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inducedMpluripotentMstemMcellsYMembryonicMstemMcellsMandMfibroblastsbMNaturenGeneticsYM2009YMheYMegidag 36.3 936

85 ximericMwR“SPRMRNuaguidedMzok“MnucleasesMforMhighlyMspecificMgenomeMeditingbMNaturen
BiotechnologyYM2014YMgfYMijmakj 44.5 738

84 ypigenomeawideMassociationMdataMimplicateMxNuMmethylationMasManMintermediaryMofMgeneticMriskMinM
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pluripotentMstemMcellsbMNaturenBiotechnologyYM2011YMfmYMeeekam 44.5 443

81 undrogenainducedMTOPfvamediatedMdoubleastrandMbreaksMandMprostateMcancerMgeneM
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enhancerMelementsMinMywingMsarcomabMCancernCellYM2014YMfjYMjjlajle 24.3 223
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prostateMcancerMmetastasesbMSciencenTranslationalnMedicineYM2013YMiYMejmraed 17.5 190

66 LineageMTracingMinMHumansMynabledMbyMMitochondrialMMutationsMandMSingleawellMGenomicsbMCellYM
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65 woverageMrecommendationsMforMmethylationManalysisMbyMwholeagenomeMbisulfiteMsequencingbM
NaturenMethodsYM2015YMefYMfgdafYMeMpMfollowingMfgf 21.6 171

64 ypigenomeawideMassociationMstudiesMwithoutMtheMneedMforMcellatypeMcompositionbMNaturenMethodsYM
2014YMeeYMgdmaee 21.6 171

63 xropletabasedMcombinatorialMindexingMforMmassiveascaleMsingleacellMchromatinMaccessibilitybMNaturen
BiotechnologyYM2019YMgkYMmejamfh 44.5 152

62 wR“SPRMxNuMbaseMeditorsMwithMreducedMRNuMoffatargetMandMselfaeditingMactivitiesbMNaturen
BiotechnologyYM2019YMgkYMedheaedhl 44.5 146

61 uctivitiesMandMspecificitiesMofMwR“SPRcwasmMandMwasefaMnucleasesMforMtargetedMmutagenesisMinMmaizebM
PlantnBiotechnologynJournalYM2019YMekYMgjfagkf 11.6 125

60 HighMlevelsMofMuuVMvectorMintegrationMintoMwR“SPRainducedMxNuMbreaksbMNaturenCommunicationsYM
2019YMedYMhhgm 17.4 119
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58 ypigeneticMevolutionMandMlineageMhistoriesMofMchronicMlymphocyticMleukaemiabMNatureYM2019YMijmYMikjaild50.4 104

57 SingleacellMtrajectoriesMreconstructionYMexplorationMandMmappingMofMomicsMdataMwithMSTRyuMbMNaturen
CommunicationsYM2019YMedYMemdg 17.4 97
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55 xissectingMhematopoieticMandMrenalMcellMheterogeneityMinMadultMzebrafishMatMsingleacellMresolutionM
usingMRNuMsequencingbMJournalnofnExperimentalnMedicineYM2017YMfehYMflkiafllk 16.6 82

54 ulterationsMinMnucleolarMstructureMandMgeneMexpressionMprogramsMinMprostaticMneoplasiaMareMdrivenM
byMtheMMYwMoncogenebMAmericannJournalnofnPathologyYM2011YMeklYMelfhagh 5.8 82

53 “nterrogationMofMhumanMhematopoiesisMatMsingleacellMandMsingleavariantMresolutionbMNaturenGeneticsYM
2019YMieYMjlgajmg 36.3 77

52 GeMesYMclustersMofMxNuMmethylationMunderMgeneticMcontrolYMcanMinformMgeneticMandMepigeneticM
analysisMofMdiseasebMAmericannJournalnofnHumannGeneticsYM2014YMmhYMhliami 11 76

51
unMimprovedMempiricalMbayesMapproachMtoMestimatingMdifferentialMgeneMexpressionMinMmicroarrayM
timeacourseMdatanMvyTRMUvayesianMystimationMofMTemporalMRegulationVbMBMCnBioinformaticsYM2009YM
edYMhdm

3.6 75

50 uMdualadeaminaseMwR“SPRMbaseMeditorMenablesMconcurrentMadenineMandMcytosineMeditingbMNaturen
BiotechnologyYM2020YMglYMljealjh 44.5 72

49 hichippernMaMpreprocessingMpipelineMforMcallingMxNuMloopsMfromMHiwh“PMdatabMNaturenMethodsYM2018YM
eiYMeiiaeij 21.6 72

48 TranscriptionalMStatesMandMwhromatinMuccessibilityMUnderlyingMHumanMyrythropoiesisbMCellnReportsYM
2019YMfkYMgfflagfhdbek 10.6 70

47 MyTMyxonMehMSkippingMinMNonaSmallMwellMLungMwancerbMOncologistYM2016YMfeYMhleaj 5.7 67

46 uccurateMgenomeascaleMpercentageMxNuMmethylationMestimatesMfromMmicroarrayMdatabMBiostatisticsYM
2011YMefYMemkafed 3.7 62

45 xNuMmethylationMshowsMgenomeawideMassociationMofMNz“XYMRuPGyzfMandMMSRvgMwithMgestationalM
ageMatMbirthbMInternationalnJournalnofnEpidemiologyYM2012YMheYMellamm 7.8 60

44 MassivelyMparallelMsingleacellMmitochondrialMxNuMgenotypingMandMchromatinMprofilingbMNaturen
BiotechnologyYM2021YMgmYMhieahje 44.5 59

43 xefiningMwR“SPRawasmMgenomeawideMnucleaseMactivitiesMwithMw“RwLyaseqbMNaturenProtocolsYM2018YMegYMfjeiafjhf18.8 46

42 SubsetMquantileMnormalizationMusingMnegativeMcontrolMfeaturesbMJournalnofnComputationalnBiologyYM
2010YMekYMegliami 1.7 44

41 LargeaScaleMTopologicalMwhangesMRestrainMMalignantMProgressionMinMwolorectalMwancerbMCellYM2020YM
elfYMehkhaehlmbefg 56.2 41

40 ynhancerMhistoneaQTLsMareMenrichedMonMautoimmuneMriskMhaplotypesMandMinfluenceMgeneMexpressionM
withinMchromatinMnetworksbMNaturenCommunicationsYM2018YMmYMfmdi 17.4 36

39 OpenasourceMguideseqMsoftwareMforManalysisMofMGU“xyaseqMdatabMNaturenBiotechnologyYM2016YMghYMhlg 44.5 34

38 OTXfMuctivityMatMxistalMRegulatoryMylementsMShapesMtheMwhromatinMLandscapeMofMGroupMgM
MedulloblastomabMCancernDiscoveryYM2017YMkYMfllagde 24.4 32
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37 LysineMdemethylaseMβxMhuMassociatesMwithMtranslationMmachineryMandMregulatesMproteinMsynthesisbM
CancernDiscoveryYM2015YMiYMfiiajg 24.4 31

36 diffloopnMaMcomputationalMframeworkMforMidentifyingMandManalyzingMdifferentialMxNuMloopsMfromM
sequencingMdatabMBioinformaticsYM2018YMghYMjkfajkh 7.2 28

35 TheMearlyMpregnancyMplacentaMforeshadowsMxNuMmethylationMalterationsMofMsolidMtumorsbM
EpigeneticsYM2017YMefYMkmgaldg 5.7 27

34 ResponseMtoMOUnexpectedMmutationsMafterMwR“SPRawasmMeditingMinMvivoObMNaturenMethodsYM2018YMeiYMfglafgm21.6 25

33 zeatureMSelectionMandMximensionMReductionMforMSingleMwellMRNuaSeqMbasedMonMaMMultinomialMModel 24

32 “nconsistencyMandMfeaturesMofMsingleMnucleotideMvariantsMdetectedMinMwholeMexomeMsequencingM
versusMtranscriptomeMsequencingnMuMcaseMstudyMinMlungMcancerbMMethodsYM2015YMlgYMeelafk 4.6 22

31 SurvivalMinMQuiescenceMRequiresMtheMyuchromaticMxeploymentMofMwlrhcSUVgmHMbyM
urgonauteaussociatedMSmallMRNusbMMolecularnCellYM2016YMjhYMedllaeede 17.6 20

30
HighaspecificityMbioinformaticsMframeworkMforMepigenomicMprofilingMofMdiscordantMtwinsMrevealsM
specificMandMsharedMmarkersMforMuwPuMandMuwPuapositiveMrheumatoidMarthritisbMGenomenMedicineYM
2016YMlYMefh

14.4 20

29 xataaxrivenMPolymerMModelMforMMechanisticMyxplorationMofMxiploidMGenomeMOrganizationbM
BiophysicalnJournalYM2020YMeemYMemdiaemej 2.9 19

28 xetectionMandMunalysisMofMwirculatingMypithelialMwellsMinMLiquidMviopsiesMzromMPatientsMWithMLiverM
xiseasebMGastroenterologyYM2018YMeiiYMfdejafdelbeee 13.3 19

27 TherapeuticMimplicationsMofMG“PweMsilencingMinMcancerbMPLoSnONEYM2010YMiYMeeiile 3.7 18

26 udaptationMofMtheMwHuRMMxNuMmethylationMplatformMforMtheMratMgenomeMrevealsMnovelMbrainM
regionaspecificMdifferencesbMEpigeneticsYM2011YMjYMegklamd 5.7 17

25 MagneticMResonanceMSpectroscopyabasedMMetabolomicMviomarkersMforMTypingYMStagingYMandM
SurvivalMystimationMofMyarlyaStageMHumanMLungMwancerbMScientificnReportsYM2019YMmYMedgem 4.9 14

24 xiverseMrepetitiveMelementMRNuMexpressionMdefinesMepigeneticMandMimmunologicMfeaturesMofMcolonM
cancerbMJCInInsightYM2017YMfYMemedkl 9.9 13

23 “nterrogationMofMhumanMhematopoiesisMatMsingleacellMandMsingleavariantMresolution 7

22 STuGfMlossMrewiresMoncogenicMandMdevelopmentalMprogramsMtoMpromoteMmetastasisMinMywingM
sarcomabMCancernCellYM2021YMgmYMlfkalhhbeed 24.3 7

21 SmartaRRvSMforMsingleacellMmethylomeMandMtranscriptomeManalysisbMNaturenProtocolsYM2021YMejYMhddhahdgd18.8 7

20 â��UnexpectedMmutationsMafterMwR“SPRawasmMeditingMinMvivoâ��MareMmostMlikelyMpreaexistingMsequenceM
variantsMandMnotMnucleaseainducedMmutations 6
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19 “nMvivoMwR“SPRawasMgeneMeditingMwithMnoMdetectableMgenomeawideMoffatargetMmutations 5

18 uMUfireVcloudabasedMxNuMmethylationMdataMpreprocessingMandMqualityMcontrolMplatformbMBMCn
BioinformaticsYM2019YMfdYMejd 3.6 4

17 VaryingawensoringMuwareMMatrixMzactorizationMforMSingleMwellMRNuaSequencing 4

16 STRyuMnMSingleacellMTrajectoriesMReconstructionYMyxplorationMundMMappingMofMomicsMdata 4

15 yxtendedarepresentationMbisulfiteMsequencingMofMgeneMregulatoryMelementsMinMmultiplexedMsamplesM
andMsingleMcellsbMNaturenBiotechnologyYM2021YMgmYMedljaedmh 44.5 4

14 uMnovelMmethodMforMdetectingMassociationMbetweenMxNuMmethylationMandMdiseasesMusingMspatialM
informationbMGeneticnEpidemiologyYM2014YMglYMkehafe 2.6 3

13
ScreeningMhumanMlungMcancerMwithMpredictiveMmodelsMofMserumMmagneticMresonanceMspectroscopyM
metabolomicsbbMProceedingsnofnthenNationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmericaYM
2021YMeelYM

11.5 3

12 hichippernMuMpreprocessingMpipelineMforMassessingMlibraryMqualityMandMxNuMloopsMfromMHiwh“PMdata 3

11 uMwongenitalMunemiaMRevealsMxistinctMTargetingMMechanismsMforMMasterMTranscriptionMzactorM
GuTuebbMBloodYM2022YM 2.2 2

10 GenomeawideMspecificityMprofilesMofMwR“SPRawasMwpfeMnucleasesMinMhumanMcells 2

9 GlobalascaleMwR“SPRMgeneMeditorMspecificityMprofilingMbyMONyaseqMidentifiesMpopulationaspecificYM
variantMoffatargetMeffects 2

8 diffloopnMaMcomputationalMframeworkMforMidentifyingMandManalyzingMdifferentialMxNuMloopsMfromM
sequencingMdata 1

7 PreprocessingMandMwomputationalMunalysisMofMSingleawellMypigenomicMxatasetsbMMethodsninn
MolecularnBiologyYM2019YMemgiYMelkafdf 1.4 1

6 uugmentingMandMdirectingMlongarangeMwR“SPRamediatedMactivationMinMhumanMcellsbMNaturenMethodsYM
2021YMelYMedkiaedle 21.6 1

5 wR“SPRawasmMtreatmentMpartiallyMrestoresMamyloida˛†MhfchdMinMhumanMfibroblastsMwithMtheM
ulzheimerTsMdiseaseMMehjLMmutationbbMMolecularnTherapyn-nNucleicnAcidsYM2022YMflYMhidahje 10.7 1

4 GenomeawideMxNuMmethylationMpatternsMrevealMclinicallyMrelevantMpredictiveMandMprognosticM
subtypesMinMhumanMosteosarcomabbMCommunicationsnBiologyYM2022YMiYMfeg 6.7 1

3 yWSReauTzeMdependentMgxMconnectivityMregulatesMoncogenicMandMdifferentiationMprogramsMinMwlearM
wellMSarcomabbMNaturenCommunicationsYM2022YMegYMffjk 17.4 1

2 xefiningMgenomeawideMwR“SPRawasMgenomeaeditingMnucleaseMactivityMwithMGU“xyaseqbMNaturen
ProtocolsYM2021YMejYMiimfaijei 18.8 0
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