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k Paper IF Citations

92 ”nvertingKtheKmodelKofKgenomicsKdataKsharingKwithKtheKN“GR”KGenomicKyataKScienceKvnalysisaK
VisualizationaKandK”nformaticsKLabbspaceccKCelllGenomicsaK2022aKgaKfeeemjbfeeemj 6

91 recounthoKsummariesKandKqueriesKforKlargebscaleKRNvbseqKexpressionKandKsplicingcKGenomelBiologyaK
2021aKggaKhgh 18.3 3

90 GeneKandKproteinKexpressionKinKhumanKmegakaryocytesKderivedKfromKinducedKpluripotentKstemK
cellscKJournalloflThrombosislandlHaemostasisaK2021aKfnaKflmhbflnn 15.4 2

89 TranscriptionalKprofileKofKplateletsKandKiPSxbderivedKmegakaryocytesKfromKwholebgenomeKandKRNvK
sequencingcKBloodaK2021aKfhlaKnjnbnkm 2.2 5

88 RecountingKtheKFvNTOMKxvGzbvssociatedKTranscriptomecKGenomelResearchaK2020aKheaKfelhbfemf 9.7 13

87 TransparencyKandKreproducibilityKinKartificialKintelligencecKNatureaK2020aKjmkaKzfibzfk 50.4 85

86 MethodsKforKcorrectingKinferenceKbasedKonKoutcomesKpredictedKbyKmachineKlearningcKProceedingslofl
thelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaaK2020aKfflaKhegkkbheglj 11.5 9

85 TheKyemocratizationKofKyataKScienceKzducationcKAmericanlStatisticianaK2020aKliaKfbl 5 8

84 vKvisualKtoolKforKdefiningKreproducibilityKandKreplicabilitycKNaturelHumanlBehaviouraK2019aKhaKkjebkjg 12.8 15

83 vddressingKconfoundingKartifactsKinKreconstructionKofKgeneKcobexpressionKnetworkscKGenomel
BiologyaK2019aKgeaKni 18.3 37

82 ”mprovingKtheKvalueKofKpublicKRNvbseqKexpressionKdataKbyKphenotypeKpredictioncKNucleiclAcidsl
ResearchaK2018aKikaKeji 20.1 31

81 “owKtoKshareKdataKforKcollaborationcKAmericanlStatisticianaK2018aKlgaKjhbjl 5 8

80 yevelopmentalKandKgeneticKregulationKofKtheKhumanKcortexKtranscriptomeKilluminateKschizophreniaK
pathogenesiscKNaturelNeuroscienceaK2018aKgfaKffflbffgj 25.5 176

79 vKdirectKapproachKtoKestimatingKfalseKdiscoveryKratesKconditionalKonKcovariatescKPeerJaK2018aKkaKekehj 3.1 34

78 ReproducibleKRNvbseqKanalysisKusingKrecountgcKNaturelBiotechnologyaK2017aKhjaKhfnbhgf 44.5 211

77 qSVvKframeworkKforKRNvKqualityKcorrectionKinKdifferentialKexpressionKanalysiscKProceedingsloflthel
NationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaaK2017aKffiaKlfheblfhj 11.5 58

76 FlexibleKexpressedKregionKanalysisKforKRNvbseqKwithKderfindercKNucleiclAcidslResearchaK2017aKijaKen 20.1 32
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75 ”sKMostKPublishedKResearchKReallyKFalsetcKAnnuallReviewloflStatisticslandlItslApplicationaK2017aKiaKfenbfgg7.6 27

74 RailbRNvoKscalableKanalysisKofKRNvbseqKsplicingKandKcoveragecKBioinformaticsaK2017aKhhaKiehhbieie 7.2 33

73 TranscriptblevelKexpressionKanalysisKofKRNvbseqKexperimentsKwithK“”SvTaKStringTieKandKwallgowncK
NaturelProtocolsaK2016aKffaKfkjebkl 18.8 2264

72 watchQxoKinteractiveKsoftwareKforKevaluatingKsampleKandKbatchKeffectsKinKgenomicKdatacK
BioinformaticsaK2016aKhgaKhmhkbhmhm 7.2 31

71 RailbdbGaPoKanalyzingKdbGaPbprotectedKdataKinKtheKcloudKwithKvmazonKzlasticKMapReducecK
BioinformaticsaK2016aKhgaKgjjfbh 7.2 5

70 “umanKsplicingKdiversityKandKtheKextentKofKunannotatedKspliceKjunctionsKacrossKhumanKRNvbseqK
samplesKonKtheKSequenceKReadKvrchivecKGenomelBiologyaK2016aKflaKgkk 18.3 65

69 GenomicKandKclinicalKpredictorsKforKimprovingKestimatorKprecisionKinKrandomizedKtrialsKofKbreastK
cancerKtreatmentscKContemporarylClinicallTrialslCommunicationsaK2016aKhaKimbji 1.8 0

68 WhatKShouldKResearchersKzxpectKWhenKTheyKReplicateKStudiestKvKStatisticalKViewKofKReplicabilityKinK
PsychologicalKSciencecKPerspectiveslonlPsychologicallScienceaK2016aKffaKjhnbii 9.8 118

67 StatisticscKWhatKisKtheKquestiontcKScienceaK2015aKhilaKfhfibj 33.3 59

66 wallgownKbridgesKtheKgapKbetweenKtranscriptomeKassemblyKandKexpressionKanalysiscKNaturel
BiotechnologyaK2015aKhhaKgihbk 44.5 413

65 PolyesteroKsimulatingKRNvbseqKdatasetsKwithKdifferentialKtranscriptKexpressioncKBioinformaticsaK2015
aKhfaKgllmbmi 7.2 160

64 TestKsetKbiasKaffectsKreproducibilityKofKgeneKsignaturescKBioinformaticsaK2015aKhfaKghfmbgh 7.2 59

63 yevelopmentalKregulationKofKhumanKcortexKtranscriptionKandKitsKclinicalKrelevanceKatKsingleKbaseK
resolutioncKNaturelNeuroscienceaK2015aKfmaKfjibfkf 25.5 110

62 yiscussionKofKâ��visualizingKstatisticalKmodelsoKRemovingKtheKblindfoldâ��cKStatisticallAnalysislandlDatal
MiningaK2015aKmaKgiebgif 1.4

61 PracticalKimpactsKofKgenomicKdataKMcleaningMKonKbiologicalKdiscoveryKusingKsurrogateKvariableK
analysiscKBMClBioinformaticsaK2015aKfkaKhlg 3.6 32

60 StatisticsoKPKvaluesKareKjustKtheKtipKofKtheKicebergcKNatureaK2015aKjgeaKkfg 50.4 108

59 OpinionoKReproducibleKresearchKcanKstillKbeKwrongoKadoptingKaKpreventionKapproachcKProceedingslofl
thelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaaK2015aKffgaKfkijbk 11.5 111

58 regionReportoK”nteractiveKreportsKforKregionbbasedKanalysescKF1000ResearchaK2015aKiaKfej 3.6 4
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57 regionReportoK”nteractiveKreportsKforKregionblevelKandKfeatureblevelKgenomicKanalysescK
F1000ResearchaK2015aKiaKfej 3.6 4

56 zvolutionKofKcellularKmorphobphenotypesKinKcancerKmetastasiscKScientificlReportsaK2015aKjaKfmihl 4.9 45

55 vnKestimateKofKtheKsciencebwiseKfalseKdiscoveryKrateKandKapplicationKtoKtheKtopKmedicalKliteraturecK
BiostatisticsaK2014aKfjaKfbfg 3.7 86

54 yifferentialKexpressionKanalysisKofKRNvbseqKdataKatKsinglebbaseKresolutioncKBiostatisticsaK2014aKfjaKifhbgk3.7 42

53 PreservingKbiologicalKheterogeneityKwithKaKpermutedKsurrogateKvariableKanalysisKforKgenomicsK
batchKcorrectioncKBioinformaticsaK2014aKheaKgljlbkh 7.2 55

52 ”nflammatoryKmolecularKsignatureKassociatedKwithKinfectiousKagentsKinKpsychosiscKSchizophrenial
BulletinaK2014aKieaKnkhblg 1.3 71

51 svaseqoKremovingKbatchKeffectsKandKotherKunwantedKnoiseKfromKsequencingKdatacKNucleiclAcidsl
ResearchaK2014aKigaK 20.1 270

50 RemovingKbatchKeffectsKforKpredictionKproblemsKwithKfrozenKsurrogateKvariableKanalysiscKPeerJaK
2014aKgaKejkf 3.1 34

49 vKrandomizedKtrialKinKaKmassiveKonlineKopenKcourseKshowsKpeopleKdonRtKknowKwhatKaKstatisticallyK
significantKrelationshipKlooksKlikeaKbutKtheyKcanKlearncKPeerJaK2014aKgaKejmn 3.1 8

48 MeasurementaKSummaryaKandKMethodologicalKVariationKinKRNvbsequencingK2014aKffjbfgm

47 SVvwKbKaKwebbbasedKapplicationKtoolKforKautomatedKsurrogateKvariableKanalysisKofKgeneKexpressionK
studiescKSourcelCodelforlBiologylandlMedicineaK2013aKmaKm 1.9 6

46 vKsimpleKandKreproducibleKbreastKcancerKprognosticKtestcKBMClGenomicsaK2013aKfiaKhhk 4.5 35

45 vKdecisionbtheoryKapproachKtoKinterpretableKsetKanalysisKforKhighbdimensionalKdatacKBiometricsaK
2013aKknaKkfibgh 1.8 5

44 SequestrationoKinadvertentlyKkillingKbiomedicalKresearchKtoKscoreKpoliticalKpointscKGenomelBiologyaK
2013aKfiaKfen 18.3 2

43 GeneKsetKbaggingKforKestimatingKtheKprobabilityKaKstatisticallyKsignificantKresultKwillKreplicatecKBMCl
BioinformaticsaK2013aKfiaKhke 3.6 6

42 wumpKhuntingKtoKidentifyKdifferentiallyKmethylatedKregionsKinKepigeneticKepidemiologyKstudiescK
InternationallJournalloflEpidemiologyaK2012aKifaKgeebn 7.8 430

41 vKstatisticalKapproachKtoKselectingKandKconfirmingKvalidationKtargetsKinKbomicsKexperimentscKBMCl
BioinformaticsaK2012aKfhaKfje 3.6 10

40 GeneKexpressionKantibprofilesKasKaKbasisKforKaccurateKuniversalKcancerKsignaturescKBMCl
BioinformaticsaK2012aKfhaKglg 3.6 32
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39 SignificanceKanalysisKandKstatisticalKdissectionKofKvariablyKmethylatedKregionscKBiostatisticsaK2012aKfhaKfkkblm3.7 75

38 TheKsvaKpackageKforKremovingKbatchKeffectsKandKotherKunwantedKvariationKinKhighbthroughputK
experimentscKBioinformaticsaK2012aKgmaKmmgbh 7.2 1996

37 PersonalizedKmedicineoKKeepKaKwayKopenKforKtailoredKtreatmentscKNatureaK2012aKimiaKhfm 50.4 5

36 TheKpracticalKeffectKofKbatchKonKgenomicKpredictioncKStatisticallApplicationslinlGeneticslandl
MolecularlBiologyaK2012aKffaKvrticleKfe 1.2 18

35 TemporalKdynamicsKandKgeneticKcontrolKofKtranscriptionKinKtheKhumanKprefrontalKcortexcKNatureaK
2011aKilmaKjfnbgh 50.4 541

34 SequencingKtechnologyKdoesKnotKeliminateKbiologicalKvariabilitycKNaturelBiotechnologyaK2011aKgnaKjlgbh 44.5 143

33 vsymptoticKconditionalKsingularKvalueKdecompositionKforKhighbdimensionalKgenomicKdatacK
BiometricsaK2011aKklaKhiibjg 1.8 31

32 RexountoKaKmultibexperimentKresourceKofKanalysisbreadyKRNvbseqKgeneKcountKdatasetscKBMCl
BioinformaticsaK2011aKfgaKiin 3.6 115

31 TheKJointKNullKxriterionKforKMultipleK“ypothesisKTestscKStatisticallApplicationslinlGeneticslandl
MolecularlBiologyaK2011aKfeaK 1.2 7

30 vKcomputationallyKefficientKmodularKoptimalKdiscoveryKprocedurecKBioinformaticsaK2011aKglaKjenbfj 7.2 12

29 yissectingKinflammatoryKcomplicationsKinKcriticallyKinjuredKpatientsKbyKwithinbpatientKgeneK
expressionKchangesoKaKlongitudinalKclinicalKgenomicsKstudycKPLoSlMedicineaK2011aKmaKefeefenh 11.6 44

28 xooperationKbetweenKrefereesKandKauthorsKincreasesKpeerKreviewKaccuracycKPLoSlONEaK2011aKkaKegkmnj 3.7 24

27 TacklingKtheKwidespreadKandKcriticalKimpactKofKbatchKeffectsKinKhighbthroughputKdatacKNaturel
ReviewslGeneticsaK2010aKffaKlhhbn 30.1 1232

26 xloudbscaleKRNvbsequencingKdifferentialKexpressionKanalysisKwithKMyrnacKGenomelBiologyaK2010aKffaKRmh 18.3 227

25 TheKtspairKpackageKforKfindingKtopKscoringKpairKclassifiersKinKRcKBioinformaticsaK2009aKgjaKfgehbi 7.2 26

24 SystemsblevelKdynamicKanalysesKofKfateKchangeKinKmurineKembryonicKstemKcellscKNatureaK2009aKikgaKhjmbkg50.4 237

23 vKgeneralKframeworkKforKmultipleKtestingKdependencecKProceedingsloflthelNationallAcademylofl
SciencesloflthelUnitedlStatesloflAmericaaK2008aKfejaKfmlfmbgh 11.5 225

22 OnKtheKdesignKandKanalysisKofKgeneKexpressionKstudiesKinKhumanKpopulationscKNaturelGeneticsaK2007aK
hnaKmelbmpKauthorKreplyKmembn 36.3 101

(2007-2012)
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21 xapturingKheterogeneityKinKgeneKexpressionKstudiesKbyKsurrogateKvariableKanalysiscKPLoSlGeneticsaK
2007aKhaKflgibhj 6 1165

20 TheKoptimalKdiscoveryKprocedureKforKlargebscaleKsignificanceKtestingaKwithKapplicationsKtoK
comparativeKmicroarrayKexperimentscKBiostatisticsaK2007aKmaKifibhg 3.7 111

19 zyGzoKextractionKandKanalysisKofKdifferentialKgeneKexpressioncKBioinformaticsaK2006aKggaKjelbm 7.2 250

18 SignificanceKanalysisKofKtimeKcourseKmicroarrayKexperimentscKProceedingsloflthelNationallAcademyl
oflSciencesloflthelUnitedlStatesloflAmericaaK2005aKfegaKfgmhlbig 11.5 469

17 xapturingK“eterogeneityKinKGeneKzxpressionKStudiesKbyKMSurrogateKVariableKvnalysisMcKPLoSl
GeneticsaK2005aKpreprintaKefkf 6 2

16 RailbRNvoKScalableKanalysisKofKRNvbseqKsplicingKandKcoverage 5

15 vKdirectKapproachKtoKestimatingKfalseKdiscoveryKratesKconditionalKonKcovariates 3

14 ”sKmostKpublishedKresearchKreallyKfalset 2

13 vKstatisticalKdefinitionKforKreproducibilityKandKreplicability 25

12 recountoKvKlargebscaleKresourceKofKanalysisbreadyKRNvbseqKexpressionKdata 5

11 vKframeworkKforKRNvKqualityKcorrectionKinKdifferentialKexpressionKanalysis 2

10 yevelopmentalKandKgeneticKregulationKofKtheKhumanKcortexKtranscriptomeKinKschizophrenia 7

9 ”mprovingKtheKvalueKofKpublicKRNvbseqKexpressionKdataKbyKphenotypeKprediction 2

8 StrategiesKforKcellularKdeconvolutionKinKhumanKbrainKRNvKsequencingKdata 3

7 PostbpredictionKinference 1

6 vddressingKconfoundingKartifactsKinKreconstructionKofKgeneKcobexpressionKnetworks 2

5 RNvbseqKtranscriptKquantificationKfromKreducedbrepresentationKdataKinKrecountg 2

4 recountbbrainoKaKcuratedKrepositoryKofKhumanKbrainKRNvbseqKdatasetsKmetadata 3
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3 FlexibleKexpressedKregionKanalysisKforKRNvbseqKwithKderfinder 6

2 ”nvertingKtheKmodelKofKgenomicsKdataKsharingKwithKtheKN“GR”KGenomicKyataKScienceKvnalysisaK
VisualizationaKandK”nformaticsKLabbspaceKSvnV”LT 5

1 StrategiesKforKcellularKdeconvolutionKinKhumanKbrainKRNvKsequencingKdatacKF1000ResearchafeaKlje 3.6 0
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