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96 PredictingNeffectsNofNnoncodingNvariantsNwithNdeepNlearningdbasedNsequenceNmodeleNNaturel
MethodscN2015cNhicNpjhdk 21.6 1057

95 xNglobalNgeneticNinteractionNnetworkNmapsNaNwiringNdiagramNofNcellularNfunctioneNSciencecN2016cNjljcN 33.3 626

94 UnderstandingNmulticellularNfunctionNandNdiseaseNwithNhumanNtissuedspecificNnetworkseNNaturel
GeneticscN2015cNkncNlmpdnm 36.3 473

93
xNyayesianNframeworkNforNcombiningNheterogeneousNdataNsourcesNforNgeneNfunctionNpredictionNWinN
SaccharomycesNcerevisiaeYeNProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStateslofl
AmericacN2003cNhggcNojkodlj

11.5 431

92 HierarchicalNmultidlabelNpredictionNofNgeneNfunctioneNBioinformaticscN2006cNiicNojgdm 7.2 341

91 NonparametricNmethodsNforNidentifyingNdifferentiallyNexpressedNgenesNinNmicroarrayNdataeN
BioinformaticscN2002cNhocNhklkdmh 7.2 245

90 GenomedwideNpredictionNandNfunctionalNcharacterizationNofNtheNgeneticNbasisNofNautismNspectrumN
disordereNNaturelNeurosciencecN2016cNhpcNhklkdhkmi 25.5 214

89 βxploringNtheNfunctionalNlandscapeNofNgeneNexpressionqNdirectedNsearchNofNlargeNmicroarrayN
compendiaeNBioinformaticscN2007cNijcNimpidp 7.2 202

88  iscoveryNofNbiologicalNnetworksNfromNdiverseNfunctionalNgenomicNdataeNGenomelBiologycN2005cNmcNRhhk 18.3 162

87 βxploringNtheNhumanNgenomeNwithNfunctionalNmapseNGenomelResearchcN2009cNhpcNhgpjdhgm 9.7 159

86 NewNgeneticNsignalsNforNlungNfunctionNhighlightNpathwaysNandNchronicNobstructiveNpulmonaryN
diseaseNassociationsNacrossNmultipleNancestrieseNNaturelGeneticscN2019cNlhcNkohdkpj 36.3 156

85  eepNlearningNsequencedbasedNabNinitioNpredictionNofNvariantNeffectsNonNexpressionNandNdiseaseNriskeN
NaturelGeneticscN2018cNlgcNhhnhdhhnp 36.3 155

84 γindingNfunctionqNevaluationNmethodsNforNfunctionalNgenomicNdataeNBMClGenomicscN2006cNncNhon 4.5 154

83 WholedgenomeNdeepdlearningNanalysisNidentifiesNcontributionNofNnoncodingNmutationsNtoNautismN
riskeNNaturelGeneticscN2019cNlhcNpnjdpog 36.3 122

82 TissuedspecificNfunctionalNnetworksNforNprioritizingNphenotypeNandNdiseaseNgeneseNPLoSl
ComputationallBiologycN2012cNocNehggimpk 5 114

81 IγN˛‡d ependentNTissuedImmuneNHomeostasisNIsNzodoptedNinNtheNTumorNMicroenvironmenteNCellcN
2017cNhngcNhindhkheehl 56.2 104

80 xNscalableNmethodNforNintegrationNandNfunctionalNanalysisNofNmultipleNmicroarrayNdatasetseN
BioinformaticscN2006cNiicNiopgdn 7.2 101

Olga G Troyanskaya

2



79 xccurateNdetectionNofNaneuploidiesNinNarrayNzGHNandNgeneNexpressionNmicroarrayNdataeN
BioinformaticscN2004cNigcNjljjdkj 7.2 100

78 GenomicNRNxNβlementsN riveNPhaseNSeparationNofNtheNSxRSdzoVdiNNucleocapsideNMolecularlCellcN
2020cNogcNhgnodhgpheem 17.6 98

77 xNgenomewideNfunctionalNnetworkNforNtheNlaboratoryNmouseeNPLoSlComputationallBiologycN2008cNkcNehggghml5 94

76 TargetedNexplorationNandNanalysisNofNlargeNcrossdplatformNhumanNtranscriptomicNcompendiaeNNaturel
MethodscN2015cNhicNihhdkcNjNpNfollowingNihk 21.6 92

75 zontextdsensitiveNdataNintegrationNandNpredictionNofNbiologicalNnetworkseNBioinformaticscN2007cNijcNijiidjg7.2 91

74 IMPqNaNmultidspeciesNfunctionalNgenomicsNportalNforNintegrationcNvisualizationNandNpredictionNofN
proteinNfunctionsNandNnetworkseNNucleiclAcidslResearchcN2012cNkgcNWkokdpg 20.1 76

73 GlobalNpredictionNofNtissuedspecificNgeneNexpressionNandNcontextddependentNgeneNnetworksNinN
zaenorhabditisNeleganseNPLoSlComputationallBiologycN2009cNlcNehgggkhn 5 71

72 TissuedawareNdataNintegrationNapproachNforNtheNinferenceNofNpathwayNinteractionsNinNmetazoanN
organismseNBioinformaticscN2015cNjhcNhgpjdhgh 7.2 63

71 SynNotchdzxRNTNcellsNovercomeNchallengesNofNspecificitycNheterogeneitycNandNpersistenceNinNtreatingN
glioblastomaeNSciencelTranslationallMedicinecN2021cNhjcN 17.5 61

70 TheNSleipnirNlibraryNforNcomputationalNfunctionalNgenomicseNBioinformaticscN2008cNikcNhllpdmh 7.2 59

69 PuttingNmicroarraysNinNaNcontextqNintegratedNanalysisNofNdiverseNbiologicalNdataeNBriefingslinl
BioinformaticscN2005cNmcNjkdkj 13.4 55

68 SingleNcellNtranscriptomicsNidentifiesNfocalNsegmentalNglomerulosclerosisNremissionNendothelialN
biomarkereNJCIlInsightcN2020cNlcN 9.9 52

67 MetabolicNnetworkNrewiringNofNpropionateNfluxNcompensatesNvitaminNyhiNdeficiencyNinNzeNeleganseN
ELifecN2016cNlcN 8.9 51

66 LymphocyteNInvasionNinNIzhgfyasaldLikeNyreastNTumorsNIsNxssociatedNwithNWilddTypeNTPljeN
MolecularlCancerlResearchcN2015cNhjcNkpjdlgh 6.6 48

65 SeleneqNaNPyTorchdbasedNdeepNlearningNlibraryNforNsequenceNdataeNNaturelMethodscN2019cNhmcNjhldjho 21.6 47

64 γunctionalNgenomicsNcomplementsNquantitativeNgeneticsNinNidentifyingNdiseasedgeneNassociationseN
PLoSlComputationallBiologycN2010cNmcNehgggpph 5 46

63 IMPNiegqNaNmultidspeciesNfunctionalNgenomicsNportalNforNintegrationcNvisualizationNandNpredictionNofN
proteinNfunctionsNandNnetworkseNNucleiclAcidslResearchcN2015cNkjcNWhiodjj 20.1 44

62 γunctionalNknowledgeNtransferNforNhighdaccuracyNpredictionNofNunderdstudiedNbiologicalNprocesseseN
PLoSlComputationallBiologycN2013cNpcNehggipln 5 44
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61 InteractiveNyigN ataNResourceNtoNβlucidateNHumanNImmuneNPathwaysNandN iseaseseNImmunitycN2015cN
kjcNmgldhk 32.3 41

60 SelectiveNNeuronalNVulnerabilityNinNxlzheimerVsN iseaseqNxNNetworkdyasedNxnalysiseNNeuroncN2020cN
hgncNoihdojleehi 13.9 35

59 GenomicNanalysesNimplicateNnoncodingNdeNnovoNvariantsNinNcongenitalNheartNdiseaseeNNaturel
GeneticscN2020cNlicNnmpdnnn 36.3 33

58 SxRSdzoVdiNreceptorNnetworksNinNdiabeticNandNzOVI dhpdassociatedNkidneyNdiseaseeNKidneyl
InternationalcN2020cNpocNhlgidhlho 9.9 33

57 GIxNTNiegqNgenomedscaleNintegratedNanalysisNofNgeneNnetworksNinNtissueseNNucleiclAcidslResearchcN
2018cNkmcNWmldWng 20.1 33

56  irectingNexperimentalNbiologyqNaNcaseNstudyNinNmitochondrialNbiogenesiseNPLoSlComputationall
BiologycN2009cNlcNehgggjii 5 31

55 xnNintegrativeNtissuednetworkNapproachNtoNidentifyNandNtestNhumanNdiseaseNgeneseNNaturel
BiotechnologycN2018cN 44.5 31

54 ImplicationsNofNyigN ataNforNcellNbiologyeNMolecularlBiologyloflthelCellcN2015cNimcNilnldo 3.5 30

53 SpecificNviralNRNxNdrivesNtheNSxRSNzoVdiNnucleocapsidNtoNphaseNseparateN2020cN 28

52 GlobalNquantitativeNmodelingNofNchromatinNfactorNinteractionseNPLoSlComputationallBiologycN2014cN
hgcNehggjlil 5 26

51  iscriminatoryNPowerNofNzombinatorialNxntigenNRecognitionNinNzancerNTNzellNTherapieseNCelllSystems
cN2020cNhhcNihldiioeel 10.6 26

50 xccurateNquantificationNofNfunctionalNanalogyNamongNcloseNhomologseNPLoSlComputationallBiologycN
2011cNncNehgghgnk 5 25

49  ataddrivenNanalysisNofNimmuneNinfiltrateNinNaNlargeNcohortNofNbreastNcancerNandNitsNassociationNwithN
diseaseNprogressioncNβRNactivitycNandNgenomicNcomplexityeNOncotargetcN2017cNocNlnhihdlnhjj 3.3 24

48 OntologydawareNclassificationNofNtissueNandNcelldtypeNsignalsNinNgeneNexpressionNprofilesNacrossN
platformsNandNtechnologieseNBioinformaticscN2013cNipcNjgjmdkk 7.2 21

47 MappingNdynamicNhistoneNacetylationNpatternsNtoNgeneNexpressionNinNnanogddepletedNmurineN
embryonicNstemNcellseNPLoSlComputationallBiologycN2010cNmcNehgghgjk 5 20

46 xccurateNevaluationNandNanalysisNofNfunctionalNgenomicsNdataNandNmethodseNAnnalsloflthelNewlYorkl
AcademyloflSciencescN2012cNhimgcNpldhgg 6.5 19

45 SimultaneousNgenomedwideNinferenceNofNphysicalcNgeneticcNregulatorycNandNfunctionalNpathwayN
componentseNPLoSlComputationallBiologycN2010cNmcNehgghggp 5 17

44 γNTMqNaNserverNforNpredictingNfunctionalNnetworksNofNtissuesNinNmouseeNNucleiclAcidslResearchcN2015cN
kjcNWhoidn 20.1 16
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43  iscoveringNbiologicalNnetworksNfromNdiverseNfunctionalNgenomicNdataeNMethodslinlMolecularl
BiologycN2009cNlmjcNhlndnl 1.4 16

42 LowdvarianceNRNxsNidentifyNParkinsonVsNdiseaseNmolecularNsignatureNinNbloodeNMovementlDisorderscN
2015cNjgcNohjdih 7 14

41 GraphleqNInteractiveNexplorationNofNlargecNdenseNgraphseNBMClBioinformaticscN2009cNhgcNkhn 3.6 14

40 ProbabilisticNmodellingNofNchromatinNcodeNlandscapeNrevealsNfunctionalNdiversityNofNenhancerdlikeN
chromatinNstateseNNaturelCommunicationscN2016cNncNhglio 17.4 13

39 SerumNcytokineNlevelsNinNbreastNcancerNpatientsNduringNneoadjuvantNtreatmentNwithNbevacizumabeN
OncoImmunologycN2018cNncNehklnlpo 7.2 13

38 βnablingNPrecisionNMedicineNthroughNIntegrativeNNetworkNModelseNJournalloflMolecularlBiologycN
2018cNkjgcNiphjdipij 6.5 11

37 xNzomputationalNγrameworkNforNGenomedwideNzharacterizationNofNtheNHumanN iseaseNLandscapeeN
CelllSystemscN2019cNocNhlidhmieem 10.6 10

36 GenomedwideNlandscapeNofNRNxdbindingNproteinNtargetNsiteNdysregulationNrevealsNaNmajorNimpactN
onNpsychiatricNdisorderNriskeNNaturelGeneticscN2021cNljcNhmmdhnj 36.3 10

35 xrtificialNintelligenceNandNcancereeNNaturelCancercN2020cNhcNhkpdhli 15.4 9

34 yxYβSIxNN xTxNINTβGRxTIONqNxNγUNzTIONxLNPβRSPβzTIVβN2006cN 9

33 MachineNlearningcNtheNkidneycNandNgenotypedphenotypeNanalysiseNKidneylInternationalcN2020cNpncNhhkhdhhkp9.9 8

32 SingleNnucleusNmultidomicsNregulatoryNlandscapeNofNtheNmurineNpituitaryeNNaturelCommunicationscN
2021cNhicNimnn 17.4 8

31 SpatialNtranscriptionalNmappingNofNtheNhumanNnephrogenicNprogrameNDevelopmentallCellcN2021cNlmcNijohdijpoeem10.2 8

30 PresenilinNhNphosphorylationNregulatesNamyloidd˛†NdegradationNbyNmicrogliaeNMolecularlPsychiatrycN
2020cN 15.1 7

29 xnNautomatedNframeworkNforNefficientlyNdesigningNdeepNconvolutionalNneuralNnetworksNinN
genomicseNNaturelMachinelIntelligencecN2021cNjcNjpidkgg 22.5 7

28 zROTONqNanNautomatedNandNvariantdawareNdeepNlearningNframeworkNforNpredictingNzRISPRfzaspN
editingNoutcomeseNBioinformaticscN2021cNjncNijkidijko 7.2 7

27  ecodingNdiseaseqNfromNgenomesNtoNnetworksNtoNphenotypeseNNaturelReviewslGeneticscN2021cNiicNnnkdnpg30.1 7

26 MinorNIsozymesNTailorNYeastNMetabolismNtoNzarbonNxvailabilityeNMSystemscN2019cNkcN 7.6 6
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25 yioinformaticsNxpproachesNtoNProfileNtheNTumorNMicroenvironmentNforNImmunotherapeuticN
 iscoveryeNCurrentlPharmaceuticallDesigncN2017cNijcNknhmdknil 3.3 6

24 TissuedspecificNenhancerNfunctionalNnetworksNforNassociatingNdistalNregulatoryNregionsNtoNdiseaseeN
CelllSystemscN2021cNhicNjljdjmieem 10.6 6

23 MappingNtheNphysiologicalNandNmolecularNmarkersNofNstressNandNSSRINantidepressantNtreatmentNinN
ShggahgNcorticostriatalNneuronseNMolecularlPsychiatrycN2020cNilcNhhhidhhip 15.1 6

22 LackNofNaNsitedspecificNphosphorylationNofNPresenilinNhNdisruptsNmicroglialNgeneNnetworksNandN
progenitorsNduringNdevelopmenteNPLoSlONEcN2020cNhlcNegijnnnj 3.7 5

21 xccurateNgenomedwideNpredictionsNofNspatiodtemporalNgeneNexpressionNduringNembryonicN
developmenteNPLoSlGeneticscN2019cNhlcNehggojoi 6 4

20 ViableNvirusNsheddingNduringNSxRSdzoVdiNreinfectioneNLancetlRespiratorylMedicine,thecN2021cNpcNelmdeln 35.1 3

19 GIxNTNxPIqNanNapplicationNprogrammingNinterfaceNforNfunctionalNgenomicseNNucleiclAcidslResearchcN
2016cNkkcNWlondpi 20.1 2

18 GenomedwideNcharacterizationNofNgeneticNandNfunctionalNdysregulationNinNautismNspectrumNdisorder 2

17 ModelingNtranscriptionalNregulationNofNmodelNspeciesNwithNdeepNlearningeNGenomelResearchcN2021cN
jhcNhgpndhhgl 9.7 2

16 InterpretationNofNanNindividualNfunctionalNgenomicsNexperimentNguidedNbyNmassiveNpublicNdataeN
NaturelMethodscN2018cNhlcNhgkpdhgli 21.6 2

15 xNsequencedbasedNglobalNmapNofNregulatoryNactivityNforNdecipheringNhumanNgenetics 2

14 xnNactivationNtoNmemoryNdifferentiationNtrajectoryNofNtumordinfiltratingNlymphocytesNinformsN
metastaticNmelanomaNoutcomeseeNCancerlCellcN2022cNkgcNlikdlkkeel 24.3 2

13 SeleneqNaNPyTorchdbasedNdeepNlearningNlibraryNforNbiologicalNsequencedlevelNdata 1

12 xnNanalyticalNframeworkNforNinterpretableNandNgeneralizableNsingledcellNdataNanalysiseNNaturel
MethodscN2021cNhocNhjhndhjih 21.6 1

11  eepxrkqNmodelingNcisdregulatoryNcodesNofNmodelNspeciesNwithNdeepNlearning 1

10 SingleNnucleusNmultidomicsNregulatoryNatlasNofNtheNmurineNpituitary 1

9 xnNautomatedNframeworkNforNefficientlyNdesigningNdeepNconvolutionalNneuralNnetworksNinNgenomics 1

8 SingleNnucleusNpituitaryNtranscriptomicNandNepigeneticNlandscapeNrevealsNhumanNstemNcellN
heterogeneityNwithNdiverseNregulatoryNmechanisms 1
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7 xMyIβNTqNxcceleratedNzonvolutionalNNeuralNNetworkNxrchitectureNSearchNforNRegulatoryNGenomics 1

6 xNloopdcountingNmethodNforNcovariatedcorrectedNlowdrankNbiclusteringNofNgenedexpressionNandN
genomedwideNassociationNstudyNdataeNPLoSlComputationallBiologycN2018cNhkcNehggmhgl 5 1

5 SingleNnucleusNtranscriptomeNandNchromatinNaccessibilityNofNpostmortemNhumanNpituitariesNrevealN
diverseNstemNcellNregulatoryNmechanismseeNCelllReportscN2022cNjocNhhgkmn 10.6 1

4
xsymptomaticNSxRSdzoVdiNInfectionNIsNxssociatedNWithNHigherNLevelsNofNSerumNILdhnzcNMatrixN
MetalloproteinaseNhgNand´ γibroblastNGrowthNγactorsNThanNMildNSymptomaticNzOVI dhpeeNFrontierslinl
ImmunologycN2022cNhjcNoihnjg

8.4 1

3 MachineNlearningNmethodsNtoNmodelNmulticellularNcomplexityNandNtissueNspecificityeNNaturelReviewsl
MaterialscN2021cNmcNnhndnip 73.3 0

2 PGettingNstartedNineeePqNaNseriesNnotNtoNmisseNPLoSlComputationallBiologycN2007cNjcNhokh 5

1 UnsupervisedNMachineNLearningNtoNSupportNγunctionalNzharacterizationNofNGenesqNβmphasisNonN
zlusterN escriptionNandNzlassN iscoveryN2005cNhnldhpi
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