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h Paper IF Citations

96 TheNzarthNwioGenomeNProjectNgegeoNStartingNtheNclockccNProceedingsiofitheiNationaliAcademyiofi
SciencesiofitheiUnitediStatesiofiAmericaaN2022aNffnaN 11.5 15

95 TheNHumanNPangenomeNProjectoNaNglobalNresourceNtoNmapNgenomicNdiversityccNNatureaN2022aNkeiaNihlbiik50.4 7

94 PangenomicsNenablesNgenotypingNofNknownNstructuralNvariantsNinNjgegNdiverseNgenomesccNScienceaN
2021aNhliaNabgmmlf 33.3 11

93 PicroscopeoNlowbcostNsystemNforNsimultaneousNlongitudinalNbiologicalNimagingcNCommunicationsi
BiologyaN2021aNiaNfgkf 6.7 2

92 GviGHoNInternationalNpoliciesNandNstandardsNforNdataNsharingNacrossNgenomicNresearchNandN
healthcareccNCelliGenomicsaN2021aNfaNfeeegnbfeeegn 20

91 TheNUxSxNGenomeNwrowserNdatabaseoNgeggNupdatecNNucleiciAcidsiResearchaN2021aN 20.1 15

90 PositiveNselectionNinNnoncodingNgenomicNregionsNofNvocalNlearningNbirdsNisNassociatedNwithNgenesN
implicatedNinNvocalNlearningNandNspeechNfunctionsNinNhumanscNGenomeiResearchaN2021aNhfaNgehjbgein 9.7 1

89 TheNcaseNforNusingNmappedNexonicNnonbduplicateNreadsNwhenNreportingNRNvbsequencingNdepthoN
examplesNfromNpediatricNcancerNdatasetscNGigaScienceaN2021aNfeaN 7.6 1

88 vNnewNSvRSbxoVbgNlineageNthatNsharesNmutationsNwithNknownNVariantsNofNxoncernNisNrejectedNbyN
automatedNsequenceNrepositoryNqualityNcontrolN2021aN 1

87 vNdailybupdatedNdatabaseNandNtoolsNforNcomprehensiveNSvRSbxoVbgNmutationbannotatedNtreesN2021
aN 4

86 TowardsNcompleteNandNerrorbfreeNgenomeNassembliesNofNallNvertebrateNspeciescNNatureaN2021aNjngaNlhlblik50.4 161

85 xancerNmicroenvironmentNandNgenomicsoNevolutionNinNprocesscNClinicaliandiExperimentaliMetastasisaN
2021aNf 4.7 2

84 UltrafastNSampleNplacementNonNzxistingNtReesNWUShzRXNenablesNrealbtimeNphylogeneticsNforNtheN
SvRSbxoVbgNpandemiccNNatureiGeneticsaN2021aNjhaNmenbmfk 36.3 58

83 TheNUxSxNGenomeNwrowserNdatabaseoNgegfNupdatecNNucleiciAcidsiResearchaN2021aNinaNyfeikbyfejl 20.1 106

82 LowNcostNcloudNbasedNremoteNmicroscopyNforNbiologicalNsciencescNInternetiofiThingsisNetherlandstaN
2021aNfeeiji 6.9 2

81 vNyailybUpdatedNyatabaseNandNToolsNforNxomprehensiveNSvRSbxoVbgNMutationbvnnotatedNTreescN
MoleculariBiologyiandiEvolutionaN2021aNhmaNjmfnbjmgi 8.3 12

80 IdentificationNofNaNdifferentiationNstallNinNepithelialNmesenchymalNtransitionNinNhistoneNHhbmutantN
diffuseNmidlineNgliomacNGigaScienceaN2020aNnaN 7.6 1
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79 NanoporeNsequencingNandNtheNShastaNtoolkitNenableNefficientNdeNnovoNassemblyNofNelevenNhumanN
genomescNNatureiBiotechnologyaN2020aNhmaNfeiibfejh 44.5 143

78 NeuromorphicNxlosedbLoopNxontrolNofNaNFlexibleNModularNRobotNbyNaNSimulatedNSpikingNxentralN
PatternNGeneratorN2020aN 3

77 vNuserNguideNforNtheNonlineNexplorationNandNvisualizationNofNPxvWGNdatacNNatureiCommunicationsaN
2020aNffaNhiee 17.4 7

76 StabilityNofNSvRSbxoVbgNphylogeniescNPLoSiGeneticsaN2020aNfkaNefeenflj 6 43

75 SpikingNneuralNstateNmachineNforNgaitNfrequencyNentrainmentNinNaNflexibleNmodularNrobotcNPLoSiONEaN
2020aNfjaNeegiegkl 3.7 2

74 wlockchainbvuthenticatedNSharingNofNGenomicNandNxlinicalNOutcomesNyataNofNPatientsNWithNxanceroN
vNProspectiveNxohortNStudycNJournaliofiMedicaliInternetiResearchaN2020aNggaNefkmfe 7.6 12

73 VisualizingNandNinterpretingNcancerNgenomicsNdataNviaNtheNXenaNplatformcNNatureiBiotechnologyaN
2020aNhmaNkljbklm 44.5 676

72 ProTzxTbPredictionNofNTbxellNzpitopesNforNxancerNTherapycNFrontiersiiniImmunologyaN2020aNffaNimhgnk 8.4 5

71 ProgressiveNxactusNisNaNmultiplebgenomeNalignerNforNtheNthousandbgenomeNeracNNatureaN2020aNjmlaNgikbgjf50.4 53

70 yenseNsamplingNofNbirdNdiversityNincreasesNpowerNofNcomparativeNgenomicscNNatureaN2020aNjmlaNgjgbgjl 50.4 89

69 TheNUxSxNSvRSbxoVbgNGenomeNwrowsercNNatureiGeneticsaN2020aNjgaNnnfbnnm 36.3 44

68 HydraoNvNmixtureNmodelingNframeworkNforNsubtypingNpediatricNcancerNcohortsNusingNmultimodalN
geneNexpressionNsignaturescNPLoSiComputationaliBiologyaN2020aNfkaNefeelljh 5 1

67 HydraoNvNmixtureNmodelingNframeworkNforNsubtypingNpediatricNcancerNcohortsNusingNmultimodalN
geneNexpressionNsignaturesN2020aNfkaNefeelljh

66 HydraoNvNmixtureNmodelingNframeworkNforNsubtypingNpediatricNcancerNcohortsNusingNmultimodalN
geneNexpressionNsignaturesN2020aNfkaNefeelljh

65 HydraoNvNmixtureNmodelingNframeworkNforNsubtypingNpediatricNcancerNcohortsNusingNmultimodalN
geneNexpressionNsignaturesN2020aNfkaNefeelljh

64 SpikingNneuralNstateNmachineNforNgaitNfrequencyNentrainmentNinNaNflexibleNmodularNrobotN2020aNfjaNeegiegkl

63 SpikingNneuralNstateNmachineNforNgaitNfrequencyNentrainmentNinNaNflexibleNmodularNrobotN2020aNfjaNeegiegkl

62 SpikingNneuralNstateNmachineNforNgaitNfrequencyNentrainmentNinNaNflexibleNmodularNrobotN2020aNfjaNeegiegkl
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61 SpikingNneuralNstateNmachineNforNgaitNfrequencyNentrainmentNinNaNflexibleNmodularNrobotN2020aNfjaNeegiegkl

60 warriersNtoNaccessingNpublicNcancerNgenomicNdatacNScientificiDataaN2019aNkaNnm 8.2 13

59 FederatedNdiscoveryNandNsharingNofNgenomicNdataNusingNweaconscNNatureiBiotechnologyaN2019aNhlaNggebggi44.5 42

58 zstablishingNxerebralNOrganoidsNasNModelsNofNHumanbSpecificNwrainNzvolutioncNCellaN2019aNflkaNlihbljkcefl56.2 217

57 xomparativeNTumorNRNvNSequencingNvnalysisNforNyifficultbtobTreatNPediatricNandNYoungNvdultN
PatientsNWithNxancercNJAMAiNetworkiOpenaN2019aNgaNefnfhnkm 10.4 22

56 GenomicNProfilingNofNxhildhoodNTumorNPatientbyerivedNXenograftNModelsNtoNznableNRationalN
xlinicalNTrialNyesigncNCelliReportsaN2019aNgnaNfkljbfkmncen 10.6 51

55 TheNUxSxNGenomeNwrowserNdatabaseoNgefnNupdatecNNucleiciAcidsiResearchaN2019aNilaNymjhbymjm 20.1 456

54 StructurallyNxonservedNPrimateNLncRNvsNvreNTransientlyNzxpressedNduringNHumanNxorticalN
yifferentiationNandNInfluenceNxellbTypebSpecificNGenescNStemiCelliReportsaN2019aNfgaNgijbgjl 8 28

53 zarthNwioGenomeNProjectoNSequencingNlifeNforNtheNfutureNofNlifecNProceedingsiofitheiNationali
AcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2018aNffjaNihgjbihhh 11.5 334

52 vNRecurrentNMutationNinNvnaplasticNLymphomaNKinaseNwithNyistinctNNeoepitopeNxonformationscN
FrontiersiiniImmunologyaN2018aNnaNnn 8.4 16

51 HighbresolutionNcomparativeNanalysisNofNgreatNapeNgenomescNScienceaN2018aNhkeaN 33.3 178

50 xomparativeNvnnotationNToolkitNWxvTXbsimultaneousNcladeNandNpersonalNgenomeNannotationcN
GenomeiResearchaN2018aNgmaNfegnbfehm 9.7 33

49 xombiningNaccurateNtumorNgenomeNsimulationNwithNcrowdsourcingNtoNbenchmarkNsomaticN
structuralNvariantNdetectioncNGenomeiBiologyaN2018aNfnaNfmm 18.3 29

48 wRxvNxhallengeoNwRxvNzxchangeNasNaNglobalNresourceNforNvariantsNinNwRxvfNandNwRxvgcNPLoSi
GeneticsaN2018aNfiaNefeelljg 6 90

47 HumanbSpecificNNOTxHgNLNGenesNvffectNNotchNSignalingNandNxorticalNNeurogenesiscNCellaN2018aN
flhaNfhjkbfhkncegg 56.2 217

46 ToilNenablesNreproducibleaNopenNsourceaNbigNbiomedicalNdataNanalysescNNatureiBiotechnologyaN2017aN
hjaNhfibhfk 44.5 387

45 TumorMapoNzxploringNtheNMolecularNSimilaritiesNofNxancerNSamplesNinNanNInteractiveNPortalcNCanceri
ResearchaN2017aNllaNefffbeffi 10.1 43

44 RepresentingNandNdecomposingNgenomicNstructuralNvariantsNasNbalancedNintegerNflowsNonNsequenceN
graphscNBMCiBioinformaticsaN2016aNflaNiee 3.6 6
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43 TheNUxSxNGenomeNwrowserNdatabaseoNgefkNupdatecNNucleiciAcidsiResearchaN2016aNiiaNylflbgj 20.1 317

42 UxSxNyataNIntegratorNandNVariantNvnnotationNIntegratorcNBioinformaticsaN2016aNhgaNfihebg 7.2 38

41 LongbreadNsequenceNassemblyNofNtheNgorillaNgenomecNScienceaN2016aNhjgaNaaeehii 33.3 282

40 xhromosomebscaleNshotgunNassemblyNusingNanNinNvitroNmethodNforNlongbrangeNlinkagecNGenomei
ResearchaN2016aNgkaNhigbje 9.7 415

39 TheNUxSxNxancerNGenomicsNwrowseroNupdateNgefjcNNucleiciAcidsiResearchaN2015aNihaNymfgbl 20.1 223

38 TheNNIHNwygKNcenterNforNbigNdataNinNtranslationalNgenomicscNJournaliofitheiAmericaniMedicali
InformaticsiAssociation:iJAMIAaN2015aNggaNffihbl 8.6 24

37 FeatherNdevelopmentNgenesNandNassociatedNregulatoryNinnovationNpredateNtheNoriginNofNyinosauriacN
MoleculariBiologyiandiEvolutionaN2015aNhgaNghbm 8.3 42

36 TheNUxSxNGenomeNwrowserNdatabaseoNgefjNupdatecNNucleiciAcidsiResearchaN2015aNihaNyklebmf 20.1 712

35 xombiningNtumorNgenomeNsimulationNwithNcrowdsourcingNtoNbenchmarkNsomaticN
singlebnucleotidebvariantNdetectioncNNatureiMethodsaN2015aNfgaNkghbhe 21.6 201

34 NavigatingNprotectedNgenomicsNdataNwithNUxSxNGenomeNwrowserNinNaNwoxcNBioinformaticsaN2015aNhfaNlkibk7.2 33

33 wuildingNaNpanbgenomeNreferenceNforNaNpopulationcNJournaliofiComputationaliBiologyaN2015aNggaNhmlbief 1.7 41

32 xomparativeNassemblyNhubsoNwebbaccessibleNbrowsersNforNcomparativeNgenomicscNBioinformaticsaN
2014aNheaNhgnhbhef 7.2 22

31 vnNevolutionaryNarmsNraceNbetweenNKRvwNzincbfingerNgenesNZNFnfdnhNandNSVvdLfN
retrotransposonscNNatureaN2014aNjfkaNgigbj 50.4 281

30 RvyIvoNRNvNandNyNvNintegratedNanalysisNforNsomaticNmutationNdetectioncNPLoSiONEaN2014aNnaNefffjfk 3.7 59

29 vlignathonoNaNcompetitiveNassessmentNofNwholebgenomeNalignmentNmethodscNGenomeiResearchaN
2014aNgiaNgellbmn 9.7 74

28 ThreeNcrocodilianNgenomesNrevealNancestralNpatternsNofNevolutionNamongNarchosaurscNScienceaN2014aN
hikaNfgjiiin 33.3 231

27 WholebgenomeNanalysesNresolveNearlyNbranchesNinNtheNtreeNofNlifeNofNmodernNbirdscNScienceaN2014aN
hikaNfhgebhf 33.3 1182

26 xomparativeNgenomicsNrevealsNinsightsNintoNavianNgenomeNevolutionNandNadaptationcNScienceaN2014aN
hikaNfhffbge 33.3 628
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25 TheNbirdsNofNGenomefeKcNGigaScienceaN2014aNhaNhg 7.6 6

24 TheNxancerNGenomicsNHubNWxGHubXoNovercomingNcancerNthroughNtheNpowerNofNtorrentialNdatacN
Database:itheiJournaliofiBiologicaliDatabasesiandiCurationaN2014aNgefiaN 5 115

23 vssemblathonNgoNevaluatingNdeNnovoNmethodsNofNgenomeNassemblyNinNthreeNvertebrateNspeciescN
GigaScienceaN2013aNgaNfe 7.6 461

22 HvLoNaNhierarchicalNformatNforNstoringNandNanalyzingNmultipleNgenomeNalignmentscNBioinformaticsaN
2013aNgnaNfhifbg 7.2 78

21 GzNxOyzoNtheNreferenceNhumanNgenomeNannotationNforNTheNzNxOyzNProjectcNGenomeiResearchaN
2012aNggaNflkebli 9.7 3142

20 xactusNgraphsNforNgenomeNcomparisonscNJournaliofiComputationaliBiologyaN2011aNfmaNiknbmf 1.7 66

19 xomparativeNandNdemographicNanalysisNofNorangbutanNgenomescNNatureaN2011aNiknaNjgnbhh 50.4 431

18 TheNHumanNzpigenomeNwrowserNatNWashingtonNUniversitycNNatureiMethodsaN2011aNmaNnmnbne 21.6 240

17 xactusoNvlgorithmsNforNgenomeNmultipleNsequenceNalignmentcNGenomeiResearchaN2011aNgfaNfjfgbgm 9.7 170

16 UsingNnativeNandNsyntenicallyNmappedNcyNvNalignmentsNtoNimproveNdeNnovoNgeneNfindingcN
BioinformaticsaN2008aNgiaNkhlbii 7.2 871

15 xomparativeNgenomicsNsearchNforNlossesNofNlongbestablishedNgenesNonNtheNhumanNlineagecNPLoSi
ComputationaliBiologyaN2007aNhaNegil 5 93

14 yetectingNtheNxoevolutionNinNandNamongNProteinNyomainscNPLoSiComputationaliBiologyaN2005aN
preprintaNegff 5 1

13 vligningNmultipleNgenomicNsequencesNwithNtheNthreadedNblocksetNalignercNGenomeiResearchaN2004aN
fiaNlembfj 9.7 1006

12 HumanbmouseNalignmentsNwithNwLvSTZcNGenomeiResearchaN2003aNfhaNfehbl 9.7 920

11 zvolutionVsNcauldronoNduplicationaNdeletionaNandNrearrangementNinNtheNmouseNandNhumanNgenomescN
ProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2003aNfeeaNffimibn 11.5 624

10 InitialNsequencingNandNcomparativeNanalysisNofNtheNmouseNgenomecNNatureaN2002aNigeaNjgebkg 50.4 5376

9 TheNhumanNgenomeNbrowserNatNUxSxcNGenomeiResearchaN2002aNfgaNnnkbfeek 9.7 5840

8 RapidNdiscriminationNamongNindividualNyNvNhairpinNmoleculesNatNsinglebnucleotideNresolutionNusingN
anNionNchannelcNNatureiBiotechnologyaN2001aNfnaNgimbjg 44.5 350
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7 InitialNsequencingNandNanalysisNofNtheNhumanNgenomecNNatureaN2001aNienaNmkebngf 50.4 17366

6 TheNHumanNzpigenomeNwrowserNatNWashingtonNUniversity 1

5 xomparativeNvnnotationNToolkitNWxvTXNbNsimultaneousNcladeNandNpersonalNgenomeNannotation 7

4 zfficientNdeNnovoNassemblyNofNelevenNhumanNgenomesNusingNPromethIONNsequencingNandNaNnovelN
nanoporeNtoolkit 29

3 ProgressiveNalignmentNwithNxactusoNaNmultiplebgenomeNalignerNforNtheNthousandbgenomeNera 15

2 PandemicbScaleNPhylogenomicsNRevealsNzlevatedNRecombinationNRatesNinNtheNSvRSbxoVbgNSpikeNRegion 16

1 vutomatedNassemblyNofNhighbqualityNdiploidNhumanNreferenceNgenomes 3
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