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100 xomprehensiveNmolecularNportraitsNofNhumanNbreastNtumourscNNatureaN2012aNineaNkfble 50.4 8025

99 vNmapNofNhumanNgenomeNvariationNfromNpopulationbscaleNsequencingcNNatureaN2010aNiklaNfekfblh 50.4 6142

98 vnNintegratedNmapNofNgeneticNvariationNfromNfaengNhumanNgenomescNNatureaN2012aNinfaNjkbkj 50.4 6049

97 xomprehensiveNgenomicNcharacterizationNdefinesNhumanNglioblastomaNgenesNandNcoreNpathwayscN
NatureaN2008aNijjaNfekfbm 50.4 5669

96 IntegratedNgenomicNanalysesNofNovarianNcarcinomacNNatureaN2011aNiliaNkenbfj 50.4 5210

95 xomprehensiveNmolecularNcharacterizationNofNgastricNadenocarcinomacNNatureaN2014aNjfhaNgegbn 50.4 3659

94 xomprehensiveNmolecularNprofilingNofNlungNadenocarcinomacNNatureaN2014aNjffaNjihbje 50.4 3310

93 GenomicNandNepigenomicNlandscapesNofNadultNdeNnovoNacuteNmyeloidNleukemiacNNewoEnglando
JournaloofoMedicineaN2013aNhkmaNgejnbli 59.2 3137

92 VarScanNgoNsomaticNmutationNandNcopyNnumberNalterationNdiscoveryNinNcancerNbyNexomeNsequencingcN
GenomeoResearchaN2012aNggaNjkmblk 9.7 2895

91 MutationalNlandscapeNandNsignificanceNacrossNfgNmajorNcancerNtypescNNatureaN2013aNjegaNhhhbhhn 50.4 2803

90 IntegratedNgenomicNcharacterizationNofNendometrialNcarcinomacNNatureaN2013aNinlaNklblh 50.4 2800

89 SomaticNmutationsNaffectNkeyNpathwaysNinNlungNadenocarcinomacNNatureaN2008aNijjaNfeknblj 50.4 2280

88 RecurringNmutationsNfoundNbyNsequencingNanNacuteNmyeloidNleukemiaNgenomecNNewoEnglando
JournaloofoMedicineaN2009aNhkfaNfejmbkk 59.2 1765

87 xlonalNevolutionNinNrelapsedNacuteNmyeloidNleukaemiaNrevealedNbyNwholebgenomeNsequencingcN
NatureaN2012aNimfaNjekbfe 50.4 1511

86 yNMThvNmutationsNinNacuteNmyeloidNleukemiacNNewoEnglandoJournaloofoMedicineaN2010aNhkhaNgigibhh 59.2 1486

85 TheNoriginNandNevolutionNofNmutationsNinNacuteNmyeloidNleukemiacNCellaN2012aNfjeaNgkiblm 56.2 1143

84 vgebrelatedNmutationsNassociatedNwithNclonalNhematopoieticNexpansionNandNmalignanciescNNatureo
MedicineaN2014aNgeaNfilgbm 50.5 1125
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83 vnNIntegratedNTxGvNPanbxancerNxlinicalNyataNResourceNtoNyriveNHighbQualityNSurvivalNOutcomeN
vnalyticscNCellaN2018aNflhaNieebifkceff 56.2 1072

82 yNvNsequencingNofNaNcytogeneticallyNnormalNacuteNmyeloidNleukaemiaNgenomecNNatureaN2008aNijkaNkkblg50.4 1064

81 wreakyanceroNanNalgorithmNforNhighbresolutionNmappingNofNgenomicNstructuralNvariationcNNatureo
MethodsaN2009aNkaNkllbmf 21.6 1062

80 xomprehensiveNMolecularNPortraitsNofNInvasiveNLobularNwreastNxancercNCellaN2015aNfkhaNjekbfn 56.2 1055

79 ProteogenomicsNconnectsNsomaticNmutationsNtoNsignallingNinNbreastNcancercNNatureaN2016aNjhiaNjjbkg 50.4 938

78 MultiplatformNanalysisNofNfgNcancerNtypesNrevealsNmolecularNclassificationNwithinNandNacrossNtissuesN
ofNorigincNCellaN2014aNfjmaNngnbnii 56.2 935

77 GenomeNremodellingNinNaNbasalblikeNbreastNcancerNmetastasisNandNxenograftcNNatureaN2010aNikiaNnnnbfeej50.4 935

76 VarScanoNvariantNdetectionNinNmassivelyNparallelNsequencingNofNindividualNandNpooledNsamplescN
BioinformaticsaN2009aNgjaNggmhbj 7.2 890

75 xellbofbOriginNPatternsNyominateNtheNMolecularNxlassificationNofNfeaeeeNTumorsNfromNhhNTypesNofN
xancercNCellaN2018aNflhaNgnfbheicek 56.2 888

74 xomprehensiveNxharacterizationNofNxancerNyriverNGenesNandNMutationscNCellaN2018aNflhaNhlfbhmjcefm 56.2 854

73 WholebgenomeNanalysisNinformsNbreastNcancerNresponseNtoNaromataseNinhibitioncNNatureaN2012aNimkaNhjhbke50.4 793

72 xlonalNarchitectureNofNsecondaryNacuteNmyeloidNleukemiacNNewoEnglandoJournaloofoMedicineaN2012aN
hkkaNfenebm 59.2 582

71 MachineNLearningNIdentifiesNStemnessNβeaturesNvssociatedNwithNOncogenicNyedifferentiationcNCellaN
2018aNflhaNhhmbhjicefj 56.2 560

70 PanbcancerNnetworkNanalysisNidentifiesNcombinationsNofNrareNsomaticNmutationsNacrossNpathwaysN
andNproteinNcomplexescNNatureoGeneticsaN2015aNilaNfekbfi 36.3 547

69 xomprehensiveNandNIntegratedNGenomicNxharacterizationNofNvdultNSoftNTissueNSarcomascNCellaN2017aN
flfaNnjebnkjcegm 56.2 451

68 RecurrentNyNMThvNmutationsNinNpatientsNwithNmyelodysplasticNsyndromescNLeukemiaaN2011aNgjaNffjhbm 10.7 419

67 RecurrentNmutationsNinNtheNUgvβfNsplicingNfactorNinNmyelodysplasticNsyndromescNNatureoGeneticsaN
2011aNiiaNjhbl 36.3 408

66 GenomicNandNMolecularNLandscapeNofNyNvNyamageNRepairNyeficiencyNacrossNTheNxancerNGenomeN
vtlascNCelloReportsaN2018aNghaNghnbgjicek 10.6 405
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65 GenomicNandNβunctionalNvpproachesNtoNUnderstandingNxancerNvneuploidycNCanceroCellaN2018aNhhaNklkbkmnceh24.3 377

64 SpatialNOrganizationNandNMolecularNxorrelationNofNTumorbInfiltratingNLymphocytesNUsingNyeepN
LearningNonNPathologyNImagescNCelloReportsaN2018aNghaNfmfbfnhcel 10.6 366

63 PathogenicNGermlineNVariantsNinNfeahmnNvdultNxancerscNCellaN2018aNflhaNhjjbhlecefi 56.2 342

62 MSIsensoroNmicrosatelliteNinstabilityNdetectionNusingNpairedNtumorbnormalNsequenceNdatacN
BioinformaticsaN2014aNheaNfefjbk 7.2 341

61 xomprehensiveNvnalysisNofNvlternativeNSplicingNvcrossNTumorsNfromNmalejNPatientscNCanceroCellaN
2018aNhiaNgffbggicek 24.3 327

60 ScalableNOpenNScienceNvpproachNforNMutationNxallingNofNTumorNzxomesNUsingNMultipleNGenomicN
PipelinescNCelloSystemsaN2018aNkaNglfbgmfcel 10.6 320

59 xomparisonNofNgenomeNdegradationNinNParatyphiNvNandNTyphiaNhumanbrestrictedNserovarsNofN
SalmonellaNentericaNthatNcauseNtyphoidcNNatureoGeneticsaN2004aNhkaNfgkmbli 36.3 308

58 xbterminalNtruncationsNinNhumanNhUbjUNyNvNexonucleaseNTRzXfNcauseNautosomalNdominantNretinalN
vasculopathyNwithNcerebralNleukodystrophycNNatureoGeneticsaN2007aNhnaNfekmble 36.3 307

57 TheNxancerNGenomeNvtlasNxomprehensiveNMolecularNxharacterizationNofNRenalNxellNxarcinomacNCello
ReportsaN2018aNghaNhfhbhgkcej 10.6 295

56 lncRNvNzpigeneticNLandscapeNvnalysisNIdentifiesNzPIxfNasNanNOncogenicNlncRNvNthatNInteractsNwithN
MYxNandNPromotesNxellbxycleNProgressionNinNxancercNCanceroCellaN2018aNhhaNlekblgecen 24.3 275

55 SMNgNspliceNmodulatorsNenhanceNUfbprebmRNvNassociationNandNrescueNSMvNmicecNNatureoChemicalo
BiologyaN2015aNffaNjffbl 11.7 253

54 IntegrativeNGenomicNvnalysisNofNxholangiocarcinomaNIdentifiesNyistinctNIyHbMutantNMolecularN
ProfilescNCelloReportsaN2017aNfmaNglmebglni 10.6 247

53 yriverNβusionsNandNTheirNImplicationsNinNtheNyevelopmentNandNTreatmentNofNHumanNxancerscNCello
ReportsaN2018aNghaNgglbghmceh 10.6 235

52 xomparativeNMolecularNvnalysisNofNGastrointestinalNvdenocarcinomascNCanceroCellaN2018aNhhaNlgfblhjcem 24.3 228

51 xlonalNdiversityNofNrecurrentlyNmutatedNgenesNinNmyelodysplasticNsyndromescNLeukemiaaN2013aNglaNfgljbmg10.7 219

50 vcquiredNcopyNnumberNalterationsNinNadultNacuteNmyeloidNleukemiaNgenomescNProceedingsoofotheo
NationaloAcademyoofoSciencesoofotheoUnitedoStatesoofoAmericaaN2009aNfekaNfgnjebj 11.5 209

49 IntegratedNanalysisNofNgermlineNandNsomaticNvariantsNinNovarianNcancercNNatureoCommunicationsaN
2014aNjaNhfjk 17.4 199

48 SomaticNMutationalNLandscapeNofNSplicingNβactorNGenesNandNTheirNβunctionalNxonsequencesNacrossN
hhNxancerNTypescNCelloReportsaN2018aNghaNgmgbgnkcei 10.6 188
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47 NovelNMzKfNmutationNidentifiedNbyNmutationalNanalysisNofNepidermalNgrowthNfactorNreceptorN
signalingNpathwayNgenesNinNlungNadenocarcinomacNCanceroResearchaN2008aNkmaNjjgibm 10.1 185

46 PatternsNandNfunctionalNimplicationsNofNrareNgermlineNvariantsNacrossNfgNcancerNtypescNNatureo
CommunicationsaN2015aNkaNfeemk 17.4 170

45 PerspectiveNonNOncogenicNProcessesNatNtheNzndNofNtheNweginningNofNxancerNGenomicscNCellaN2018aN
flhaNhejbhgecefe 56.2 166

44 SomaticNmutationsNandNgermlineNsequenceNvariantsNinNtheNexpressedNtyrosineNkinaseNgenesNofN
patientsNwithNdeNnovoNacuteNmyeloidNleukemiacNBloodaN2008aNfffaNilnlbmem 2.2 166

43 PanbcancerNvlterationsNofNtheNMYxNOncogeneNandNItsNProximalNNetworkNacrossNtheNxancerNGenomeN
vtlascNCelloSystemsaN2018aNkaNgmgbheeceg 10.6 159

42 xlinicalNandNmolecularNdelineationNofNtheNflqgfchfNmicrodeletionNsyndromecNJournaloofoMedicalo
GeneticsaN2008aNijaNlfebge 5.8 156

41 xomprehensiveNMolecularNxharacterizationNofNtheNHippoNSignalingNPathwayNinNxancercNCelloReportsaN
2018aNgjaNfheibfhflcej 10.6 152

40 PanbxancerNvnalysisNofNlncRNvNRegulationNSupportsNTheirNTargetingNofNxancerNGenesNinNzachNTumorN
xontextcNCelloReportsaN2018aNghaNgnlbhfgcefg 10.6 147

39 vNPanbxancerNvnalysisNofNznhancerNzxpressionNinNNearlyNneeeNPatientNSamplescNCellaN2018aNflhaNhmkbhnncefg56.2 133

38 IdentificationNofNaNnovelNTPjhNcancerNsusceptibilityNmutationNthroughNwholebgenomeNsequencingNofN
aNpatientNwithNtherapybrelatedNvMLcNJAMAo-oJournaloofotheoAmericanoMedicaloAssociationaN2011aNhejaNfjkmblk27.4 125

37 SystematicNvnalysisNofNSplicebSitebxreatingNMutationsNinNxancercNCelloReportsaN2018aNghaNglebgmfceh 10.6 121

36 MolecularNxharacterizationNandNxlinicalNRelevanceNofNMetabolicNzxpressionNSubtypesNinNHumanN
xancerscNCelloReportsaN2018aNghaNgjjbgkncei 10.6 112

35 IdentificationNofNaNpanbcancerNoncogenicNmicroRNvNsuperfamilyNanchoredNbyNaNcentralNcoreNseedN
motifcNNatureoCommunicationsaN2013aNiaNglhe 17.4 91

34 ProteinbstructurebguidedNdiscoveryNofNfunctionalNmutationsNacrossNfnNcancerNtypescNNatureoGeneticsaN
2016aNimaNmglbhl 36.3 88

33 vNPanbxancerNvnalysisNRevealsNHighbβrequencyNGeneticNvlterationsNinNMediatorsNofNSignalingNbyNtheN
TGβb˛†NSuperfamilycNCelloSystemsaN2018aNlaNiggbihlcel 10.6 85

32 SequencingNaNmouseNacuteNpromyelocyticNleukemiaNgenomeNrevealsNgeneticNeventsNrelevantNforN
diseaseNprogressioncNJournaloofoClinicaloInvestigationaN2011aNfgfaNfiijbjj 15.9 82

31 vnNvnalysisNofNtheNSensitivityNofNProteogenomicNMappingNofNSomaticNMutationsNandNNovelNSplicingN
zventsNinNxancercNMolecularoandoCellularoProteomicsaN2016aNfjaNfekeblf 7.6 80

30 ProteogenomicNintegrationNrevealsNtherapeuticNtargetsNinNbreastNcancerNxenograftscNNatureo
CommunicationsaN2017aNmaNfimki 17.4 78
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29 SomaticNneurofibromatosisNtypeNfNVNβfWNinactivationNcharacterizesNNβfbassociatedNpilocyticN
astrocytomacNGenomeoResearchaN2013aNghaNihfbn 9.7 77

28 yistinctNpatternsNofNmutationsNoccurringNinNdeNnovoNvMLNversusNvMLNarisingNinNtheNsettingNofNsevereN
congenitalNneutropeniacNBloodaN2007aNffeaNfkimbjj 2.2 77

27 IdentificationNofNsomaticNJvKfNmutationsNinNpatientsNwithNacuteNmyeloidNleukemiacNBloodaN2008aNfffaNimenbfg2.2 75

26 MutationalNanalysisNofNzGβRNandNrelatedNsignalingNpathwayNgenesNinNlungNadenocarcinomasN
identifiesNaNnovelNsomaticNkinaseNdomainNmutationNinNβGβRicNPLoSoONEaN2007aNgaNeigk 3.7 73

25
ReducedNPUcfNexpressionNcausesNmyeloidNprogenitorNexpansionNandNincreasedNleukemiaNpenetranceN
inNmiceNexpressingNPMLbRvRalphacNProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedo
StatesoofoAmericaaN2005aNfegaNfgjfhbm

11.5 73

24 MachineNLearningNyetectsNPanbcancerNRasNPathwayNvctivationNinNTheNxancerNGenomeNvtlascNCello
ReportsaN2018aNghaNflgbfmeceh 10.6 66

23 PolyScanoNanNautomaticNindelNandNSNPNdetectionNapproachNtoNtheNanalysisNofNhumanNresequencingN
datacNGenomeoResearchaN2007aNflaNkjnbkk 9.7 66

22 SystematicNdiscoveryNofNcomplexNinsertionsNandNdeletionsNinNhumanNcancerscNNatureoMedicineaN2016aN
ggaNnlbfei 50.5 62

21 GenerationNandNannotationNofNtheNyNvNsequencesNofNhumanNchromosomesNgNandNicNNatureaN2005aN
ihiaNlgibhf 50.4 61

20 GenomeNModelingNSystemoNvNKnowledgeNManagementNPlatformNforNGenomicscNPLoSoComputationalo
BiologyaN2015aNffaNefeeigli 5 59

19 IntegratedNGenomicNvnalysisNofNtheNUbiquitinNPathwayNacrossNxancerNTypescNCelloReportsaN2018aNghaNgfhbggkceh10.6 56

18
vNpilotNstudyNofNhighbthroughputaNsequencebbasedNmutationalNprofilingNofNprimaryNhumanNacuteN
myeloidNleukemiaNcellNgenomescNProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedo
StatesoofoAmericaaN2003aNfeeaNfigljbme

11.5 50

17 xMySoNaNpopulationbbasedNmethodNforNidentifyingNrecurrentNyNvNcopyNnumberNaberrationsNinN
cancerNfromNhighbresolutionNdatacNBioinformaticsaN2010aNgkaNikibn 7.2 49

16 RebsequencingNexpandsNourNunderstandingNofNtheNphenotypicNimpactNofNvariantsNatNGWvSNlocicNPLoSo
GeneticsaN2014aNfeaNefeeifil 6 42

15 wreastNxancerNNeoantigensNxanNInduceNxymNTbxellNResponsesNandNvntitumorNImmunitycNCancero
ImmunologyoResearchaN2017aNjaNjfkbjgh 12.5 40

14 xlonalNevolutionNrevealedNbyNwholeNgenomeNsequencingNinNaNcaseNofNprimaryNmyelofibrosisN
transformedNtoNsecondaryNacuteNmyeloidNleukemiacNLeukemiaaN2015aNgnaNmknblk 10.7 38

13 LowNfrequencyNofNtelomeraseNRNvNmutationsNamongNchildrenNwithNaplasticNanemiaNorN
myelodysplasticNsyndromecNJournaloofoPediatricoHematology/OncologyaN2006aNgmaNijebh 1.2 25

12 xaspasebnNisNrequiredNforNnormalNhematopoieticNdevelopmentNandNprotectionNfromN
alkylatorbinducedNyNvNdamageNinNmicecNBloodaN2014aNfgiaNhmmlbnj 2.2 18
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11 wreakTransoNuncoveringNtheNgenomicNarchitectureNofNgeneNfusionscNGenomeoBiologyaN2013aNfiaNRml 18.3 18

10 xlinicalNoutcomesNandNdifferentialNeffectsNofNPIhKNpathwayNmutationNinNobeseNversusNnonbobeseN
patientsNwithNcervicalNcancercNOncotargetaN2018aNnaNiekfbielh 3.3 10

9 RetrospectiveNevaluationNofNwholeNexomeNandNgenomeNmutationNcallsNinNlikNcancerNsamplescN
NatureoCommunicationsaN2020aNffaNilim 17.4 10

8 OptimizedNpolyepitopeNneoantigenNyNvNvaccinesNelicitNneoantigenbspecificNimmuneNresponsesNinN
preclinicalNmodelsNandNinNclinicalNtranslationcNGenomeoMedicineaN2021aNfhaNjk 14.4 9

7 wreakPointNSurveyoroNaNpipelineNforNstructuralNvariantNvisualizationcNBioinformaticsaN2017aNhhaNhfgfbhfgg 7.2 5

6 PanbcancerNanalysisNofNsomaticNmutationsNacrossNgfNneuroendocrineNtumorNtypescNCelloResearchaN
2018aNgmaNkefbkei 24.7 3

5 xlonalNzvolutionNRevealedNbyNWholeNGenomeNSequencingNinNaNxaseNofNPrimaryNMyelofibrosisN
TransformedNtoNSecondaryNvcuteNMyeloidNLeukemiacNBloodaN2012aNfgeaNlekblek 2.2 1

4 HPVbzMoNanNaccurateNHPVNdetectionNandNgenotypingNzMNalgorithmcNScientificoReportsaN2020aNfeaNfihie 4.9 0

3 SomaticNmutationalNprofileNofNMerkelNcellNcarcinomaNtreatedNwithNimmuneNcheckpointNblockadeoN
PreliminaryNresultsNfromNaNplannedNmultiplatformNanalysisccNJournaloofoClinicaloOncologyaN2019aNhlaNegfekibegfeki2.2

2 yNvNSequencingNofNaNMurineNvcuteNPromyelocyticNLeukemiaNVvPLWNGenomeNUsingNNextNGenerationN
TechnologyccNBloodaN2009aNffiaNhnkjbhnkj 2.2

1 PersonalizedNyNvNneoantigenNvaccineNinNcombinationNwithNplasmidNILbfgNforNtheNtreatmentNofNaN
patientNwithNanaplasticNastrocytomaccNJournaloofoClinicaloOncologyaN2021aNhnaNefijkfbefijkf 2.2
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