRofRexpressionRandRDNARmethylationRrevealsRsplicingRregulationRandRheterogeneity1

5 CardelinouRIntegratingRwholeRexomesRandRsinglehcellRtranscriptomesRtoRrevealRphenotypicRimpactRofR
somaticRvariants 12

4 UnravelingRtheRpolygenicRarchitectureRofRcomplexRtraitsRusingRbloodReQTLRmetaanalysis 175

3 SinglehcellRRNAhsequencingRofRdifferentiatingRiPSRcellsRrevealsRdynamicRgeneticReffectsRonRgeneRexpression 12

2 SystematicRassessmentRofRregulatoryReffectsRofRhumanRdiseaseRvariantsRinRpluripotentRcells 9

1 OptimisingRexpressionRquantitativeRtraitRlocusRmappingRworkflowsRforRsinglehcellRstudies 3
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