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m Paper IF Citations

138 vNsecondNgenerationNhumanNhaplotypeNmapNofNoverNhcfNmillionNSNPscNNatureaN2007aNiinaNmjfbkf 50.4 3647

137 VγSTvoNcomputationalNtoolsNforNcomparativeNgenomicscNNucleiciAcidsiResearchaN2004aNhgaNWglhbn 20.1 1441

136 GenomebwideNdetectionNandNcharacterizationNofNpositiveNselectionNinNhumanNpopulationscNNatureaN
2007aNiinaNnfhbm 50.4 1367

135 WholebgenomeNpatternsNofNcommonNyNvNvariationNinNthreeNhumanNpopulationscNScienceaN2005aNhelaNfelgbn33.3 972

134 wlocksNofNlimitedNhaplotypeNdiversityNrevealedNbyNhighbresolutionNscanningNofNhumanNchromosomeN
gfcNScienceaN2001aNgniaNflfnbgh 33.3 948

133 PipMakerbbaNwebNserverNforNaligningNtwoNgenomicNyNvNsequencescNGenomeiResearchaN2000aNfeaNjllbmk 9.7 906

132 βumanNgeneticNvariationNandNitsNcontributionNtoNcomplexNtraitscNNatureiReviewsiGeneticsaN2009aNfeaNgifbjf30.1 778

131 PγhK˛‡NisNaNmolecularNswitchNthatNcontrolsNimmuneNsuppressioncNNatureaN2016aNjhnaNihlbiig 50.4 609

130 xommonNsequenceNpolymorphismsNshapingNgeneticNdiversityNinNvrabidopsisNthalianacNScienceaN2007aN
hflaNhhmbig 33.3 596

129 GenomewideNSNPNvariationNrevealsNrelationshipsNamongNlandracesNandNmodernNvarietiesNofNricecN
ProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2009aNfekaNfgglhbm 11.5 499

128 npgfNyNvNvariantsNassociatedNwithNcoronaryNarteryNdiseaseNimpairNinterferonb˛‡NsignallingNresponsecN
NatureaN2011aNileaNgkibm 50.4 490

127 xommonNvscNrareNalleleNhypothesesNforNcomplexNdiseasescNCurrentiOpinioniiniGeneticsiandi
DevelopmentaN2009aNfnaNgfgbn 4.9 490

126 zvaluationNofNnextNgenerationNsequencingNplatformsNforNpopulationNtargetedNsequencingNstudiescN
GenomeiBiologyaN2009aNfeaNRhg 18.3 451

125 βighbresolutionNwholebgenomeNassociationNstudyNofNParkinsonNdiseasecNAmericaniJournaliofiHumani
GeneticsaN2005aNllaNkmjbnh 11 433

124 γmplementingNgenomicNmedicineNinNtheNclinicoNtheNfutureNisNherecNGeneticsiiniMedicineaN2013aNfjaNgjmbkl 8.1 385

123 MicrodropletbbasedNPxRNenrichmentNforNlargebscaleNtargetedNsequencingcNNatureiBiotechnologyaN
2009aNglaNfegjbhf 44.5 373

122 vNsequencebbasedNvariationNmapNofNmcglNmillionNSNPsNinNinbredNmouseNstrainscNNatureaN2007aNiimaNfejebh 50.4 352
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121 γdentificationNofNliverNcancerNprogenitorsNwhoseNmalignantNprogressionNdependsNonNautocrineNγLbkN
signalingcNCellaN2013aNfjjaNhmibnk 56.2 323

120 xommonNdeletionsNandNSNPsNareNinNlinkageNdisequilibriumNinNtheNhumanNgenomecNNatureiGeneticsaN
2006aNhmaNmgbj 36.3 303

119 GenomebwideNscanNidentifiesNvariationNinNMLXγPLNassociatedNwithNplasmaNtriglyceridescNNaturei
GeneticsaN2008aNieaNfinbjf 36.3 262

118 vctiveNconservationNofNnoncodingNsequencesNrevealedNbyNthreebwayNspeciesNcomparisonscNGenomei
ResearchaN2000aNfeaNfheibk 9.7 240

117 øinebscaleNrecombinationNpatternsNdifferNbetweenNchimpanzeesNandNhumanscNNatureiGeneticsaN2005aN
hlaNignbhi 36.3 226

116 xrossbspeciesNsequenceNcomparisonsoNaNreviewNofNmethodsNandNavailableNresourcescNGenomei
ResearchaN2003aNfhaNfbfg 9.7 170

115 TranscriptomeNsequencingNrevealsNpotentialNmechanismNofNcrypticNhUNspliceNsiteNselectionNinN
SøhwfbmutatedNcancerscNPLoSiComputationaliBiologyaN2015aNffaNefeeifej 5 145

114 vNPanbwxLgNinhibitorNrendersNbonebmarrowbresidentNhumanNleukemiaNstemNcellsNsensitiveNtoN
tyrosineNkinaseNinhibitioncNCelliStemiCellaN2013aNfgaNhfkbgm 18 140

113 vyvRfNvctivationNyrivesNLeukemiaNStemNxellNSelfbRenewalNbyNγmpairingNLetblNwiogenesiscNCelliStemi
CellaN2016aNfnaNfllbfnf 18 120

112 vnalysisNofNallelicNdifferentialNexpressionNinNhumanNwhiteNbloodNcellscNGenomeiResearchaN2006aNfkaNhhfbn 9.7 119

111 vyvRfNpromotesNmalignantNprogenitorNreprogrammingNinNchronicNmyeloidNleukemiacNProceedingsiofi
theiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2013aNffeaNfeifbk 11.5 118

110 TheNapolipoproteinVaWNgeneNisNregulatedNbyNsexNhormonesNandNacutebphaseNinducersNinNYvxN
transgenicNmicecNNatureiGeneticsaN1995aNnaNigibhf 36.3 112

109 xomputationalNandNbiologicalNanalysisNofNkmeNkbNofNyNvNsequenceNfromNtheNhumanNjqhfNcytokineN
geneNclusterNregioncNGenomeiResearchaN1997aNlaNinjbjfg 9.7 111

108 miRbfjeNinfluencesNwbcellNreceptorNsignalingNinNchronicNlymphocyticNleukemiaNbyNregulatingN
expressionNofNGvwfNandNøOXPfcNBloodaN2014aNfgiaNmibnj 2.2 106

107 LargebScaleNProfilingNRevealsNtheNγnfluenceNofNGeneticNVariationNonNGeneNzxpressionNinNβumanN
γnducedNPluripotentNStemNxellscNCelliStemiCellaN2017aNgeaNjhhbjikcel 18 105

106 iPSxORzoNvNResourceNofNgggNiPSxNLinesNznablingNøunctionalNxharacterizationNofNGeneticNVariationN
acrossNaNVarietyNofNxellNTypescNStemiCelliReportsaN2017aNmaNfemkbffee 8 93

105 znrichmentNofNsequencingNtargetsNfromNtheNhumanNgenomeNbyNsolutionNhybridizationcNGenomei
BiologyaN2009aNfeaNRffk 18.3 92

104 WholebgenomeNsequencingNuncoversNtheNgeneticNbasisNofNchronicNmountainNsicknessNinNvndeanN
highlanderscNAmericaniJournaliofiHumaniGeneticsaN2013aNnhaNijgbkg 11 90

(2013-2013)
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103 zxperimentalNselectionNofNhypoxiabtolerantNyrosophilaNmelanogastercNProceedingsiofitheiNationali
AcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2011aNfemaNghinbji 11.5 85

102 vccurateNdetectionNandNgenotypingNofNSNPsNutilizingNpopulationNsequencingNdatacNGenomeiResearch
aN2010aNgeaNjhlbij 9.7 84

101 øineNmappingNinNniNinbredNmouseNstrainsNusingNaNhighbdensityNhaplotypeNresourcecNGeneticsaN2010aN
fmjaNfemfbnj 4 82

100 βighblevelNRORfNassociatesNwithNacceleratedNdiseaseNprogressionNinNchronicNlymphocyticNleukemiacN
BloodaN2016aNfgmaNgnhfbgnie 2.2 75

99 GenomebwideNmutationalNlandscapeNofNmucinousNcarcinomatosisNperitoneiNofNappendicealNorigincN
GenomeiMedicineaN2014aNkaNih 14.4 73

98 yetectionNofNlowNprevalenceNsomaticNmutationsNinNsolidNtumorsNwithNultrabdeepNtargetedN
sequencingcNGenomeiBiologyaN2011aNfgaNRfgi 18.3 73

97 SegmentalNphylogeneticNrelationshipsNofNinbredNmouseNstrainsNrevealedNbyNfinebscaleNanalysisNofN
sequenceNvariationNacrossNickNmbNofNmouseNgenomecNGenomeiResearchaN2004aNfiaNfinhbjee 9.7 71

96 γdentificationNofNhighbconfidenceNsomaticNmutationsNinNwholeNgenomeNsequenceNofNformalinbfixedN
breastNcancerNspecimenscNNucleiciAcidsiResearchaN2012aNieaNefel 20.1 69

95 GenomicNyNvNinsertionsNandNdeletionsNoccurNfrequentlyNbetweenNhumansNandNnonhumanNprimatescN
GenomeiResearchaN2003aNfhaNhifbk 9.7 68

94 vpplicationNofNpooledNgenotypingNtoNscanNcandidateNregionsNforNassociationNwithNβyLNcholesterolN
levelscNHumaniGenomicsaN2004aNfaNigfbhi 6.8 68

93 zffectiveNfilteringNstrategiesNtoNimproveNdataNqualityNfromNpopulationbbasedNwholeNexomeN
sequencingNstudiescNBMCiBioinformaticsaN2014aNfjaNfgj 3.6 67

92 PTzNNregulatesNglioblastomaNoncogenesisNthroughNchromatinbassociatedNcomplexesNofNyvXXNandN
histoneNβhchcNNatureiCommunicationsaN2017aNmaNfjggh 17.4 66

91 GenomicNandNtranscriptomicNassociationNstudiesNidentifyNfkNnovelNsusceptibilityNlociNforNvenousN
thromboembolismcNBloodaN2019aNfhiaNfkijbfkjl 2.2 63

90 wriefNReportoNOxidativeNStressNMediatesNxardiomyocyteNvpoptosisNinNaNβumanNModelNofNyanonN
yiseaseNandNβeartNøailurecNStemiCellsaN2015aNhhaNghihbje 5.8 61

89 NoncodingNsequencesNconservedNinNaNlimitedNnumberNofNmammalsNinNtheNSγMgNintervalNareN
frequentlyNfunctionalcNGenomeiResearchaN2004aNfiaNhklblg 9.7 61

88 WholeNgenomeNsequencingNofNzthiopianNhighlandersNrevealsNconservedNhypoxiaNtoleranceNgenescN
GenomeiBiologyaN2014aNfjaNRhk 18.3 59

87 vllelebspecificNKRTfNexpressionNisNaNcomplexNtraitcNPLoSiGeneticsaN2006aNgaNenh 6 59

86 TheNgenomicsNgoldNrushcNJAMAixiJournaliofitheiAmericaniMedicaliAssociationaN2007aNgnmaNgfmbgf 27.4 59
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85 wvPfNmutationNisNaNfrequentNsomaticNeventNinNperitonealNmalignantNmesotheliomacNJournaliofi
TranslationaliMedicineaN2015aNfhaNfgg 8.5 55

84 øunctionalNscreeningNofNanNasthmaNQTLNinNYvxNtransgenicNmicecNNatureiGeneticsaN1999aNghaNgifbi 36.3 53

83 SystematicNtranscriptomeNanalysisNrevealsNtumorbspecificNisoformsNforNovarianNcancerNdiagnosisNandN
therapycNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2015aNffgaNzhejebl11.5 51

82 MethodNforNimprovingNsequenceNcoverageNuniformityNofNtargetedNgenomicNintervalsNamplifiedNbyN
LRbPxRNusingNγlluminaNGvNsequencingbbybsynthesisNtechnologycNBioTechniquesaN2009aNikaNggnbhf 2.5 51

81 γnsightsNintoNtheNMutationalNwurdenNofNβumanNγnducedNPluripotentNStemNxellsNfromNanNγntegrativeN
MultibOmicsNvpproachcNCelliReportsaN2018aNgiaNmmhbmni 10.6 49

80 βighbThroughputNandNxostbzffectiveNxharacterizationNofNγnducedNPluripotentNStemNxellscNStemiCelli
ReportsaN2017aNmaNffefbffff 8 48

79 SensitiveNgeneNfusionNdetectionNusingNambiguouslyNmappingNRNvbSeqNreadNpairscNBioinformaticsaN
2011aNglaNfekmblj 7.2 48

78 SubtleNchangesNinNchromatinNloopNcontactNpropensityNareNassociatedNwithNdifferentialNgeneN
regulationNandNexpressioncNNatureiCommunicationsaN2019aNfeaNfeji 17.4 42

77 PancreaticNisletNchromatinNaccessibilityNandNconformationNrevealsNdistalNenhancerNnetworksNofNtypeN
gNdiabetesNriskcNNatureiCommunicationsaN2019aNfeaNgelm 17.4 41

76 PhotoreceptorNlocalizationNofNtheNKγøhvNandNKγøhwNsubunitsNofNtheNheterotrimericNmicrotubuleN
motorNkinesinNγγNinNvertebrateNretinacNExperimentaliEyeiResearchaN1999aNknaNinfbjeh 3.7 39

75 GlioblastomaNcellularNcrossbtalkNconvergesNonNNøb˛”wNtoNattenuateNzGøRNinhibitorNsensitivitycNGenesi
andiDevelopmentaN2017aNhfaNfgfgbfggl 12.6 38

74 xellularNdeconvolutionNofNGTzxNtissuesNpowersNdiscoveryNofNdiseaseNandNcellbtypeNassociatedN
regulatoryNvariantscNNatureiCommunicationsaN2020aNffaNnjj 17.4 37

73 vnNRNvNeditingNfingerprintNofNcancerNstemNcellNreprogrammingcNJournaliofiTranslationaliMedicineaN
2015aNfhaNjg 8.5 36

72 VariationNinNconservedNnonbcodingNsequencesNonNchromosomeNjqNandNsusceptibilityNtoNasthmaNandN
atopycNRespiratoryiResearchaN2005aNkaNfij 7.3 36

71 yecodingNtheNhumanNgenomecNGenomeiResearchaN2012aNggaNfjnnbkef 9.7 32

70 xellbSurfaceNMarkerNSignatureNforNznrichmentNofNVentricularNxardiomyocytesNyerivedNfromNβumanN
zmbryonicNStemNxellscNStemiCelliReportsaN2018aNffaNmgmbmif 8 29

69 γnNvitroNhumanNkeratinocyteNmigrationNratesNareNassociatedNwithNSNPsNinNtheNKRTfNintervalcNPLoSi
ONEaN2007aNgaNeknl 3.7 28

68 vssociationNofNβumanNiPSxNGeneNSignaturesNandNXNxhromosomeNyosageNwithNTwoNyistinctNxardiacN
yifferentiationNTrajectoriescNStemiCelliReportsaN2019aNfhaNngibnhm 8 26
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67 vberrantNyNvNMethylationNinNβumanNiPSxsNvssociatesNwithNMYxbwindingNMotifsNinNaNxlonebSpecificN
MannerNγndependentNofNGeneticscNCelliStemiCellaN2017aNgeaNjejbjflcek 18 25

66 βumanNiPSxbyerivedNRetinalNPigmentNzpitheliumoNvNModelNSystemNforNPrioritizingNandNøunctionallyN
xharacterizingNxausalNVariantsNatNvMyNRiskNLocicNStemiCelliReportsaN2019aNfgaNfhigbfhjh 8 24

65 ReversionNtoNanNembryonicNalternativeNsplicingNprogramNenhancesNleukemiaNstemNcellNselfbrenewalcN
ProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2015aNffgaNfjiiibn 11.5 24

64 MutationsNinNtopoisomeraseNγγ˛†NresultNinNaNwNcellNimmunodeficiencycNNatureiCommunicationsaN2019aN
feaNhkii 17.4 24

63 GeneticNdeterminantsNofNphenotypicNdiversityNinNhumanscNGenomeiBiologyaN2008aNnaNgfj 18.3 24

62 LongitudinalNassessmentNofNtumorNdevelopmentNusingNcancerNavatarsNderivedNfromNgeneticallyN
engineeredNpluripotentNstemNcellscNNatureiCommunicationsaN2020aNffaNjje 17.4 23

61
PopulationNsequencingNofNtwoNendocannabinoidNmetabolicNgenesNidentifiesNrareNandNcommonN
regulatoryNvariantsNassociatedNwithNextremeNobesityNandNmetaboliteNlevelcNGenomeiBiologyaN2010aN
ffaNRffm

18.3 23

60 SystematicNanalysisNofNbindingNofNtranscriptionNfactorsNtoNnoncodingNvariantscNNatureaN2021aNjnfaNfilbfjf50.4 23

59 PropertiesNofNstructuralNvariantsNandNshortNtandemNrepeatsNassociatedNwithNgeneNexpressionNandN
complexNtraitscNNatureiCommunicationsaN2020aNffaNgngl 17.4 22

58 wiasedNestimatesNofNclonalNevolutionNandNsubclonalNheterogeneityNcanNariseNfromNPxRNduplicatesNinN
deepNsequencingNexperimentscNGenomeiBiologyaN2014aNfjaNige 18.3 22

57 βighbresolutionNmutationalNprofilingNsuggestsNtheNgeneticNvalidityNofNglioblastomaNpatientbderivedN
prebclinicalNmodelscNPLoSiONEaN2013aNmaNejkfmj 3.7 21

56 MutascopeoNsensitiveNdetectionNofNsomaticNmutationsNfromNdeepNampliconNsequencingcN
BioinformaticsaN2013aNgnaNfnembn 7.2 20

55 vNradiationNhybridNmapNofNtheNregionNonNhumanNchromosomeNggNcontainingNtheNneurofibromatosisN
typeNgNlocuscNGenomicsaN1992aNfiaNjlibmi 4.3 20

54 κointNeffectsNofNcancerNandNvariantsNinNtheNfactorNjNgeneNonNtheNriskNofNvenousNthromboembolismcN
HaematologicaaN2016aNfefaNfeikbjh 6.6 20

53 KataegisNzxpressionNSignatureNinNwreastNxancerNγsNvssociatedNwithNLateNOnsetaNwetterNPrognosisaN
andNβigherNβzRgNLevelscNCelliReportsaN2016aNfkaNklgbmh 10.6 19

52 PgltoolsoNaNgenomicNarithmeticNtoolNsuiteNforNmanipulationNofNβibxNpeakNandNotherNchromatinN
interactionNdatacNBMCiBioinformaticsaN2017aNfmaNgel 3.6 18

51 zstablishingNtheNinvolvementNofNtheNnovelNgeneNvGwLjNinNretinitisNpigmentosaNbyNwholeNgenomeN
sequencingcNPhysiologicaliGenomicsaN2016aNimaNnggbngl 3.6 18

50 øaithfulNexpressionNofNtheNhumanNjqhfNcytokineNclusterNinNtransgenicNmicecNJournaliofiImmunologyaN
2000aNfkiaNijknbli 5.3 16
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49 γdentificationNofNrareNandNcommonNregulatoryNvariantsNinNpluripotentNcellsNusingNpopulationbscaleN
transcriptomicscNNatureiGeneticsaN2021aNjhaNhfhbhgf 36.3 16

48 vNNetworkNofNmicroRNvsNvctsNtoNPromoteNxellNxycleNzxitNandNyifferentiationNofNβumanNPancreaticN
zndocrineNxellscNIScienceaN2019aNgfaNkmfbkni 6.1 15

47 zvaluationNofNultrabdeepNtargetedNsequencingNforNpersonalizedNbreastNcancerNcarecNBreastiCanceri
ResearchaN2013aNfjaNRffj 8.3 14

46 γdentifyingNyNaseNγNhypersensitiveNsitesNasNdriverNdistalNregulatoryNelementsNinNbreastNcancercN
NatureiCommunicationsaN2017aNmaNihk 17.4 14

45 MutationalNProfilingNxanNzstablishNxlonalNorNγndependentNOriginNinNSynchronousNwilateralNwreastN
andNOtherNTumorscNPLoSiONEaN2015aNfeaNeefigiml 3.7 14

44 vllelebspecificNNKXgbjNbindingNunderliesNmultipleNgeneticNassociationsNwithNhumanN
electrocardiographicNtraitscNNatureiGeneticsaN2019aNjfaNfjekbfjfl 36.3 14

43 vssociationsNwetweenNxommonNandNRareNzxonicNGeneticNVariantsNandNSerumNLevelsNofNgeN
xardiovascularbRelatedNProteinsoNTheNTromsˆ‚NStudycNCirculation:iCardiovasculariGeneticsaN2016aNnaNhljbmh 13

42
γdentificationNofNxommonNandNRareNGeneticNVariationNvssociatedNWithNPlasmaNProteinNLevelsNUsingN
WholebzxomeNSequencingNandNMassNSpectrometrycNCirculationiGenomiciandiPrecisioniMedicineaN2018
aNffaNeeegfle

5.2 13

41 SystematicNgeneticNanalysisNofNtheNMβxNregionNrevealsNmechanisticNunderpinningsNofNβLvNtypeN
associationsNwithNdiseasecNELifeaN2019aNmaN 8.9 12

40 znhancerNreleaseNandNretargetingNactivatesNdiseasebsusceptibilityNgenescNNatureaN2021aNjnjaNlhjblie 50.4 12

39 vNlargebscaleNexomeNarrayNanalysisNofNvenousNthromboembolismcNGeneticiEpidemiologyaN2019aNihaNiinbijl2.6 11

38 yiscoveryNandNqualityNanalysisNofNaNcomprehensiveNsetNofNstructuralNvariantsNandNshortNtandemN
repeatscNNatureiCommunicationsaN2020aNffaNgngm 17.4 11

37 vctivationNofNhedgehogNsignalingNassociatesNwithNearlyNdiseaseNprogressionNinNchronicNlymphocyticN
leukemiacNBloodaN2019aNfhhaNgkjfbgkkh 2.2 10

36 WholeNGenomeNSequencingNRevealedNMutationsNinNTwoNγndependentNGenesNasNtheNUnderlyingN
xauseNofNRetinalNyegenerationNinNanNvshkenaziNκewishNPedigreecNGenesaN2017aNmaN 4.2 10

35 zvaluationNofNtheNSNPNtaggingNapproachNinNanNindependentNpopulationNsamplebbarraybbasedNSNPN
discoveryNinNSamicNHumaniGeneticsaN2007aNfggaNfifbje 6.3 10

34 NetworkbbasedNanalysisNidentifiesNepigeneticNbiomarkersNofNesophagealNsquamousNcellNcarcinomaN
progressioncNBioinformaticsaN2014aNheaNhejibkf 7.2 9

33 WholeNtranscriptomeNsequencingNenablesNdiscoveryNandNanalysisNofNvirusesNinNarchivedNprimaryN
centralNnervousNsystemNlymphomascNPLoSiONEaN2013aNmaNelhnjk 3.7 9

32 SystematicNassessmentNofNregulatoryNeffectsNofNhumanNdiseaseNvariantsNinNpluripotentNcells 9

(-2021)
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31 vNmutationNinNγøTihNcausesNnonbsyndromicNrecessiveNretinalNdegenerationcNHumaniMoleculari
GeneticsaN2017aNgkaNilifbiljf 5.6 8

30 γøTmmNmutationsNidentifiedNinNindividualsNwithNnonbsyndromicNrecessiveNretinalNdegenerationNresultN
inNabnormalNciliogenesiscNHumaniGeneticsaN2018aNfhlaNiilbijm 6.3 8

29 xonsanguinityNandNrareNmutationsNoutsideNofNMxxxNgenesNunderlieNnonspecificNphenotypesNofN
MxxycNGeneticsiiniMedicineaN2015aNflaNkkebl 8.1 8

28 TranscriptomeNsequencingNofNtumorNsubpopulationsNrevealsNaNspectrumNofNtherapeuticNoptionsNforN
squamousNcellNlungNcancercNPLoSiONEaN2013aNmaNejmlfi 3.7 8

27 GeneticNancestryNofNparticipantsNinNtheNNationalNxhildrenUsNStudycNGenomeiBiologyaN2014aNfjaNRgg 18.3 7

26 βomozygousNGNvSNhnhxballeleNcarriersNwithNlocallyNadvancedNesophagealNcancerNfailNtoNbenefitN
fromNplatinumbbasedNpreoperativeNchemoradiotherapycNAnnalsiofiSurgicaliOncologyaN2014aNgfaNihljbmg 3.1 6

25 zfficientNPrioritizationNofNMultipleNxausalNeQTLNVariantsNviaNSparseNPolygenicNModelingcNGeneticsaN
2017aNgelaNfhefbfhfg 4 5

24 øibrinogenNgammaNgeneNandNriskNofNcancerbrelatedNvenousNthromboembolismcNHaematologicaaN2020
aNfejaNfnkhbfnkm 6.6 5

23 UltrabSharpNNanowireNvrraysNNativelyNPermeateaNRecordaNandNStimulateNγntracellularNvctivityNinN
NeuronalNandNxardiacNNetworkscNAdvancediFunctionaliMaterialsagfemhlm 15.6 4

22 xellularNdeconvolutionNofNGTzxNtissuesNpowersNeQTLNstudiesNtoNdiscoverNthousandsNofNnovelNdiseaseN
andNcellbtypeNassociatedNregulatoryNvariants 4

21 yifferentiationNofNβumanNiPSxbderivedNRetinalNPigmentNzpitheliumNxellsNViPSxbRPzWcNBioxprotocolaN
2019aNnaNehikn 0.9 3

20 GenomicNpropertiesNofNstructuralNvariantsNandNshortNtandemNrepeatsNthatNimpactNgeneNexpressionN
andNcomplexNtraitsNinNhumans 3

19 zffectNofNprothromboticNgenotypesNonNtheNriskNofNvenousNthromboembolismNinNpatientsNwithNandN
withoutNischemicNstrokecNTheNTromsˆ‚NStudycNJournaliofiThrombosisiandiHaemostasisaN2019aNflaNlinbljm 15.4 3

18 xorrectionoNGenomebwideNmutationalNlandscapeNofNmucinousNcarcinomatosisNperitoneiNofN
appendicealNorigincNGenomeiMedicineaN2014aNkaNjh 14.4 2

17 SvRSbxoVbgNsusceptibilityNandNxOVγybfnNdiseaseNseverityNareNassociatedNwithNgeneticNvariantsN
affectingNgeneNexpressionNinNaNvarietyNofNtissuescNCelliReportsaN2021aNhlaNffeege 10.6 2

16 γntegrationNofNphasedNβibxNandNmolecularNphenotypeNdataNtoNstudyNgeneticNandNepigeneticNeffectsN
onNchromatinNlooping 2

15 yiscoveryNandNQualityNvnalysisNofNaNxomprehensiveNSetNofNStructuralNVariantsNandNShortNTandemNRepeats 2

14 GenomicNintegrityNofNhumanNinducedNpluripotentNstemNcellsNacrossNnineNstudiesNinNtheNNβLwγN
NextGenNprogramcNStemiCelliResearchaN2020aNikaNfefmeh 1.6 2
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13 vllelebspecificNNKXgbjNbindingNunderliesNmultipleNgeneticNassociationsNwithNhumanNzKGNtraits 2

12 yetectionNandNvalidationNofNnovelNmutationsNinNMzRTKNinNaNsimplexNcaseNofNretinalNdegenerationN
usingNWGSNandNhiPSxbRPzsNmodelcNHumaniMutationaN2021aNigaNfmnbfnn 4.7 2

11 γnNheartNfailureNreactivationNofNRNvbbindingNproteinsNisNassociatedNwithNtheNexpressionNofNfajghN
fetalbspecificNisoformsccNPLoSiComputationaliBiologyaN2022aNfmaNefeennfm 5 2

10 yifferentiationNofNβumanNiPSxbderivedNxardiovascularNProgenitorNxellsNViPSxbxVPxsWcNBioxprotocolaN
2020aNfeaNehljj 0.9 1

9 βumanNiPSxNgeneNsignaturesNandNXNchromosomeNdosageNimpactNresponseNtoNWNTNinhibitionNandN
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