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m Paper IF Citations

108 limmaLpowersLdifferentialLexpressionLanalysesLforLRNvbsequencingLandLmicroarrayLstudiescLNucleicf
AcidsfResearchaL2015aLihaLeil 20.1 13379

107 vLcomparisonLofLbackgroundLcorrectionLmethodsLforLtwobcolourLmicroarrayscLBioinformaticsaL2007aL
ghaLgleebl 7.2 741

106 vpoptoticLcaspasesLsuppressLmtyNvbinducedLSTIN’bmediatedLtypeLILI‘NLproductioncLCellaL2014aL
fjnaLfjinbkg 56.2 475

105 UsingLtheLRLPackageLcrlmmLforL’enotypingLandLxopyLNumberLzstimationcLJournalfoffStatisticalf
SoftwareaL2011aLieaLfbhg 7.3 445

104 OpportunitiesLandLchallengesLinLlongbreadLsequencingLdataLanalysiscLGenomefBiologyaL2020aLgfaLhe 18.3 431

103 beadarrayoLRLclassesLandLmethodsLforLIlluminaLbeadbbasedLdatacLBioinformaticsaL2007aLghaLgfmhbi 7.2 398

102 RNvbseqLanalysisLisLeasyLasLfbgbhLwithLlimmaaL’limmaLandLedgeRcLF1yyyResearchaL2016aLjaLfiem 3.6 250

101 WhyLweighttLModellingLsampleLandLobservationalLlevelLvariabilityLimprovesLpowerLinLRNvbseqL
analysescLNucleicfAcidsfResearchaL2015aLihaLenl 20.1 227

100 zmpiricalLarrayLqualityLweightsLinLtheLanalysisLofLmicroarrayLdatacLBMCfBioinformaticsaL2006aLlaLgkf 3.6 222

99 RNvbseqLanalysisLisLeasyLasLfbgbhLwithLlimmaaL’limmaLandLedgeRcLF1yyyResearchaL2016aLjaLfiem 3.6 213

98 TargetingLwxLbgLwithLtheLwHhLmimeticLvwTbfnnLinLestrogenLreceptorbpositiveLbreastLcancercLCancerf
CellaL2013aLgiaLfgebn 24.3 211

97 vLrebannotationLpipelineLforLIlluminaLweadvrraysoLimprovingLtheLinterpretationLofLgeneLexpressionL
datacLNucleicfAcidsfResearchaL2010aLhmaLefl 20.1 185

96 SensitizationLofLwxLbgbexpressingLbreastLtumorsLtoLchemotherapyLbyLtheLwHhLmimeticLvwTblhlcL
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaaL2012aLfenaLglkkblf 11.5 156

95 wenchmarkingLsingleLcellLRNvbsequencingLanalysisLpipelinesLusingLmixtureLcontrolLexperimentscL
NaturefMethodsaL2019aLfkaLilnbiml 21.6 135

94 MicroarrayLbackgroundLcorrectionoLmaximumLlikelihoodLestimationLforLtheLnormalbexponentialL
convolutioncLBiostatisticsaL2009aLfeaLhjgbkh 3.7 120

93 SynergyLbetweenLtheLKzvPfdNR‘gLandLPIhKLPathwaysLyrivesLNonbSmallbxellLLungLxancerLwithLanL
vlteredLImmuneLMicroenvironmentcLCellfMetabolismaL2018aLglaLnhjbnihcei 24.6 106

92 OpposingLrolesLofLpolycombLrepressiveLcomplexesLinLhematopoieticLstemLandLprogenitorLcellscL
BloodaL2010aLffkaLlhfbn 2.2 104
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91 ’lobalLchangesLinLtheLmammaryLepigenomeLareLinducedLbyLhormonalLcuesLandLcoordinatedLbyL
zzhgcLCellfReportsaL2013aLhaLiffbgk 10.6 96

90 MultidisciplinaryLdiabetesLcareLwithLandLwithoutLbariatricLsurgeryLinLoverweightLpeopleoLaL
randomisedLcontrolledLtrialcLLancetfDiabetesfandfEndocrinologyttheaL2014aLgaLjijbjg 18.1 94

89 IntegrativeLanalysisLofLRUNXfLdownstreamLpathwaysLandLtargetLgenescLBMCfGenomicsaL2008aLnaLhkh 4.5 93

88 yecipheringLtheLInnateLLymphoidLxellLTranscriptionalLProgramcLCellfReportsaL2016aLflaLihkbiil 10.6 89

87 StatisticalLissuesLinLtheLanalysisLofLIlluminaLdatacLBMCfBioinformaticsaL2008aLnaLmj 3.6 82

86 HighbresolutionLtranscriptionLatlasLofLtheLmitoticLcellLcycleLinLbuddingLyeastcLGenomefBiologyaL2010aL
ffaLRgi 18.3 81

85 RNvbseqLanalysisLisLeasyLasLfbgbhLwithLlimmaaL’limmaLandLedgeRcLF1yyyResearchaL2016aLjaLfiem 3.6 81

84 TheLneuropeptideLVIPLconfersLanticipatoryLmucosalLimmunityLbyLregulatingLILxhLactivitycLNaturef
ImmunologyaL2020aLgfaLfkmbfll 19.1 74

83 IdentificationLofLquiescentLandLspatiallyLrestrictedLmammaryLstemLcellsLthatLareLhormoneL
responsivecLNaturefCellfBiologyaL2017aLfnaLfkibflk 23.4 72

82 ’limmaoLinteractiveLgraphicsLforLgeneLexpressionLanalysiscLBioinformaticsaL2017aLhhaLgejebgejg 7.2 65

81 xombiningLmultipleLtoolsLoutperformsLindividualLmethodsLinLgeneLsetLenrichmentLanalysescL
BioinformaticsaL2017aLhhaLifibigi 7.2 64

80 ’enomebwideLbindingLandLmechanisticLanalysesLofLSmchdfbmediatedLepigeneticLregulationcL
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaaL2015aLffgaLzhjhjbii 11.5 63

79 scPipeoLvLflexibleLRdwioconductorLpreprocessingLpipelineLforLsinglebcellLRNvbsequencingLdatacLPLoSf
ComputationalfBiologyaL2018aLfiaLefeekhkf 5 59

78 shRNvbseqLdataLanalysisLwithLedgeRcLF1yyyResearchaL2014aLhaLnj 3.6 58

77 UsingLlongbreadLsequencingLtoLdetectLimprintedLyNvLmethylationcLNucleicfAcidsfResearchaL2019aLilaLeik 20.1 55

76 HighbthroughputLanalysisLofLcandidateLimprintedLgenesLandLallelebspecificLgeneLexpressionLinLtheL
humanLtermLplacentacLBMCfGeneticsaL2010aLffaLgj 2.6 51

75 SmchdfLregulatesLlongbrangeLchromatinLinteractionsLonLtheLinactiveLXLchromosomeLandLatLHoxL
clusterscLNaturefStructuralfandfMolecularfBiologyaL2018aLgjaLlkkblll 17.6 47

74 illuminaiooLvnLopenLsourceLIyvTLparsingLtoolLforLIlluminaLmicroarrayscLF1yyyResearchaL2013aLgaLgki 3.6 47
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73 weadvrrayLexpressionLanalysisLusingLbioconductorcLPLoSfComputationalfBiologyaL2011aLlaLefeegglk 5 45

72 RdwioconductorLsoftwareLforLIlluminaTsLInfiniumLwholebgenomeLgenotypingLweadxhipscL
BioinformaticsaL2009aLgjaLgkgfbh 7.2 43

71 SetdbfbmediatedLHhKnLmethylationLisLenrichedLonLtheLinactiveLXLandLplaysLaLroleLinLitsLepigeneticL
silencingcLEpigeneticsfandfChromatinaL2016aLnaLfk 5.8 42

70 ‘unctionalLandLmetabolicLremodellingLinL’LUTibdeficientLheartsLconfersLhyperbresponsivenessLtoL
substrateLinterventioncLJournalfoffMolecularfandfCellularfCardiologyaL2008aLiiaLglebme 5.8 40

69 UsingLtheRPackagecrlmmforL’enotypingLandLxopyLNumberLzstimationcLJournalfoffStatisticalf
SoftwareaL2011aLieaL 7.3 40

68 RepressionLofLIgffLexpressionLbyLzzhgLpreventsLbasalLcellLdifferentiationLinLtheLdevelopingLlungcL
DevelopmentfoCambridgepaL2015aLfigaLfijmbkn 6.6 39

67 yistinctLinitiatingLeventsLunderpinLtheLimmuneLandLmetabolicLheterogeneityLofLKRvSbmutantLlungL
adenocarcinomacLNaturefCommunicationsaL2019aLfeaLifne 17.4 37

66 ’eneLnetworkLdisruptionsLandLneurogenesisLdefectsLinLtheLadultLTsfxjeLmouseLmodelLofLyownL
syndromecLPLoSfONEaL2010aLjaLeffjkf 3.7 34

65 xomparingLgenotypingLalgorithmsLforLIlluminaTsLInfiniumLwholebgenomeLSNPLweadxhipscLBMCf
BioinformaticsaL2011aLfgaLkm 3.6 33

64 InterconversionLbetweenLTumorigenicLandLyifferentiatedLStatesLinLvcuteLMyeloidLLeukemiacLCellf
StemfCellaL2019aLgjaLgjmbglgcen 18 32

63 ModifierLeffectsLbetweenLregulatoryLandLproteinbcodingLvariationcLPLoSfGeneticsaL2008aLiaLefeeegii 6 30

62 zasyLandLefficientLensembleLgeneLsetLtestingLwithLz’SzvcLF1yyyResearchaL2017aLkaLgefe 3.6 29

61 TranscriptionalLProfilingLofLIndividualLvirwayLProjectingLVagalLSensoryLNeuronscLMolecularf
NeurobiologyaL2020aLjlaLninbnkh 6.2 29

60 vLpooledLshRNvLscreenLforLregulatorsLofLprimaryLmammaryLstemLandLprogenitorLcellsLidentifiesL
rolesLforLvsapfLandLProxfcLBMCfCanceraL2015aLfjaLggf 4.8 25

59 HarnessingLNaturalLKillerLImmunityLinLMetastaticLSxLxcLJournalfoffThoracicfOncologyaL2020aLfjaLfjelbfjgf8.9 23

58 RNvbseqLmixologyoLdesigningLrealisticLcontrolLexperimentsLtoLcompareLprotocolsLandLanalysisL
methodscLNucleicfAcidsfResearchaL2017aLijaLehe 20.1 19

57 IlluminaLW’bkLweadxhipLstripsLshouldLbeLnormalizedLseparatelycLBMCfBioinformaticsaL2009aLfeaLhlg 3.6 19

56 xonsiderationsLforLtheLprocessingLandLanalysisLofL’olden’atebbasedLtwobcolourLIlluminaLplatformscL
StatisticalfMethodsfinfMedicalfResearchaL2009aLfmaLihlbjg 2.3 17
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55 xisplatinLIncreasesLSensitivityLtoL‘’‘RLInhibitionLinLPatientbyerivedLXenograftLModelsLofLLungL
SquamousLxellLxarcinomacLMolecularfCancerfTherapeuticsaL2017aLfkaLfkfebfkgg 6.1 16

54 LaparoscopicLadjustableLgastricLbandingLandLprogressionLfromLimpairedLfastingLglucoseLtoL
diabetescLDiabetologiaaL2014aLjlaLikhbm 10.3 16

53 xellwenchoLRdwioconductorLsoftwareLforLcomparingLsinglebcellLRNvbseqLanalysisLmethodscL
BioinformaticsaL2020aLhkaLggmmbggne 7.2 15

52 ThymospheresLvreL‘ormedLbyLMesenchymalLxellsLwithLtheLPotentialLtoL’enerateLvdipocytesaLbutL
NotLzpithelialLxellscLCellfReportsaL2017aLgfaLnhibnig 10.6 14

51 UniqueLpropertiesLofLaLsubsetLofLhumanLpluripotentLstemLcellsLwithLhighLcapacityLforLselfbrenewalcL
NaturefCommunicationsaL2020aLffaLgige 17.4 13

50 TargetingLtriplebnegativeLbreastLcancersLwithLtheLSmacbmimeticLbirinapantcLCellfDeathfandf
DifferentiationaL2020aLglaLglkmbglme 12.7 13

49 SpikebinLvalidationLofLanLIlluminabspecificLvariancebstabilizingLtransformationcLBMCfResearchfNotesaL
2008aLfaLfm 2.3 13

48 TheLzMTLmodulatorLSNvIfLcontributesLtoLvMLLpathogenesisLviaLitsLinteractionLwithLLSyfcLBloodaL
2020aLfhkaLnjlbnlh 2.2 12

47 scRNvbseqLmixologyoLtowardsLbetterLbenchmarkingLofLsingleLcellLRNvbseqLanalysisLmethods 12

46 xomprehensiveLcharacterizationLofLsinglebcellLfullblengthLisoformsLinLhumanLandLmouseLwithL
longbreadLsequencingcLGenomefBiologyaL2021aLggaLhfe 18.3 10

45 xomprehensiveLcharacterizationLofLsingleLcellLfullblengthLisoformsLinLhumanLandLmouseLwithL
longbreadLsequencing 10

44 SinglebxellLTranscriptomicLvnalysisLRevealsLwxMvLxvRbTLxellLyynamicsLinLaLPatientLwithLRefractoryL
PrimaryLPlasmaLxellLLeukemiacLMolecularfTherapyaL2021aLgnaLkijbkjl 11.7 10

43 TranscriptionalLprofilingLofLtheLepigeneticLregulatorLSmchdfcLGenomicsfDataaL2016aLlaLfiibl 9

42 ’eneLexpressionLchangesLduringLstepbwiseLdifferentiationLofLembryonicLstemLcellsLalongLtheLinnerL
earLhairLcellLpathwaycLActafOtouLaryngologicaaL2006aLfgkaLffimbjl 1.6 9

41 vllelebspecificLexpressionLanalysisLmethodsLforLhighbdensityLSNPLmicroarrayLdatacLBioinformaticsaL
2012aLgmaLffegbm 7.2 8

40 MyocardialLgeneLexpressionLassociatedLwithLgeneticLcardiacLhypertrophyLinLtheLabsenceLofL
hypertensioncLHypertensionfResearchaL2008aLhfaLnifbjj 4.7 8

39 TheLlongLandLtheLshortLofLitoLunlockingLnanoporeLlongbreadLRNvLsequencingLdataLwithLshortbreadL
differentialLexpressionLanalysisLtoolscLNARfGenomicsfandfBioinformaticsaL2021aLhaLlqabegm 3.7 8

38 HighLconcordanceLbetweenLIlluminaLHiSeqgjeeLandLNextSeqjeeLforLreducedLrepresentationL
bisulfiteLsequencingLURRwSVcLGenomicsfDataaL2016aLfeaLnlbfee 8
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37 LungLmorphogenesisLisLorchestratedLthroughL’rainyheadblikeLgLU’rhlgVLtranscriptionalLprogramscL
DevelopmentalfBiologyaL2018aLiihaLfbn 3.1 8

36 IdentificationLofLaLSiglecb‘XLgranulocytebmacrophageLprogenitorcLJournalfoffLeukocytefBiologyaL
2018aLfeiaLfghbfhh 6.5 7

35 scPipeoLaLflexibleLRdwioconductorLpreprocessingLpipelineLforLsinglebcellLRNvbsequencingLdata 7

34 xoveringLallLyourLbasesoLincorporatingLintronLsignalLfromLRNvbseqLdatacLNARfGenomicsfandf
BioinformaticsaL2020aLgaLlqaaelh 3.7 7

33 SinglebcellLanalysesLrevealLtheLclonalLandLmolecularLaetiologyLofL‘lthLbinducedLemergencyLdendriticL
cellLdevelopmentcLNaturefCellfBiologyaL2021aLghaLgfnbghf 23.4 7

32 LossLofLPUMvLUwwxhVLdoesLnotLpreventLthrombocytopeniaLcausedLbyLtheLlossLofLwxLbXLLUwxLgLfVcL
BritishfJournalfoffHaematologyaL2016aLfliaLnkgbn 4.5 6

31 TheLimpactLofLinfluenzaLpulmonaryLinfectionLandLinflammationLonLvagalLbronchopulmonaryLsensoryL
neuronscLFASEBfJournalaL2021aLhjaLegfhge 0.9 6

30 wenchmarkingLUMIbbasedLsinglebcellLRNvbseqLpreprocessingLworkflowsccLGenomefBiologyaL2021aLggaLhhn 18.3 5

29 UsingLlongbreadLsequencingLtoLdetectLimprintedLyNvLmethylation 5

28 xlonalLmultibomicsLrevealsLwcorLasLaLnegativeLregulatorLofLemergencyLdendriticLcellLdevelopmentcL
ImmunityaL2021aLjiaLfhhmbfhjfcen 32.3 5

27 yataLanalysisLissuesLforLallelebspecificLexpressionLusingLIlluminaTsL’olden’ateLassaycLBMCf
BioinformaticsaL2010aLffaLgme 3.6 4

26 isLaLmaternalLeffectLgeneLrequiredLforLgenomicLimprintingcLELifeaL2020aLnaL 8.9 4

25 xombiningLmultipleLtoolsLoutperformsLindividualLmethodsLinLgeneLsetLenrichmentLanalyses 4

24 vLnewLlymphoidbprimedLprogenitorLmarkedLbyLyachfLdownregulationLidentifiedLwithLsingleLcellL
multibomicscLNaturefImmunologyaL2020aLgfaLfjlibfjmi 19.1 4

23 ’ermlineLheterozygousLmutationsLinLNxffLperturbLRNvLmetabolismLandLtriggerLthrombocytopeniaL
andLlymphopeniaLinLmicecLBloodfAdvancesaL2020aLiaLfglebfgmh 7.8 4

22 KRLMMoLanLadaptiveLgenotypeLcallingLmethodLforLcommonLandLlowLfrequencyLvariantscLBMCf
BioinformaticsaL2014aLfjaLfjm 3.6 3

21 HighbLzTLRadiationLIncreasesLTumorLProgressionLinLaLKbRasbyrivenLModelLofLLungLvdenocarcinomacL
RadiationfResearchaL2017aLfmmaLjkgbjle 3.1 3

20 NanoMethVizoLvnLRdwioconductorLpackageLforLvisualizingLlongbreadLmethylationLdatacLPLoSf
ComputationalfBiologyaL2021aLflaLefeenjgi 5 3
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19 vLguideLtoLcreatingLdesignLmatricesLforLgeneLexpressionLexperimentscLF1yyyResearchaL2020aLnaLfiii 3.6 3

18 LongbrangeLchromatinLinteractionsLonLtheLinactiveLXLandLatLHoxLclustersLareLregulatedLbyLtheL
nonbcanonicalLSMxLproteinLSmchdf 3

17 SISbseqaLaLmolecularLâ��timeLmachineâ��aLconnectsLsingleLcellLfateLwithLgeneLprograms 3

16 longbreadbtoolscorgoLanLinteractiveLcatalogueLofLanalysisLmethodsLforLlongbreadLsequencingLdatacL
GigaScienceaL2021aLfeaL 7.6 3

15 TranscriptomeLandLHhKglLtribmethylationLprofilingLofLzzhgbdeficientLlungLepitheliumcLGenomicsf
DataaL2015aLjaLhikbjf 2

14 xoveringLallLyourLbasesoLincorporatingLintronLsignalLfromLRNvbseqLdata 2

13 xommunitybwideLhackathonsLtoLidentifyLcentralLthemesLinLsinglebcellLmultibomicscLGenomefBiologyaL
2021aLggaLgge 18.3 2

12
ModulationLofLVagalLSensoryLNeuronsLHighLMobilityL’roupLwoxbfLandLReceptorLforLvdvancedL
’lycationLzndLProductsoLImplicationsLforLRespiratoryLViralLInfectionscLFrontiersfinfPhysiologyaL2021aL
fgaLliimfg

4.6 2

11 NanoMethVizoLanLRdwioconductorLpackageLforLvisualizingLlongbreadLmethylationLdata 2

10 vLtranscriptomicLdatasetLevaluatingLtheLeffectLofLradiotherapyLinjuryLonLcellsLofLskinLandLsoftL
tissueccLDatafinfBriefaL2022aLifaLfelmgm 1.2 1

9 TheLlongLandLtheLshortLofLitoLunlockingLnanoporeLlongbreadLRNvLsequencingLdataLwithLshortbreadLtools 1

8 XmasLzSxoLvLnewLfemaleLembryonicLstemLcellLsystemLthatLrevealsLtheLwv‘LcomplexLasLaLkeyL
regulatorLofLtheLestablishmentLofLXLchromosomeLinactivation 1

7 HomeostaticLapoptosisLpreventsLcompetitionbinducedLatrophyLinLfollicularLwLcellscLCellfReportsaL
2021aLhkaLfenihe 10.6 1

6 yashboardbstyleLinteractiveLplotsLforLRNvbseqLanalysisLareLRLMarkdownLreadyLwithLgceccLNARf
GenomicsfandfBioinformaticsaL2021aLhaLlqabffk 3.7 0

5 wv‘LcomplexbmediatedLchromatinLrelaxationLisLrequiredLforLestablishmentLofLXLchromosomeL
inactivationccLNaturefCommunicationsaL2022aLfhaLfkjm 17.4 0

4 fnlcLCytokineaL2014aLleaLljblk 4

3 wiocPkgToolsoLToolkitLforLminingLtheLpackageLecosystemcLF1yyyResearchaL2019aLmaLljg 3.6

2 TheLTranscriptionL‘actorLPUcfLxontrolsLaLReversibleLyifferentiationLProgramLinLvcuteLMyeloidL
LeukemiacLBloodaL2016aLfgmaLhnhebhnhe 2.2
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1 UncoveringLKeyLyownstreamLzffectorsLofLPUcfLTumorLSuppressionLinLvcuteLMyeloidLLeukemiacL
BloodaL2016aLfgmaLgknmbgknm 2.2
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