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k Paper IF Citations

133 TranscriptionalNSilencingNofNConfersNaNäependencyNonNFanconiNynemiaNProteinsNinNycuteNMyeloidN
LeukemiafNCancermDiscoverydN2021dNiidNjkhhejkim 24.4 5

132 SLCmykedependentNmyoeinositolNauxotrophyNinNacuteNmyeloidNleukemiafNCancermDiscoverydN2021dN 24.4 6

131 SäGpeMediatedNHistoneNMethylationNandNRNyNProcessingNFunctionNinNtheNResponseNtoNNitrateN
SignalingfNPlantmPhysiologydN2020dNipjdNjimejjo 6.6 10

130 ComprehensiveNanalysisNofNstructuralNvariantsNinNbreastNcancerNgenomesNusingNsingleemoleculeN
sequencingfNGenomemResearchdN2020dNkhdNijmpeijok 9.7 25

129 FutureNPromisesNandNConcernsNofNUbiquitousNNexteGenerationNSequencingfNColdmSpringmHarborm
PerspectivesminmMedicinedN2019dNqdN 5.4 1

128 NexteGenerationNSequencingNTechnologiesfNColdmSpringmHarbormPerspectivesminmMedicinedN2019dNqdN 5.4 57

127 yNcomparativeNtranscriptionalNlandscapeNofNmaizeNandNsorghumNobtainedNbyNsingleemoleculeN
sequencingfNGenomemResearchdN2018dNjpdNqjieqkj 9.7 54

126
TemporalNtranscriptionalNlogicNofNdynamicNregulatoryNnetworksNunderlyingNnitrogenNsignalingNandN
useNinNplantsfNProceedingsmofmthemNationalmAcademymofmSciencesmofmthemUnitedmStatesmofmAmericadN2018dN
iimdNnlqlenlqq

11.5 83

125 ComplexNrearrangementsNandNoncogeneNamplificationsNrevealedNbyNlongereadNäNyNandNRNyN
sequencingNofNaNbreastNcancerNcellNlinefNGenomemResearchdN2018dNjpdNiijneiikm 9.7 74

124 SolutionePhaseNExomeNCapturefNColdmSpringmHarbormProtocolsdN2017dNjhiodNpdbfprothqlnph 1.2

123 ImprovedNmaizeNreferenceNgenomeNwithNsingleemoleculeNtechnologiesfNNaturedN2017dNmlndNmjlemjo 50.4 643

122 HybridNassemblyNwithNlongNandNshortNreadsNimprovesNdiscoveryNofNgeneNfamilyNexpansionsfNBMCm
GenomicsdN2017dNipdNmli 4.5 33

121 iäNGenomeNSequencingNonNtheNOxfordNNanoporeNMinIONfNCurrentmProtocolsminmHumanmGeneticsdN
2017dNqldNipfiifieipfiifil 3.2 3

120 ComingNofNagerNtenNyearsNofNnextegenerationNsequencingNtechnologiesfNNaturemReviewsmGeneticsdN
2016dNiodNkkkemi 30.1 2189

119 yNtrimmingeanderetrievingNalignmentNschemeNforNreducedNrepresentationNbisulfiteNsequencingfN
BioinformaticsdN2015dNkidNjhlhej 7.2 3

118 yssemblyNandNdiploidNarchitectureNofNanNindividualNhumanNgenomeNviaNsingleemoleculeN
technologiesfNNaturemMethodsdN2015dNijdNophen 21.6 383

117 OxfordNNanoporeNsequencingdNhybridNerrorNcorrectiondNandNdeNnovoNassemblyNofNaNeukaryoticN
genomefNGenomemResearchdN2015dNjmdNiomhen 9.7 257
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116 TheNhistoneNmethyltransferaseNSäGpNmediatesNtheNepigeneticNmodificationNofNlightNandNcarbonN
responsiveNgenesNinNplantsfNGenomemBiologydN2015dNindNoq 18.3 62

115 UnlockingNtheNtreasureNtroverNfromNgenesNtoNschizophreniaNbiologyfNSchizophreniamBulletindN2014dNlhdNlqjen1.3 13

114 TheNcontributionNofNdeNnovoNcodingNmutationsNtoNautismNspectrumNdisorderfNNaturedN2014dNmimdNjineji 50.4 1470

113 FamynnrNanNautomatedNvariantNannotationNpipelineNtoNfacilitateNtargetNdiscoveryNforNfamilyebasedN
sequencingNstudiesfNBioinformaticsdN2014dNkhdNiiomeiion 7.2 7

112 äeNnovoNmutationsNinNschizophreniaNimplicateNchromatinNremodelingNandNsupportNaNgeneticNoverlapN
withNautismNandNintellectualNdisabilityfNMolecularmPsychiatrydN2014dNiqdNnmjep 15.1 263

111 TwoNwavesNofNdeNnovoNmethylationNduringNmouseNgermNcellNdevelopmentfNGenesmandmDevelopmentdN
2014dNjpdNimlleq 12.6 89

110 SugarcaneNgenomeNsequencingNbyNmethylationNfiltrationNprovidesNtoolsNforNgenomicNresearchNinNtheN
genusNSaccharumfNPlantmJournaldN2014dNoqdNinjeoj 6.9 30

109 ohpNCommonNandNjhihNrareNäISCiNlocusNvariantsNidentifiedNinNimljNsubjectsrNanalysisNforNassociationN
withNpsychiatricNdisorderNandNcognitiveNtraitsfNMolecularmPsychiatrydN2014dNiqdNnnpeom 15.1 48

108 ValidationNandNassessmentNofNvariantNcallingNpipelinesNforNnextegenerationNsequencingfNHumanm
GenomicsdN2014dNpdNil 6.8 79

107 ErrorNcorrectionNandNassemblyNcomplexityNofNsingleNmoleculeNsequencingNreadsfN2014dN 59

106 NextegenerationNsequencingNofNendoscopicNbiopsiesNidentifiesNyRIäiyNasNaNtumoresuppressorNgeneN
inNzarrettVsNesophagusfNOncogenedN2014dNkkdNkloemo 9.2 71

105 WholeNgenomeNdeNnovoNassembliesNofNthreeNdivergentNstrainsNofNricedNOryzaNsativadNdocumentNnovelN
geneNspaceNofNausNandNindicafNGenomemBiologydN2014dNimdNmhn 18.3 168

104
ParallelNcomparisonNofNIlluminaNRNyeSeqNandNyffymetrixNmicroarrayNplatformsNonNtranscriptomicN
profilesNgeneratedNfromNmeazaedeoxyecytidineNtreatedNHTejqNcolonNcancerNcellsNandNsimulatedN
datasetsfNBMCmBioinformaticsdN2013dNilNSupplNqdNSi

3.6 69

103 ImprovementNofNtheNOryzaNsativaNNipponbareNreferenceNgenomeNusingNnextNgenerationNsequenceN
andNopticalNmapNdatafNRicedN2013dNndNl 5.8 1110

102 ProteomicNanalysisNofNaNdiseaseeresistanceeenhancedNlesionNmimicNmutantNspottedNleafNmNinNricefNRice
dN2013dNndNi 5.8 93

101 TheNeffectsNofNcarbonNdioxideNandNtemperatureNonNmicroRNyNexpressionNinNyrabidopsisN
developmentfNNaturemCommunicationsdN2013dNldNjilm 17.4 92

100 TranslatingNnextNgenerationNsequencingNtoNpracticerNopportunitiesNandNnecessaryNstepsfNMolecularm
OncologydN2013dNodNolkemm 7.9 28

99 ChdmNrequiresNPHäemediatedNhistoneNkNbindingNforNtumorNsuppressionfNCellmReportsdN2013dNkdNqjeihj 10.6 36

(2013-2015)
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98 yNhybridNlikelihoodNmodelNforNsequenceebasedNdiseaseNassociationNstudiesfNPLoSmGeneticsdN2013dNqdNeihhkjjl6 16

97 TheNmaizeNmethylomeNinfluencesNmRNyNspliceNsitesNandNrevealsNwidespreadNparamutationelikeN
switchesNguidedNbyNsmallNRNyfNGenomemResearchdN2013dNjkdNinmienj 9.7 199

96
yNlegigabaseNphysicalNmapNunlocksNtheNstructureNandNevolutionNofNtheNcomplexNgenomeNofNyegilopsN
tauschiidNtheNwheatNäegenomeNprogenitorfNProceedingsmofmthemNationalmAcademymofmSciencesmofmthem
UnitedmStatesmofmAmericadN2013dNiihdNoqlhem

11.5 173

95 IntegratedNRNyeseqNandNsRNyeseqNanalysisNidentifiesNnovelNnitrateeresponsiveNgenesNinNyrabidopsisN
thalianaNrootsfNBMCmGenomicsdN2013dNildNohi 4.5 69

94 CurrentNchallengesNinNdeNnovoNplantNgenomeNsequencingNandNassemblyfNGenomemBiologydN2012dNikdNjlk 18.3 131

93 ynalysisNofNtheNbreadNwheatNgenomeNusingNwholeegenomeNshotgunNsequencingfNNaturedN2012dNlqidNohmeih50.4 821

92 äeNnovoNgeneNdisruptionsNinNchildrenNonNtheNautisticNspectrumfNNeurondN2012dNoldNjpmeqq 13.9 1052

91 MaizeNHapMapjNidentifiesNextantNvariationNfromNaNgenomeNinNfluxfNNaturemGeneticsdN2012dNlldNphkeo 36.3 470

90 TheNtomatoNgenomeNsequenceNprovidesNinsightsNintoNfleshyNfruitNevolutionfNNaturedN2012dNlpmdNnkmeli 50.4 2138

89 HybridNerrorNcorrectionNandNdeNnovoNassemblyNofNsingleemoleculeNsequencingNreadsfNNaturem
BiotechnologydN2012dNkhdNnqkeohh 44.5 758

88
PhylogenomicNanalysisNofNtranscriptomeNdataNelucidatesNcoeoccurrenceNofNaNpaleopolyploidNeventN
andNtheNoriginNofNbimodalNkaryotypesNinNygavoideaeNWysparagaceaeafNAmericanmJournalmofmBotanydN
2012dNqqdNkqoelhn

2.7 68

87 äraftNgenomeNsequenceNofNpigeonpeaNWCajanusNcajanadNanNorphanNlegumeNcropNofNresourceepoorN
farmersfNNaturemBiotechnologydN2011dNkhdNpkeq 44.5 587

86 HigheThroughputNSequencingN2011dNlnielop 2

85 SpermNmethylationNprofilesNrevealNfeaturesNofNepigeneticNinheritanceNandNevolutionNinNprimatesfNCell
dN2011dNilndNihjqeli 56.2 280

84 äirectionalNäNyNmethylationNchangesNandNcomplexNintermediateNstatesNaccompanyNlineageN
specificityNinNtheNadultNhematopoieticNcompartmentfNMolecularmCelldN2011dNlldNioejp 17.6 228

83 yNcomparativeNanalysisNofNexomeNcapturefNGenomemBiologydN2011dNijdNRqo 18.3 99

82 äiscoveryNofNnovelNhumanNbreastNcancerNmicroRNysNfromNdeepNsequencingNdataNbyNanalysisNofN
priemicroRNyNsecondaryNstructuresfNPLoSmONEdN2011dNndNeinlhk 3.7 29

81 TranspositionalNlandscapeNofNtheNriceNgenomeNrevealedNbyNpairedeendNmappingNofNhighethroughputN
reesequencingNdatafNPlantmJournaldN2011dNnndNjlien 6.9 52
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80 TheNgenomeNofNTheobromaNcacaofNNaturemGeneticsdN2011dNlkdNihiep 36.3 502

79 TumourNevolutionNinferredNbyNsingleecellNsequencingfNNaturedN2011dNlojdNqhel 50.4 1834

78 EstablishingNtheNbaselineNlevelNofNrepetitiveNelementNexpressionNinNtheNhumanNcortexfNBMCmGenomics
dN2011dNijdNlqm 4.5 11

77 WholeNtranscriptomeNanalysisNofNtheNfastingNandNfedNzurmeseNpythonNheartrNinsightsNintoNextremeN
physiologicalNcardiacNadaptationfNPhysiologicalmGenomicsdN2011dNlkdNnqeon 3.6 21

76 SpliceTraprNaNmethodNtoNquantifyNalternativeNsplicingNunderNsingleNcellularNconditionsfNBioinformatics
dN2011dNjodNkhihen 7.2 73

75 äistinctNpmkNgenomicNbindingNpatternsNinNnormalNandNcancerederivedNhumanNcellsfNCellmCycledN2011dN
ihdNljkoelq 4.7 73

74 yNfunctionalNphylogenomicNviewNofNtheNseedNplantsfNPLoSmGeneticsdN2011dNodNeihhjlii 6 117

73 SmallNRNyebasedNsilencingNstrategiesNforNtransposonsNinNtheNprocessNofNinvadingNärosophilaNspeciesfN
RnadN2010dNindNinklelm 5.8 61

72 äetailedNanalysisNofNaNcontiguousNjjeMbNregionNofNtheNmaizeNgenomefNPLoSmGeneticsdN2009dNmdNeihhhojp 6 34

71 MappingNepigeneticNmutationsNinNfissionNyeastNusingNwholeegenomeNnextegenerationNsequencingfN
GenomemResearchdN2009dNiqdNihooepk 9.7 40

70 HighNdefinitionNprofilingNofNmammalianNäNyNmethylationNbyNarrayNcaptureNandNsingleNmoleculeN
bisulfiteNsequencingfNGenomemResearchdN2009dNiqdNimqkenhm 9.7 183

69 FunctionalNidentificationNofNtumoresuppressorNgenesNthroughNanNinNvivoNRNyNinterferenceNscreenNinN
aNmouseNlymphomaNmodelfNCancermCelldN2009dNindNkjlekm 24.3 143

68 PrepublicationNdataNsharingfNNaturedN2009dNlnidNinpeoh 50.4 197

67 HybridNselectionNofNdiscreteNgenomicNintervalsNonNcustomedesignedNmicroarraysNforNmassivelyN
parallelNsequencingfNNaturemProtocolsdN2009dNldNqnheol 18.8 153

66 SpecializedNpiRNyNpathwaysNactNinNgermlineNandNsomaticNtissuesNofNtheNärosophilaNovaryfNCelldN2009dN
ikodNmjjekm 56.2 627

65 TheNzokNmaizeNgenomerNcomplexitydNdiversitydNandNdynamicsfNSciencedN2009dNkjndNiiijem 33.3 2949

64 yltaeCyclicrNaNselfeoptimizingNbaseNcallerNforNnextegenerationNsequencingfNNaturemMethodsdN2008dNmdNnoqepj21.6 136

63 GenomeewideNtransposonNtaggingNrevealsNlocationedependentNeffectsNonNtranscriptionNandN
chromatinNorganizationNinNyrabidopsisfNPlantmJournaldN2008dNmmdNmilejm 6.9 47

(2008-2011)
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62 HighecontentNanalysisNofNcancerNgenomeNäNyNalterationsfNCurrentmOpinionminmGeneticsmandm
DevelopmentdN2008dNipdNnpeoj 4.9 13

61 ynNoncogenomicsebasedNinNvivoNRNyiNscreenNidentifiesNtumorNsuppressorsNinNliverNcancerfNCelldN2008dN
ikmdNpmjenl 56.2 366

60 TopoisomeraseNlevelsNdetermineNchemotherapyNresponseNinNvitroNandNinNvivofNProceedingsmofmthem
NationalmAcademymofmSciencesmofmthemUnitedmStatesmofmAmericadN2008dNihmdNqhmkep 11.5 222

59
MassivelyNparallelNbisulphiteNpyrosequencingNrevealsNtheNmolecularNcomplexityNofNbreastN
cancereassociatedNcytosineemethylationNpatternsNobtainedNfromNtissueNandNserumNäNyfNGenomem
ResearchdN2008dNipdNiqejq

9.7 97

58 GenomeewideNinNsituNexonNcaptureNforNselectiveNresequencingfNNaturemGeneticsdN2007dNkqdNimjjeo 36.3 565

57 CuratedNgenomeNannotationNofNOryzaNsativaNsspfNjaponicaNandNcomparativeNgenomeNanalysisNwithN
yrabidopsisNthalianafNGenomemResearchdN2007dNiodNiomepk 9.7 200

56 EpigeneticNnaturalNvariationNinNyrabidopsisNthalianafNPLoSmBiologydN2007dNmdNeiol 9.7 337

55 LossNofNpmkNimpedesNtheNantileukemicNresponseNtoNzCReyzLNinhibitionfNProceedingsmofmthemNationalm
AcademymofmSciencesmofmthemUnitedmStatesmofmAmericadN2006dNihkdNollleq 11.5 112

54 ComparativeNanalysisNofNmethylthioalkylmalateNsynthaseNWMyMaNgeneNfamilyNandNflankingNäNyN
sequencesNinNzrassicaNoleraceaNandNyrabidopsisNthalianafNPlantmCellmReportsdN2006dNjmdNmqjep 5.1 26

53 SecondegenerationNshRNyNlibrariesNcoveringNtheNmouseNandNhumanNgenomesfNNaturemGeneticsdN2005
dNkodNijpiep 36.3 522

52 ComparativeNanalysisNofNaNtransposonerichNzrassicaNoleraceaNzyCNcloneNwithNitsNcorrespondingN
sequenceNinNyfNthalianafNTheoreticalmandmAppliedmGeneticsdN2005dNiiidNqlqemm 6 22

51 SorghumNgenomeNsequencingNbyNmethylationNfiltrationfNPLoSmBiologydN2005dNkdNeik 9.7 126

50 SequencedNannotationdNandNanalysisNofNsyntenyNbetweenNriceNchromosomeNkNandNdivergedNgrassN
speciesfNGenomemResearchdN2005dNimdNijpleqi 9.7 66

49
ComparingNlowNcoverageNrandomNshotgunNsequenceNdataNfromNzrassicaNoleraceaNandNOryzaNsativaN
genomeNsequenceNforNtheirNabilityNtoNaddNtoNtheNannotationNofNyrabidopsisNthalianafNGenomem
ResearchdN2005dNimdNlqnemhl

9.7 25

48 äifferentialNmethylationNofNgenesNandNrepeatsNinNlandNplantsfNGenomemResearchdN2005dNimdNilkielh 9.7 119

47 ComparativeNanalysisNofNaNzrassicaNzyCNcloneNcontainingNseveralNmajorNaliphaticNglucosinolateNgenesN
withNitsNcorrespondingNyrabidopsisNsequencefNGenomedN2004dNlodNnnneoq 2.4 51

46 TheNmouseNgenomerNexperimentalNexaminationNofNgeneNpredictionsNandNtranscriptionalNstartNsitesfN
GenomemResearchdN2004dNildNjljleq 9.7 11

45 ProductionNofNcomplexNnucleicNacidNlibrariesNusingNhighlyNparallelNinNsituNoligonucleotideNsynthesisfN
NaturemMethodsdN2004dNidNjliep 21.6 89
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44 yNresourceNforNlargeescaleNRNyeinterferenceebasedNscreensNinNmammalsfNNaturedN2004dNljpdNljoeki 50.4 561

43 RoleNofNtransposableNelementsNinNheterochromatinNandNepigeneticNcontrolfNNaturedN2004dNlkhdNloien 50.4 958

42 SequencingNtheNmaizeNgenomefNCurrentmOpinionminmPlantmBiologydN2004dNodNihjeo 9.9 48

41 SequenceNanalysisNofNtheNlongNarmNofNriceNchromosomeNiiNforNriceewheatNsyntenyfNFunctionalmandm
IntegrativemGenomicsdN2004dNldNihjeio 3.8 40

40 SyntenicNrelationshipsNbetweenNMedicagoNtruncatulaNandNyrabidopsisNrevealNextensiveNdivergenceN
ofNgenomeNorganizationfNPlantmPhysiologydN2003dNikidNihipejn 6.6 59

39 SecretionNtrapNtaggingNofNsecretedNandNmembraneespanningNproteinsNusingNyrabidopsisNgeneNtrapsfN
PlantmPhysiologydN2003dNikjdNnqpeohp 6.6 21

38 GeneNenrichmentNinNplantNgenomicNshotgunNlibrariesfNCurrentmOpinionminmPlantmBiologydN2003dNndNimhen 9.9 31

37 GenomicNamplificationNandNoncogenicNpropertiesNofNtheNKCNKqNpotassiumNchannelNgenefNCancermCell
dN2003dNkdNjqoekhj 24.3 193

36 MaizeNgenomeNsequencingNbyNmethylationNfiltrationfNSciencedN2003dNkhjdNjiimeo 33.3 189

35 InedepthNviewNofNstructuredNactivitydNandNevolutionNofNriceNchromosomeNihfNSciencedN2003dNkhhdNimnneq 33.3 234

34 yNsurveyNofNcanineNexpressedNsequenceNtagsNandNaNdisplayNofNtheirNannotationsNthroughNaNflexibleN
webebasedNinterfacefNJournalmofmHereditydN2003dNqldNimejj 2.4 3

33 GenesNandNtransposonsNareNdifferentiallyNmethylatedNinNplantsdNbutNnotNinNmammalsfNGenomem
ResearchdN2003dNikdNjnmpenl 9.7 108

32 InitialNsequencingNandNcomparativeNanalysisNofNtheNmouseNgenomefNNaturedN2002dNljhdNmjhenj 50.4 5376

31 TheNgenomeNsequenceNofNSchizosaccharomycesNpombefNNaturedN2002dNlimdNpoieph 50.4 1281

30 WhatNisNfinisheddNandNwhyNdoesNitNmatterfNGenomemResearchdN2002dNijdNnnqeoi 9.7 50

29 GFScanrNaNgeneNfamilyNsearchNtoolNatNgenomicNäNyNlevelfNGenomemResearchdN2002dNijdNiiljeq 9.7 7

28 OnNtheNimportanceNofNbeingNfinishedfNGenomemBiologydN2002dNkdNCOMMENTjhih 18.3 7

27 InactivationNofNtheNapoptosisNeffectorNypafeiNinNmalignantNmelanomafNNaturedN2001dNlhqdNjhoeii 50.4 831

(2001-2004)
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26 InitialNsequencingNandNanalysisNofNtheNhumanNgenomefNNaturedN2001dNlhqdNpnheqji 50.4 17366

25 IdentificationNofNmesodermNdevelopmentNWmesdaNcandidateNgenesNbyNcomparativeNmappingNandN
genomeNsequenceNanalysisfNGenomicsdN2001dNojdNppeqp 4.3 16

24 TheNfirstNplantNgenomefNCelldN2001dNihmdNmoiel 56.2 12

23 SequenceNandNanalysisNofNchromosomeNmNofNtheNplantNyrabidopsisNthalianafNNaturedN2000dNlhpdNpjken 50.4 137

22 ynalysisNofNtheNgenomeNsequenceNofNtheNfloweringNplantNyrabidopsisNthalianafNNaturedN2000dNlhpdNoqnepim50.4 7262

21
TheNyrabidopsisNSKPieLIKEiNgeneNisNessentialNforNmaleNmeiosisNandNmayNcontrolNhomologueN
separationfNProceedingsmofmthemNationalmAcademymofmSciencesmofmthemUnitedmStatesmofmAmericadN1999dN
qndNiilineji

11.5 164

20 zyNmapNforNsequenceNanalysisNofNtheNyrabidopsisNthalianaNgenomefNNaturemGeneticsdN1999dNjjdNjnmeoh 36.3 109

19 äifferentialNmethylationNofNgenesNandNretrotransposonsNfacilitatesNshotgunNsequencingNofNtheN
maizeNgenomefNNaturemGeneticsdN1999dNjkdNkhmep 36.3 209

18 GeneticNdefinitionNandNsequenceNanalysisNofNyrabidopsisNcentromeresfNSciencedN1999dNjpndNjlnpeol 33.3 381

17 GeneticNanalysisNusingNgenomicNrepresentationsfNProceedingsmofmthemNationalmAcademymofmSciencesmofm
themUnitedmStatesmofmAmericadN1998dNqmdNllpoeqj 11.5 74

16 RapidNisolationNofNcäNyNbyNhybridizationfNProceedingsmofmthemNationalmAcademymofmSciencesmofmthem
UnitedmStatesmofmAmericadN1998dNqmdNkonleq 11.5 5

15 PTENdNaNputativeNproteinNtyrosineNphosphataseNgeneNmutatedNinNhumanNbraindNbreastdNandNprostateN
cancerfNSciencedN1997dNjomdNiqlkeo 33.3 4006

14 FluorescenceebasedNsequencingNofNdoubleestrandedNäNyNbyNhexamerNstringNprimingfNAnalyticalm
BiochemistrydN1996dNjlidNjjpeko 3.1 6

13 RapidNandNreliableNfluorescentNcycleNsequencingNofNdoubleestrandedNtemplatesfNDNAmSequencedN1992
dNjdNjpqeqn 86

12 SequencingNandNanalysisNofNgenomicNfragmentsNfromNtheNNFiNlocusfNDNAmSequencedN1992dNkdNjkoelk 11

11 ynNinsertNmutationNinNtheNchromosomeNjhNamyloidNprecursorNgeneNinNaN
GerstmanneStrˆ⁄usslereScheinkerNfamilyfNJournalmofmthemNeurologicalmSciencesdN1992dNiiidNipqeql 3.2 54

10 CaenorhabditisNelegansNexpressedNsequenceNtagsNidentifyNgeneNfamiliesNandNpotentialNdiseaseNgeneN
homologuesfNNaturemGeneticsdN1992dNidNijleki 36.3 170

9 CreutzfeldteJakobNdiseaseNcosegregatesNwithNtheNcodonNiopysnNPRNPNmutationNinNfamiliesNofN
EuropeanNoriginfNAnnalsmofmNeurologydN1992dNkidNjolepi 9.4 94
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8 NewNmutationNinNscrapieNamyloidNprecursorNgeneNWatNcodonNiopaNinNFinnishNCreutzfeldteJakobN
kindredfNLancetzmThedN1991dNkkodNljm 40 179

7 ComplementaryNäNyNsequencingrNexpressedNsequenceNtagsNandNhumanNgenomeNprojectfNSciencedN
1991dNjmjdNinmien 33.3 1893

6 LongereadNsequencingNrevealsNrapidNevolutionNofNimmunityeNandNcancererelatedNgenesNinNbats 2

5 ThirdegenerationNsequencingNandNtheNfutureNofNgenomics 55

4 ComplexNrearrangementsNandNoncogeneNamplificationsNrevealedNbyNlongereadNäNyNandNRNyN
sequencingNofNaNbreastNcancerNcellNline 6

3 TranscriptionalNsilencingNofNyLäHjNinNacuteNmyeloidNleukemiaNconfersNaNdependencyNonNFanconiN
anemiaNproteins 2

2 InNvivogeneticNscreenNidentifiesNaNSLCmykedependentNmyoeinositolNauxotrophyNinNacuteNmyeloidNleukemia 3

1 ComprehensiveNanalysisNofNstructuralNvariantsNinNbreastNcancerNgenomesNusingNsingleNmoleculeNsequencing 3
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