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j Paper IF Citations

84 KlfpSestablishesSbihpotentialScellSfateSbySdualSregulationSofSICMSandSTESspecificationSgenesiSCellc
ReportsgS2021gSnrgSlkttsm 10.6 0

83 γStranscriptomicSandSepigenomicScellSatlasSofStheSmouseSprimarySmotorScortexiSNaturegS2021gSptsgSlknhllk50.4 23

82 γSmultimodalScellScensusSandSatlasSofStheSmammalianSprimarySmotorScortexiSNaturegS2021gSptsgSsqhlkm 50.4 44

81 cvCovEstuSCrosshvalidatedScovarianceSmatrixSestimatorSselectionSandSevaluationSinSRiSJournalcofc
OpencSourcecSoftwaregS2021gSqgSnmrn 5.2 0

80 UntargetedSmetabolomicsSofSnewbornSdriedSbloodSspotsSrevealsSsexhspecificSassociationsSwithS
pediatricSacuteSmyeloidSleukemiaiSLeukemiacResearchgS2021gSlkqgSlkqpsp 2.7 4

79 TrajectoryhbasedSdifferentialSexpressionSanalysisSforSsinglehcellSsequencingSdataiSNaturec
CommunicationsgS2020gSllgSlmkl 17.4 86

78 scPCγuSγStoolboxSforSsparseScontrastiveSprincipalScomponentSanalysisSinSRiSJournalcofcOpencSourcec
SoftwaregS2020gSpgSmkrt 5.2

77 UntargetedSadductomicsSofSnewbornSdriedSbloodSspotsSidentifiesSmodificationsStoShumanSserumS
albuminSassociatedSwithSchildhoodSleukemiaiSLeukemiacResearchgS2020gSssgSlkqmqs 2.7 9

76 NonhneuronalSexpressionSofSSγRShCoVhmSentrySgenesSinStheSolfactorySsystemSsuggestsSmechanismsS
underlyingSCOVIDhlthassociatedSanosmiaiSSciencecAdvancesgS2020gSqgS 14.3 514

75 PerformanceSγssessmentSandSSelectionSofSNormalizationSProceduresSforSSinglehCellSRNγhSeqiSCellc
SystemsgS2019gSsgSnlphnmsies 10.6 66

74 MetabolomicsSofSneonatalSbloodSspotsSrevealSdistinctSphenotypesSofSpediatricSacuteSlymphoblasticS
leukemiaSandSpotentialSeffectsSofSearlyhlifeSnutritioniSCancercLettersgS2019gSopmgSrlhrs 9.9 21

73 UntargetedSadductomicsSofSCysnoSmodificationsStoShumanSserumSalbuminSinSnewbornSdriedSbloodS
spotsiSAnalyticalcandcBioanalyticalcChemistrygS2019gSollgSmnplhmnqm 4.4 19

72 CysnoSγdductomicsSLinksSColorectalSCancerSwithStheSGutSMicrobiotaSandSRedoxSBiologyiSCancerc
ResearchgS2019gSrtgSqkmohqknl 10.1 10

71 γSgeneralSandSflexibleSmethodSforSsignalSextractionSfromSsinglehcellSRNγhseqSdataiSNaturec
CommunicationsgS2018gStgSmso 17.4 306

70 ObservationSweightsSunlockSbulkSRNγhseqStoolsSforSzeroSinflationSandSsinglehcellSapplicationsiS
GenomecBiologygS2018gSltgSmo 18.3 101

69 SlingshotuScellSlineageSandSpseudotimeSinferenceSforSsinglehcellStranscriptomicsiSBMCcGenomicsgS
2018gSltgSorr 4.5 591

68 UntargetedSlipidomicSfeaturesSassociatedSwithScolorectalScancerSinSaSprospectiveScohortiSBMCc
CancergS2018gSlsgSttq 4.8 13
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67 clusterExperimentSandSRSECuSγSBioconductorSpackageSandSframeworkSforSclusteringSofSsinglehcellS
andSotherSlargeSgeneSexpressionSdatasetsiSPLoScComputationalcBiologygS2018gSlogSelkkqnrs 5 26

66 γnSuntargetedSmetabolomicsSmethodSforSarchivedSnewbornSdriedSbloodSspotsSinSepidemiologicS
studiesiSMetabolomicsgS2017gSlngSl 4.7 38

65 NormalizingSsinglehcellSRNγSsequencingSdatauSchallengesSandSopportunitiesiSNaturecMethodsgS2017gS
logSpqphprl 21.6 255

64 DeconstructingSOlfactorySStemSCellSTrajectoriesSatSSinglehCellSResolutioniSCellcStemcCellgS2017gSmkgSslrhsnkies18 104

63 InjurySγctivatesSTransientSOlfactorySStemSCellSStatesSwithSDiverseSLineageSCapacitiesiSCellcStemcCellgS
2017gSmlgSrrphrtkiet 18 42

62 BioconductorSworkflowSforSsinglehcellSRNγSsequencinguSNormalizationgSdimensionalitySreductiongS
clusteringgSandSlineageSinferenceiSFutttResearchgS2017gSqgSllps 3.6 11

61 SilencingSofSodorantSreceptorSgenesSbySGSproteinS˛†˛‡SsignalingSensuresStheSexpressionSofSoneS
odorantSreceptorSperSolfactorySsensorySneuroniSNeurongS2014gSslgSsorhpt 13.9 41

60 NormalizationSofSRNγhseqSdataSusingSfactorSanalysisSofScontrolSgenesSorSsamplesiSNaturec
BiotechnologygS2014gSnmgSstqhtkm 44.5 910

59 ComparingSSegmentationSMethodsSforSGenomeSγnnotationSBasedSonSRNγhSeqSDataiSJournalcofc
AgriculturalpcBiologicalpcandcEnvironmentalcStatisticsgS2014gSltgSlklhlls 1.9 9

58 MoreSpowerSviaSgraphhstructuredStestsSforSdifferentialSexpressionSofSgeneSnetworksiSAnnalscofc
AppliedcStatisticsgS2012gSqgS 2.1 57

57 GChcontentSnormalizationSforSRNγhSeqSdataiSBMCcBioinformaticsgS2011gSlmgSosk 3.6 458

56 TheSdevelopmentalStranscriptomeSofSDrosophilaSmelanogasteriSNaturegS2011gSorlgSornht 50.4 1094

55 ConservationSofSanSRNγSregulatorySmapSbetweenSDrosophilaSandSmammalsiSGenomecResearchgS2011
gSmlgSltnhmkm 9.7 165

54 PolygenicSandSdirectionalSregulatorySevolutionSacrossSpathwaysSinSSaccharomycesiSProceedingscofc
thecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericagS2010gSlkrgSpkpshqn 11.5 76

53 LosshBasedSEstimationSwithSEvolutionarySγlgorithmsSandSCrosshValidationiSAdaptationpcLearningpc
andcOptimizationgS2010gSopnhoso 0.7

52 IdentificationSofSfunctionalSelementsSandSregulatoryScircuitsSbySDrosophilaSmodENCODEiSSciencegS
2010gSnnkgSlrsrhtr 33.3 892

51 BiasesSinSIlluminaStranscriptomeSsequencingScausedSbySrandomShexamerSprimingiSNucleiccAcidsc
ResearchgS2010gSnsgSelnl 20.1 471

50 EvaluationSofSstatisticalSmethodsSforSnormalizationSandSdifferentialSexpressionSinSmRNγhSeqS
experimentsiSBMCcBioinformaticsgS2010gSllgSto 3.6 1132

(2010-2018)
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49 GenomehwideSidentificationSofSalternativeSspliceSformsSdownhregulatedSbySnonsensehmediatedS
mRNγSdecaySinSDrosophilaiSPLoScGeneticsgS2009gSpgSelkkkpmp 6 68

48 DiverseStranscriptionalSprogramsSassociatedSwithSenvironmentalSstressSandShormonesSinStheS
γrabidopsisSreceptorhlikeSkinaseSgeneSfamilyiSMolecularcPlantgS2009gSmgSsohlkr 14.4 71

47 TheSestablishmentSofSgeneSsilencingSatSsinglehcellSresolutioniSNaturecGeneticsgS2009gSolgSskkhq 36.3 53

46
NovelSlowSabundanceSandStransientSRNγsSinSyeastSrevealedSbyStilingSmicroarraysSandSultraS
highhthroughputSsequencingSareSnotSconservedSacrossScloselySrelatedSyeastSspeciesiSPLoScGeneticsgS
2008gSogSelkkkmtt

6 29

45
ResamplinghbasedSempiricalSBayesSmultipleStestingSproceduresSforScontrollingSgeneralizedStailS
probabilitySandSexpectedSvalueSerrorSratesuSfocusSonStheSfalseSdiscoverySrateSandSsimulationSstudyiS
BiometricalcJournalgS2008gSpkgSrlqhoo

1.5 20

44 γSdeletionjsubstitutionjadditionSalgorithmSforSclassificationSneuralSnetworksgSwithSapplicationsStoS
biomedicalSdataiSJournalcofcStatisticalcPlanningcandcInferencegS2008gSlnsgSoqohoss 0.8 7

43 γSgeneralSframeworkSforSstatisticalSperformanceScomparisonSofSevolutionaryScomputationS
algorithmsiSInformationcSciencesgS2008gSlrsgSmsrkhmsrt 7.7 71

42 StageSIIScolonScancerSprognosisSpredictionSbyStumorSgeneSexpressionSprofilingiSJournalcofcClinicalc
OncologygS2006gSmogSoqsphtl 2.2 173

41 OracleSinequalitiesSforSmultihfoldScrossSvalidationiSStatisticscicRiskcModelinggS2006gSmogSnplhnrl 66

40 TheScrosshvalidatedSadaptiveSepsilonhnetSestimatoriSStatisticscicRiskcModelinggS2006gSmogSnrnhntp 52

39 SurvivalSensemblesiSBiostatisticsgS2006gSrgSnpphrn 3.7 403

38 MultipleStestingSmethodsSforSChIPhChipShighSdensitySoligonucleotideSarraySdataiSJournalcofc
ComputationalcBiologygS2006gSlngSprthqln 1.7 34

37 γSfinehscaleSlinkagehdisequilibriumSmeasureSbasedSonSlengthSofShaplotypeSsharingiSAmericancJournalc
ofcHumancGeneticsgS2006gSrsgSqlphms 11 12

36 ExplorationSofSglobalSgeneSexpressionSinShumanSliverSsteatosisSbyShighhdensitySoligonucleotideS
microarrayiSLaboratorycInvestigationgS2006gSsqgSlpohqp 5.9 76

35 ColonScancerSprognosisSpredictionSbySgeneSexpressionSprofilingiSOncogenegS2005gSmogSqlpphqo 9.2 83

34 γsymptoticsSofScrosshvalidatedSriskSestimationSinSestimatorSselectionSandSperformanceSassessmentiS
StatisticalcMethodologygS2005gSmgSlnlhlpo 93

33 GeneSexpressionSprofilingSofSnonneoplasticSmucosaSmaySpredictSclinicalSoutcomeSofScolonScancerS
patientsiSDiseasescofcthecColoncandcRectumgS2005gSosgSmmnshos 3.1 25

32
IschemicSpreconditioningSmodulatesStheSexpressionSofSseveralSgenesgSleadingStoStheS
overproductionSofSILhlRagSiNOSgSandSBclhmSinSaShumanSmodelSofSliverSischemiahreperfusioniSFASEBc
JournalgS2005gSltgSlqlrhmq

0.9 60
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31
γugmentationSproceduresSforScontrolSofStheSgeneralizedSfamilyhwiseSerrorSrateSandStailS
probabilitiesSforStheSproportionSofSfalseSpositivesiSStatisticalcApplicationscincGeneticscandcMolecularc
BiologygS2004gSngSγrticlelp

1.2 62

30 TreehbasedSmultivariateSregressionSandSdensitySestimationSwithSrighthcensoredSdataiSJournalcofc
MultivariatecAnalysisgS2004gStkgSlpohlrr 1.4 45

29 γsymptoticSoptimalitySofSlikelihoodhbasedScrosshvalidationiSStatisticalcApplicationscincGeneticscandc
MolecularcBiologygS2004gSngSγrticleo 1.2 56

28 BioconductoruSopenSsoftwareSdevelopmentSforScomputationalSbiologySandSbioinformaticsiSGenomec
BiologygS2004gSpgSRsk 18.3 9148

27 γsymptoticallySoptimalSmodelSselectionSmethodSwithSrightScensoredSoutcomesiSBernoulligS2004gSlkgSlkll1.6 9

26 MultipleStestingiSPartSIiSSinglehstepSproceduresSforScontrolSofSgeneralStypeSISerrorSratesiSStatisticalc
ApplicationscincGeneticscandcMolecularcBiologygS2004gSngSγrticleln 1.2 84

25 MultipleStestingiSPartSIIiSStephdownSproceduresSforScontrolSofStheSfamilyhwiseSerrorSrateiSStatisticalc
ApplicationscincGeneticscandcMolecularcBiologygS2004gSngSγrticlelo 1.2 43

24 MultipleSHypothesisSTestingSinSMicroarraySExperimentsiSStatisticalcSciencegS2003gSlsgSrl 2.4 614

23 LosshbasedSestimationSwithScrosshvalidationiSSIGKDDcExplorations:cNewslettercofcthecSpecialcInterestc
GroupclSIGmconcKnowledgecDiscoverycicDatacMininggS2003gSpgSpqhqs 4.6 9

22 OpenSSourceSSoftwareSforStheSγnalysisSofSMicroarraySDataiSBioTechniquesgS2003gSnogSSophSpl 2.5 172

21 ResamplinghbasedSmultipleStestingSforSmicroarraySdataSanalysisiSTestgS2003gSlmgSlhrr 1.1 366

20 BaggingStoSimproveStheSaccuracySofSaSclusteringSprocedureiSBioinformaticsgS2003gSltgSlktkht 7.2 344

19 SupervisedSdetectionSofSregulatorySmotifsSinSDNγSsequencesiSStatisticalcApplicationscincGeneticscandc
MolecularcBiologygS2003gSmgSγrticlep 1.2 10

18 DiversitygStopographicSdifferentiationgSandSpositionalSmemorySinShumanSfibroblastsiSProceedingscofc
thecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericagS2002gSttgSlmsrrhsm 11.5 852

17 StereotypedSandSspecificSgeneSexpressionSprogramsSinShumanSinnateSimmuneSresponsesStoS
bacteriaiSProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericagS2002gSttgStrmhr11.5 337

16 NormalizationSforScDNγSmicroarraySdatauSaSrobustScompositeSmethodSaddressingSsingleSandS
multipleSslideSsystematicSvariationiSNucleiccAcidscResearchgS2002gSnkgSelp 20.1 2571

15 ComparisonSofSMethodsSforSImageSγnalysisSonScDNγSMicroarraySDataiSJournalcofcComputationalcandc
GraphicalcStatisticsgS2002gSllgSlkshlnq 1.4 243

14 γSpredictionhbasedSresamplingSmethodSforSestimatingStheSnumberSofSclustersSinSaSdatasetiSGenomec
BiologygS2002gSngSRESEγRCHkknq 18.3 384

(2002-2004)
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13 ComparisonSofSDiscriminationSMethodsSforStheSClassificationSofSTumorsSUsingSGeneSExpressionS
DataiSJournalcofcthecAmericancStatisticalcAssociationgS2002gStrgSrrhsr 2.8 1778

12 PowerSandSrobustnessSofSaSscoreStestSforSlinkageSanalysisSofSquantitativeStraitsSusingSidentitySbyS
descentSdataSonSsibSpairsiSGeneticcEpidemiologygS2001gSmkgSolphnl 2.6 6

11 PowerSofSaSscoreStestSforSquantitativeStraitSlinkageSanalysisSofSrelativeSpairsiSGeneticcEpidemiologygS
2000gSltSSupplSlgSSsphtl 2.6 3

10 γSscoreStestSforStheSlinkageSanalysisSofSqualitativeSandSquantitativeStraitsSbasedSonSidentitySbyS
descentSdataSfromSsibhpairsiSBiostatisticsgS2000gSlgSlhmq 3.7 41

9 MicroarraySExpressionSProfilingSIdentifiesSGenesSwithSγlteredSExpressionSinSHDLhDeficientSMiceiS
GenomecResearchgS2000gSlkgSmkmmhmkmt 9.7 12

8 ExploringSHighhDimensionalSBiologicalSDataSwithSSparseSContrastiveSPrincipalSComponentSγnalysis 1

7 ZINBhWaVEuSγSgeneralSandSflexibleSmethodSforSsignalSextractionSfromSsinglehcellSRNγhseqSdata 19

6 SlingshotuSCellSlineageSandSpseudotimeSinferenceSforSsinglehcellStranscriptomics 15

5 γnSintegratedStranscriptomicSandSepigenomicSatlasSofSmouseSprimarySmotorScortexScellStypes 23

4 γSmultimodalScellScensusSandSatlasSofStheSmammalianSprimarySmotorScortex 12

3 PerformanceSγssessmentSandSSelectionSofSNormalizationSProceduresSforSSinglehCellSRNγhseq 16

2 clusterExperimentSandSRSECuSγSBioconductorSpackageSandSframeworkSforSclusteringSofSsinglehcellS
andSotherSlargeSgeneSexpressionSdatasets 2

1 TrajectoryhbasedSdifferentialSexpressionSanalysisSforSsinglehcellSsequencingSdata 9
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