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48 InterspeciesRchimericRconditionsRaffectRtheRdevelopmentalRrateRofRhumanRpluripotentRstemRcellskR
PLoShComputationalhBiologyhR2021hRnthRenmmuttu 5 3

47 NormalizationRbyRdistributionalRresamplingRofRhighRthroughputRsingleicellRRNAisequencingRdatakR
BioinformaticshR2021hR 7.2 2

46 TheRAnnaRKareninaRModelRofR˛†iCellRMaturationRinRDevelopmentRandRTheirRDedifferentiationRinRTypeR
nRandRTypeRoRDiabeteskRDiabeteshR2021hRtmhRomruiomss 0.9 2

45 NovelRimmortalizedRhumanRvocalRfoldRepithelialRcellRlinewRInRvitroRtoolRforRmucosalRbiologykRFASEBh
JournalhR2021hRprhReonoqp 0.9 1

44 CHARTSwRaRwebRapplicationRforRcharacterizingRandRcomparingRtumorRsubpopulationsRinRpubliclyR
availableRsingleicellRRNAiseqRdataRsetskRBMChBioinformaticshR2021hRoohRup 3.6 3

43 IdentificationRofRdirectRtranscriptionalRtargetsRofRNFATCoRthatRpromoteR˛†RcellRproliferationkRJournalh
ofhClinicalhInvestigationhR2021hRnpnhR 15.9 1

42 CBoRimprovesRpowerRofRcellRdetectionRinRdropletibasedRsingleicellRRNARsequencingRdatakRGenomeh
BiologyhR2020hRonhRnpt 18.3 6

41 ReproducibilityRacrossRsingleicellRRNAiseqRprotocolsRforRspatialRorderingRanalysiskRPLoShONEhR2020hR
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37 ReproducibilityRacrossRsingleicellRRNAiseqRprotocolsRforRspatialRorderingRanalysisR2020hRnrhRemopvtnn

36 AnRIn´ VitroRHumanRSegmentationRClockRModelRDerivedRfromREmbryonicRStemRCellskRCellhReportshR
2019hRouhRooqtioorrker 10.6 21

35 HumanRinducedRpluripotentRstemRcelliderivedRvocalRfoldRmucosaRmimicsRdevelopmentRandR
responsesRtoRsmokeRexposurekRNaturehCommunicationshR2019hRnmhRqnsn 17.4 13

34 MechanotransductionRofRvocalRfoldRfibroblastsRandRmesenchymalRstromalRcellsRinRtheRcontextRofRtheR
vocalRfoldRmechanomekRJournalhofhBiomechanicshR2019hRuphRootiopq 2.9 3

33 RegionallyRspecifiedRhumanRpluripotentRstemRcelliderivedRastrocytesRexhibitRdifferentRmolecularR
signaturesRandRfunctionalRpropertieskRDevelopmenthsCambridgethR2019hRnqshR 6.6 30

32 TissueRspecificRhumanRfibroblastRdifferentialRexpressionRbasedRonRRNAsequencingRanalysiskRBMCh
GenomicshR2019hRomhRpmu 4.5 22
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31 DiscordanceRbetweenRhistologicRandRvisualRassessmentRofRtissueRviabilityRinRexcisedRburnRwoundR
tissuekRWoundhRepairhandhRegenerationhR2019hRothRnrminsn 3.6 12

30 GeneRlociRassociatedRwithRinsulinRsecretionRinRisletsRfromRnonidiabeticRmicekRJournalhofhClinicalh
InvestigationhR2019hRnovhRqqnviqqpo 15.9 26

29 AutomatedRminuteRscaleRRNAiseqRofRpluripotentRstemRcellRdifferentiationRrevealsRearlyRdivergenceR
ofRhumanRandRmouseRgeneRexpressionRkineticskRPLoShComputationalhBiologyhR2019hRnrhRenmmtrqp 5 4

28 GeneticRDriversRofRPancreaticRIsletRFunctionkRGeneticshR2018hRomvhRppriprs 4 26

27 MutationsRinRGFAPRDisruptRtheRDistributionRandRFunctionRofROrganellesRinRHumanRAstrocyteskRCellh
ReportshR2018hRorhRvqtivrukeq 10.6 26

26 TrendywRsegmentedRregressionRanalysisRofRexpressionRdynamicsRinRhighithroughputRorderedR
profilingRexperimentskRBMChBioinformaticshR2018hRnvhRpum 3.6 16

25 SCnormwRrobustRnormalizationRofRsingleicellRRNAiseqRdatakRNaturehMethodshR2017hRnqhRruqirus 21.6 189

24 StatisticalRMethodsRforRLatentRClassRQuantitativeRTraitRLociRMappingkRGeneticshR2017hRomshRnpmvinpnt 4

23 SingleicellRRNARsequencingRrevealsRintrinsicRandRextrinsicRregulatoryRheterogeneityRinRyeastR
respondingRtoRstresskRPLoShBiologyhR2017hRnrhReommqmrm 9.7 72

22 IdentificationRofRaRserumiinducedRtranscriptionalRsignatureRassociatedRwithRmetastaticRcervicalR
cancerkRPLoShONEhR2017hRnohRemnunoqo 3.7 8

21 SingleicellRRNAiseqRrevealsRnovelRregulatorsRofRhumanRembryonicRstemRcellRdifferentiationRtoR
definitiveRendodermkRGenomehBiologyhR2016hRnthRntp 18.3 195

20 ARstatisticalRapproachRforRidentifyingRdifferentialRdistributionsRinRsingleicellRRNAiseqRexperimentskR
GenomehBiologyhR2016hRnthRooo 18.3 133

19 HistoneRchaperoneRASFnBRpromotesRhumanR˛†icellRproliferationRviaRrecruitmentRofRhistoneRHpkpkRCellh
CyclehR2016hRnrhRpnvnipomo 4.7 25

18 OEFinderwRaRuserRinterfaceRtoRidentifyRandRvisualizeRorderingReffectsRinRsingleicellRRNAiseqRdatakR
BioinformaticshR2016hRpohRnqmuinm 7.2 17

17 TheRTranscriptionRFactorRNfatcoRRegulatesR˛†iCellRProliferationRandRGenesRAssociatedRwithRTypeRoR
DiabetesRinRMouseRandRHumanRIsletskRPLoShGeneticshR2016hRnohRenmmsqss 6 22

16 DesignRandRcomputationalRanalysisRofRsingleicellRRNAisequencingRexperimentskRGenomehBiologyhR
2016hRnthRsp 18.3 301

15 TheRDissectionRofRExpressionRQuantitativeRTraitRLocusRHotspotskRGeneticshR2016hRomohRnrspitq 4 16

14 IdentificationRofRtheRBileRAcidRTransporterRSlconasRasRaRCandidateRGeneRThatRBroadlyRAffectsRGeneR
ExpressionRinRMouseRPancreaticRIsletskRGeneticshR2015hRomnhRnorpiso 4 15
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13 OscopeRidentifiesRoscillatoryRgenesRinRunsynchronizedRsingleicellRRNAiseqRexperimentskRNatureh
MethodshR2015hRnohRvqtivrm 21.6 116

12
ComparingRgeneRexpressionRdataRfromRformalinifixedhRparaffinRembeddedRtissuesRandRqPCRRwithR
thatRfromRsnapifrozenRtissueRandRmicroarraysRforRmodelingRoutcomesRofRpatientsRwithRovarianR
carcinomakRBMChClinicalhPathologyhR2015hRnrhRnt

3 6

11 FungalRMorphologyhRIronRHomeostasishRandRLipidRMetabolismRRegulatedRbyRaRGATARTranscriptionR
FactorRinRBlastomycesRdermatitidiskRPLoShPathogenshR2015hRnnhRenmmqvrv 7.6 14

10 IdentificationRandRCorrectionRofRSampleRMixiUpsRinRExpressionRGeneticRDatawRARCaseRStudykRG3:h
GenesyhGenomesyhGeneticshR2015hRrhRonttius 3.2 11

9 EBSeqiHMMwRaRBayesianRapproachRforRidentifyingRgeneiexpressionRchangesRinRorderedRRNAiseqR
experimentskRBioinformaticshR2015hRpnhRosnqioo 7.2 49

8 CollaborativeRrewiringRofRtheRpluripotencyRnetworkRbyRchromatinRandRsignallingRmodulatingR
pathwayskRNaturehCommunicationshR2015hRshRsnuu 17.4 29

7 ExtendingRinformationRretrievalRmethodsRtoRpersonalizedRgenomicibasedRstudiesRofRdiseasekRCancerh
InformaticshR2014hRnphRurivr 2.4 2

6 EBSeqwRanRempiricalRBayesRhierarchicalRmodelRforRinferenceRinRRNAiseqRexperimentskRBioinformaticshR
2013hRovhRnmpriqp 7.2 805

5 ARgeneRexpressionRnetworkRmodelRofRtypeRoRdiabetesRlinksRcellRcycleRregulationRinRisletsRwithR
diabetesRsusceptibilitykRGenomehResearchhR2008hRnuhRtmsins 9.7 269

4 HiddenRMarkovRModelsRforRMicroarrayRTimeRCourseRDataRinRMultipleRBiologicalRConditionskRJournalh
ofhthehAmericanhStatisticalhAssociationhR2006hRnmnhRnpopinppo 2.8 58

3 ARreviewRofRstatisticalRmethodsRforRexpressionRquantitativeRtraitRlociRmappingkRMammalianhGenomehR
2006hRnthRrmvint 3.2 83

2 CombinedRExpressionRTraitRCorrelationsRandRExpressionRQuantitativeRTraitRLocusRMappingkRPLoSh
GeneticshR2005hRpreprinthRes 6 1

1 ARCompositionalRModelRtoRAssessRExpressionRChangesRfromRSingleiCellRRnaiSeqRData 2
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