
Bo Li

ListhofhPublicationshbyhCitations

Source:hhttps:yyexalyxcomyauthorvpdfy7500613ybovlivpublicationsvbyvcitationsxpdf

Version:h2024v04v28h

ThishdocumenthhashbeenhgeneratedhbasedhonhthehpublicationshandhcitationshrecordedhbyhexalyxcomxhForh

thehlatesthversionhofhthishpublicationhlistuhvisiththehlinkhgivenhabovex

ThehthirdhcolumnhishthehimpacthfactorhpIFrhofhthehjournaluhandhthehfourthhcolumnhishthehnumberhofh

citationshofhtheharticlex

43
papers

18,051
citations

19
h-index

47
g-index

47
ext. papers

26,546
ext. citations

18.2
avg, IF

7.29
L-index



k Paper IF Citations

43 RSEMtOaccurateOtranscriptOquantificationOfromORN‘fSeqOdataOwithOorOwithoutOaOreferenceOgenomegO
BMCoBioinformaticseO2011eOkleOmlm 3.6 9564

42 DeOnovoOtranscriptOsequenceOreconstructionOfromORN‘fseqOusingOtheOTrinityOplatformOforOreferenceO
generationOandOanalysisgONatureoProtocolseO2013eOreOknsnfokl 18.8 4563

41 TIMERlgiOforOanalysisOofOtumorfinfiltratingOimmuneOcellsgONucleicoAcidsoResearcheO2020eOnreOWoisfWokn 20.1 808

40 RN‘fSeqOgeneOexpressionOestimationOwithOreadOmappingOuncertaintygOBioinformaticseO2010eOlpeOnsmfoii 7.2 740

39 DefiningOTOCellOStatesO‘ssociatedOwithOResponseOtoOCheckpointOImmunotherapyOinOMelanomagOCelleO
2018eOkqoeOssrfkikmgeli 56.2 631

38 ResistanceOtoOcheckpointOblockadeOtherapyOthroughOinactivationOofOantigenOpresentationgONatureo
CommunicationseO2017eOreOkkmp 17.4 409
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35 ‘ccuracyOassessmentOofOfusionOtranscriptOdetectionOviaOreadfmappingOandOdeOnovoOfusionOtranscriptO
assemblyfbasedOmethodsgOGenomeoBiologyeO2019eOlieOlkm 18.3 163

34 ‘OsinglefcellOandOsinglefnucleusORN‘fSeqOtoolboxOforOfreshOandOfrozenOhumanOtumorsgONatureo
MedicineeO2020eOlpeOqslfril 50.5 130

33 COVIDfksOtissueOatlasesOrevealOS‘RSfCoVflOpathologyOandOcellularOtargetsgONatureeO2021eOosoeOkiqfkkm 50.4 124

32 ST‘RfFusiontOFastOandO‘ccurateOFusionOTranscriptODetectionOfromORN‘fSeq 80

31 NucleiOmultiplexingOwithObarcodedOantibodiesOforOsinglefnucleusOgenomicsgONatureoCommunicationseO
2019eOkieOlsiq 17.4 62

30 DiscoveringOtranscriptionOfactorObindingOsitesOinOhighlyOrepetitiveOregionsOofOgenomesOwithO
multifreadOanalysisOofOChIPfSeqOdatagOPLoSoComputationaloBiologyeO2011eOqeOekiilkkk 5 60

29 ComparativeOanalysisOofOsequencingOtechnologiesOforOsinglefcellOtranscriptomicsgOGenomeoBiologyeO
2019eOlieOqi 18.3 47

28 CumulusOprovidesOcloudfbasedOdataOanalysisOforOlargefscaleOsinglefcellOandOsinglefnucleusORN‘fseqgO
NatureoMethodseO2020eOkqeOqsmfqsr 21.6 44

27 InheritedOmyeloproliferativeOneoplasmOriskOaffectsOhaematopoieticOstemOcellsgONatureeO2020eOorpeOqpsfqqo50.4 32
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26 IntegratedOscRN‘fSeqOIdentifiesOHumanOPostnatalOThymusOSeedingOProgenitorsOandORegulatoryO
DynamicsOofODifferentiatingOImmatureOThymocytesgOImmunityeO2020eOoleOkirrfkkingep 32.3 31

25 InterannualOdynamicseOdiversityOandOevolutionOofOtheOviromeOinOfromOaOsingleOcropOfieldgOViruso
EvolutioneO2021eOqeOveabiml 3.7 20

24 ‘OGenomefwideOViewOofOTranscriptomeODynamicsODuringOEarlyOSpikeODevelopmentOinO’readOWheatgO
ScientificoReportseO2018eOreOkommr 4.9 19

23 RSEMO2014eOnkfqn 18

22 ThousandsOofOnovelOunannotatedOproteinsOexpandOtheOMHCOIOimmunopeptidomeOinOcancer 15

21 ‘OsinglefcellOandOspatialOatlasOofOautopsyOtissuesOrevealsOpathologyOandOcellularOtargetsOofO
S‘RSfCoVflO2021eO 15

20 MetricsOforOrapidOqualityOcontrolOinORN‘OstructureOprobingOexperimentsgOBioinformaticseO2016eOmleOmoqofmorm7.2 14

19 PRO’erOProvidesOaOGeneralOToolkitOforO‘nalyzingOSequencingf’asedOToeprintingO‘ssaysgOCello
SystemseO2017eOneOoprfoqngeq 10.6 13

18 UnannotatedOproteinsOexpandOtheOMHCfIfrestrictedOimmunopeptidomeOinOcancergONatureo
BiotechnologyeO2021eO 44.5 13

17 ’loodOandOimmuneOdevelopmentOinOhumanOfetalOboneOmarrowOandODownOsyndromegONatureeO2021eO
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16 DivergenceOofOdimflightOvisionOamongObatsOaordertOChiropterabOasOestimatedObyOmolecularOandO
electrophysiologicalOmethodsgOScientificoReportseO2015eOoeOkkomk 4.9 9

15 PermfseqtOMappingOProteinfDN‘OInteractionsOinOSegmentalODuplicationOandOHighlyORepetitiveO
RegionsOofOGenomesOwithOPriorfEnhancedOReadOMappinggOPLoSoComputationaloBiologyeO2015eOkkeOekiinnsk5 7

14 CumulustOaOcloudfbasedOdataOanalysisOframeworkOforOlargefscaleOsinglefcellOandOsinglefnucleusORN‘fseq 7

13 ComputationalODeconvolutionOofOTumorfInfiltratingOImmuneOComponentsOwithO’ulkOTumorOGeneO
ExpressionODatagOMethodsoinoMolecularoBiologyeO2020eOlklieOlnsflpl 1.4 6

12 EvaluationOofOdeOnovoOtranscriptomeOassembliesOfromORN‘fSeqOdataO2014eO 5

11 LinkingOindirectOeffectsOofOcytomegalovirusOinOtransplantationOtoOmodulationOofOmonocyteOinnateO
immuneOfunctiongOScienceoAdvanceseO2020eOpeOeaaxsrop 14.3 4

10 ‘OsinglefcellOandOsinglefnucleusORN‘fseqOtoolboxOforOfreshOandOfrozenOhumanOtumors 3

9 ‘OCapsidlessOVirusOIsOfEncapsidatedObyOaO’isegmentedO’otybirnavirusggOJournaloofoVirologyeO2022eOeiilspll6.6 2
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8 FirstODraftOGenomeOofOtheOSableeOMartesOzibellinagOGenomeoBiologyoandoEvolutioneO2020eOkleOosfpo 3.9 1

7 ’iologyfinspiredOdatafdrivenOqualityOcontrolOforOscientificOdiscoveryOinOsinglefcellOtranscriptomics 1

6 ProbertO‘OgeneralOtoolkitOforOanalyzingOsequencingfbasedOâ��toeprintingâ��Oassays 1

5 TheOKnownOUnknownsOofOtheOImmuneOResponseOtogOJournaloofoFungioyBasel,oSwitzerlandzeO2021eOqeO 5.6 1

4 IntrinsicOandOextrinsicOregulationOofOhumanOfetalOboneOmarrowOhaematopoiesisOandOperturbationsOinO
DownOsyndrome 1

3 ComparativeOTranscriptomeO‘nalysisORevealsOPutativeOGenesOResponsibleOforOHighOTheacrineO
ContentOinOKuchaOaCamelliaOkuchaOaChangOetOWangbOChangbgOTropicaloPlantoBiologyeO2021eOkneOrlfsl 1.6 1

2 IntroSpecttOmotiffguidedOimmunopeptidomeOdatabaseObuildingOtoolOtoOimproveOtheOsensitivityOofO
HL‘ObindingOpeptideOidentification 1

1 GenomeOprofilesOofOpathologistfdefinedOcellOclustersObyOmultiregionalOLCMOandOGVTfseqOinOoneO
triplefnegativeObreastOcancerOpatientgOCelloReportsoMedicineeO2021eOleOkiinin 18 0
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