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m Paper IF Citations

129 vrchitectureNofNtheNhumanNregulatoryNnetworkNderivedNfromNzNxOyzNdatacNNatureaN2012aNimnaNnfbfee 50.4 1104

128 ïntegrativeNanalysisNofNtheNxaenorhabditisNelegansNgenomeNbyNtheNmodzNxOyzNprojectcNScienceaN
2010aNhheaNflljbml 33.3 744

127 xomparativeNanalysisNofNtheNtranscriptomeNacrossNdistantNspeciescNNatureaN2014aNjfgaNiijbm 50.4 207

126 xlassificationNofNhumanNgenomicNregionsNbasedNonNexperimentallyNdeterminedNbindingNsitesNofN
moreNthanNfeeNtranscriptionbrelatedNfactorscNGenomekBiologyaN2012aNfhaNRim 18.3 194

125 ModelingNgeneNexpressionNusingNchromatinNfeaturesNinNvariousNcellularNcontextscNGenomekBiologyaN
2012aNfhaNRjh 18.3 182

124 vNdeepNlearningNframeworkNforNmodelingNstructuralNfeaturesNofNRNvbbindingNproteinNtargetscN
NucleickAcidskResearchaN2016aNiiaNehg 20.1 152

123 xomparativeNanalysisNofNregulatoryNinformationNandNcircuitsNacrossNdistantNspeciescNNatureaN2014aN
jfgaNijhbk 50.4 135

122 UnderstandingNtranscriptionalNregulationNbyNintegrativeNanalysisNofNtranscriptionNfactorNbindingN
datacNGenomekResearchaN2012aNggaNfkjmbkl 9.7 133

121 ReconstructionNofNenhancerbtargetNnetworksNinNnhjNsamplesNofNhumanNprimaryNcellsaNtissuesNandNcellN
linescNNaturekGeneticsaN2017aNinaNfigmbfihk 36.3 124

120 ModelingNtheNrelativeNrelationshipNofNtranscriptionNfactorNbindingNandNhistoneNmodificationsNtoNgeneN
expressionNlevelsNinNmouseNembryonicNstemNcellscNNucleickAcidskResearchaN2012aNieaNjjhbkm 20.1 118

119 wigNdataNbioinformaticscNJournalkofkCellularkPhysiologyaN2014aNggnaNfmnkbnee 7 109

118 ïmmunoregulatoryNfunctionsNofNVïSTvcNImmunologicalkReviewsaN2017aNglkaNkkbln 11.3 104

117 vNstatisticalNframeworkNforNmodelingNgeneNexpressionNusingNchromatinNfeaturesNandNapplicationNtoN
modzNxOyzNdatasetscNGenomekBiologyaN2011aNfgaNRfj 18.3 96

116
vnalysisNofNclockbregulatedNgenesNinNNeurosporaNrevealsNwidespreadNposttranscriptionalNcontrolNofN
metabolicNpotentialcNProceedingskofkthekNationalkAcademykofkScienceskofkthekUnitedkStateskofkAmerica
aN2014aNfffaNfknnjbleeg

11.5 94

115 TheNhistoneNmethyltransferaseNactivityNofNMββfNisNdispensableNforNhematopoiesisNandN
leukemogenesiscNCellkReportsaN2014aNlaNfghnbil 10.6 91

114 mRNvNexpressionNprofilesNshowNdifferentialNregulatoryNeffectsNofNmicroRNvsNbetweenNestrogenN
receptorbpositiveNandNestrogenNreceptorbnegativeNbreastNcancercNGenomekBiologyaN2009aNfeaNRne 18.3 85

113 SystematicNPanbxancerNvnalysisNRevealsNïmmuneNxellNïnteractionsNinNtheNTumorNMicroenvironmentcN
CancerkResearchaN2017aNllaNfglfbfgmg 10.1 83
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112 TranscriptionalNandNproteomicNinsightsNintoNtheNhostNresponseNinNfatalNxOVïybfnNcasescNProceedingsk
ofkthekNationalkAcademykofkScienceskofkthekUnitedkStateskofkAmericaaN2020aNfflaNgmhhkbgmhih 11.5 77

111 vssociationNofNgammabaminobutyricNacidNvNreceptorN˛–gNgeneNV vwRvgWNwithNalcoholNuseNdisordercN
NeuropsychopharmacologyaN2014aNhnaNnelbfm 8.7 76

110 HypoxiabïnducedNVïSTvNPromotesNtheNSuppressiveN–unctionNofNMyeloidbyerivedNSuppressorNxellsNinN
theNTumorNMicroenvironmentcNCancerkImmunologykResearchaN2019aNlaNfelnbfene 12.5 75

109 ïnferringNmicroRNvNactivitiesNbyNcombiningNgeneNexpressionNwithNmicroRNvNtargetNpredictioncNPLoSk
ONEaN2008aNhaNefnmn 3.7 74

108 TheNrelationshipNbetweenNtheNevolutionNofNmicroRNvNtargetsNandNtheNlengthNofNtheirNUTRscNBMCk
GenomicsaN2009aNfeaNihf 4.5 72

107 xonstructionNandNanalysisNofNanNintegratedNregulatoryNnetworkNderivedNfromNhighbthroughputN
sequencingNdatacNPLoSkComputationalkBiologyaN2011aNlaNefeegfne 5 69

106 VïSTvNisNaNcheckpointNregulatorNforNnaˆflveNTNcellNquiescenceNandNperipheralNtolerancecNScienceaN2020aN
hklaN 33.3 63

105 ïnferringNactivityNchangesNofNtranscriptionNfactorsNbyNbindingNassociationNwithNsortedNexpressionN
profilescNBMCkBioinformaticsaN2007aNmaNijg 3.6 60

104 TherapeuticallyNtargetingNtumorNmicroenvironmentbmediatedNdrugNresistanceNinNestrogenN
receptorbpositiveNbreastNcancercNJournalkofkExperimentalkMedicineaN2018aNgfjaNmnjbnfe 16.6 49

103 TïPoNaNprobabilisticNmethodNforNidentifyingNtranscriptionNfactorNtargetNgenesNfromNxhïPbseqNbindingN
profilescNBioinformaticsaN2011aNglaNhggfbl 7.2 45

102 VïSTvNexpressionNonNtumorbinfiltratingNinflammatoryNcellsNinNprimaryNcutaneousNmelanomaN
correlatesNwithNpoorNdiseasebspecificNsurvivalcNCancerkImmunologyxkImmunotherapyaN2018aNklaNfffhbffgf 7.4 44

101 xyhkbMediatedNMetabolicNRewiringNofNwreastNxancerNxellsNPromotesNResistanceNtoNHzRgbTargetedN
TherapiescNCellkReportsaN2019aNgnaNhiejbhigecej 10.6 44

100
UnsupervisedNfeatureNconstructionNandNknowledgeNextractionNfromNgenomebwideNassaysNofNbreastN
cancerNwithNdenoisingNautoencoderscNPacifickSymposiumkonkBiocomputingkPacifickSymposiumkonk
BiocomputingaN2015aNfhgbih

1.3 43

99 zg–iNregulatoryNprogramNpredictsNpatientNsurvivalNprognosisNinNbreastNcancercNBreastkCancerk
ResearchaN2014aNfkaNimk 8.3 39

98 ïdentificationNofNxandidateNxyclinbdependentNkinaseNfNVxdkfWNSubstratesNinNMitosisNbyNQuantitativeN
PhosphoproteomicscNMolecularkandkCellularkProteomicsaN2016aNfjaNgiimbkf 7.6 37

97 ïntegrativeNanalysisNofNbreastNcancerNrevealsNprognosticNhaematopoieticNactivityNandNpatientbspecificN
immuneNresponseNprofilescNNaturekCommunicationsaN2016aNlaNfegim 17.4 30

96 vdaptiveNimmunityNprogrammesNinNbreastNcancercNImmunologyaN2017aNfjeaNgjbhi 7.8 29

95 ïnferenceNofNtranscriptionNmodificationNinNlongbliveNyeastNstrainsNfromNtheirNexpressionNprofilescNBMCk
GenomicsaN2007aNmaNgfn 4.5 29

(2007-2020)
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94 UNSUPzRVïSzyN–zvTURzNxONSTRUxTïONNvNyNαNOWβzy zNzXTRvxTïONN–ROMN zNOMzbWïyzN
vSSvYSNO–NwRzvSTNxvNxzRNWïTHNyzNOïSïN NvUTOzNxOyzRSN2014aN 27

93 zffectNofNestrogenNreceptorN˛–NbindingNonNfunctionalNyNvNmethylationNinNbreastNcancercNEpigeneticsaN
2014aNnaNjghbhg 5.7 26

92 vNPjhbyeficiencyN eneNSignatureNPredictsNRecurrenceNRiskNofNPatientsNwithNzarlybStageNβungN
vdenocarcinomacNCancerkEpidemiologykBiomarkerskandkPreventionaN2018aNglaNmkbnj 4 26

91 Py –NzngagesNanNzg–bUSPfNSignalingNPathwayNtoNSupportNïygbMediatedNSurvivalNofNProneuralN
 liomaNxellscNCancerkResearchaN2016aNlkaNgnkiblk 10.1 24

90 vnNapproachNforNdeterminingNandNmeasuringNnetworkNhierarchyNappliedNtoNcomparingNtheN
phosphorylomeNandNtheNregulomecNGenomekBiologyaN2015aNfkaNkh 18.3 21

89 xomputationalNimmuneNprofilingNinNlungNadenocarcinomaNrevealsNreproducibleNprognosticN
associationsNwithNimplicationsNforNimmunotherapycNOncoImmunologyaN2018aNlaNefihfemi 7.2 20

88 vNβeukocyteNïnfiltrationNScoreNyefinedNbyNaN eneNSignatureNPredictsNMelanomaNPatientNPrognosiscN
MolecularkCancerkResearchaN2019aNflaNfenbffn 6.6 20

87 MYxNMediatesNmRNvNxapNMethylationNofNxanonicalNWntd˛†bxateninNSignalingNTranscriptsNwyN
RecruitingNxyαlNandNRNvNMethyltransferasecNMolecularkCancerkResearchaN2017aNfjaNgfhbggi 6.6 19

86 SystematicNidentificationNofNcellNcycleNregulatedNtranscriptionNfactorsNfromNmicroarrayNtimeNseriesN
datacNBMCkGenomicsaN2008aNnaNffk 4.5 19

85  enomicNxharacterizationNofNSixNVirusbvssociatedNxancersNïdentifiesNxhangesNinNtheNTumorNïmmuneN
MicroenvironmentNandNvlteredN eneticNProgramscNCancerkResearchaN2018aNlmaNkifhbkigh 10.1 19

84 SignificantNandNsystematicNexpressionNdifferentiationNinNlongblivedNyeastNstrainscNPLoSkONEaN2007aNgaNefenj3.7 18

83 RzvxTïNoNregulatoryNactivityNinferenceNofNtranscriptionNfactorsNunderlyingNhumanNdiseasesNwithN
applicationNtoNbreastNcancercNBMCkGenomicsaN2013aNfiaNjei 4.5 17

82 ResidentNandNcirculatingNmemoryNTNcellsNpersistNforNyearsNinNmelanomaNpatientsNwithNdurableN
responsesNtoNimmunotherapycNNaturekCanceraN2021aNgaNheebhff 15.4 17

81  enomebwideNanalysisNofNchromatinNfeaturesNidentifiesNhistoneNmodificationNsensitiveNandN
insensitiveNyeastNtranscriptionNfactorscNGenomekBiologyaN2011aNfgaNRfff 18.3 16

80 vnNintestinalNmicroRNvNmodulatesNtheNhomeostaticNadaptationNtoNchronicNoxidativeNstressNincNAgingaN
2016aNmaNfnlnbgeej 5.6 16

79 ïntegrativeNanalysisNofNsurvivalbassociatedNgeneNsetsNinNbreastNcancercNBMCkMedicalkGenomicsaN2015aN
maNff 3.7 15

78
vNwNcellbderivedNgeneNexpressionNsignatureNassociatesNwithNanNimmunologicallyNactiveNtumorN
microenvironmentNandNresponseNtoNimmuneNcheckpointNblockadeNtherapycNOncoImmunologyaN2019aN
maNefjfhiie

7.2 15

77 SinglebcellNRNvNsequencingNrevealsNtheNimpactNofNchromosomalNinstabilityNonNglioblastomaNcancerN
stemNcellscNBMCkMedicalkGenomicsaN2019aNfgaNln 3.7 13
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76 TheNzg–iNprognosticNsignatureNpredictsNpathologicalNresponseNtoNneoadjuvantNchemotherapyNinN
breastNcancerNpatientscNBMCkCanceraN2017aNflaNhek 4.8 13

75 SubbarrayNnormalizationNsubjectNtoNdifferentiationcNNucleickAcidskResearchaN2005aNhhaNjjkjblh 20.1 12

74 ïntestinalNstemNcellNoverproliferationNresultingNfromNinactivationNofNtheNvPxNtumorNsuppressorN
requiresNtheNtranscriptionNcofactorsNzarthboundNandNzrectNwingcNPLoSkGeneticsaN2017aNfhaNefeekmle 6 12

73 MultifactorialNyeepNβearningNRevealsNPanbxancerN enomicNTumorNxlustersNwithNyistinctN
ïmmunogenomicNβandscapeNandNResponseNtoNïmmunotherapycNClinicalkCancerkResearchaN2020aNgkaNgnembgnge12.9 12

72 xrossbyisciplinaryNNetworkNxomparisonoNMatchmakingNwetweenNHairballscNCellkSystemsaN2016aNgaNfilbfjl10.6 12

71 StatinsNassociateNwithNimprovedNmortalityNamongNpatientsNwithNcertainNhistologicalNsubtypesNofNlungN
cancercNLungkCanceraN2018aNfgkaNmnbnk 5.9 12

70 ïdentificationNofNgeneNexpressionNlevelsNinNprimaryNmelanomaNassociatedNwithNclinicallyNmeaningfulN
characteristicscNMelanomakResearchaN2018aNgmaNhmebhmn 3.3 12

69 npgfNlossNconfersNaNcoldNtumorNimmuneNmicroenvironmentNandNprimaryNresistanceNtoNimmuneN
checkpointNtherapycNNaturekCommunicationsaN2021aNfgaNjkek 17.4 12

68 vNgeneNexpressionbbasedNimmuneNsignatureNforNlungNadenocarcinomaNprognosiscNCancerk
ImmunologyxkImmunotherapyaN2020aNknaNfmmfbfmne 7.4 11

67 VïSTvNRebprogramsNMacrophageNwiologyNThroughNtheNxombinedNRegulationNofNToleranceNandN
vntibinflammatoryNPathwayscNFrontierskinkImmunologyaN2020aNffaNjmefml 8.4 11

66 SystematicNidentificationNofNtranscriptionNfactorsNassociatedNwithNpatientNsurvivalNinNcancerscNBMCk
GenomicsaN2009aNfeaNggj 4.5 10

65 xytokineNsensitivityNscreeningNhighlightsNwMPiNpathwayNsignalingNasNaNtherapeuticNopportunityNinN
zRNbreastNcancercNFASEBkJournalaN2019aNhhaNfkiibfkjl 0.9 10

64 zg–iNProgramNïsNPredictiveNofNProgressionNandNïntravesicalNïmmunotherapyNzfficacyNinNwladderN
xancercNMolecularkCancerkResearchaN2015aNfhaNfhfkbgi 6.6 9

63 RelatingNgeneNexpressionNevolutionNwithNxp NcontentNchangescNBMCkGenomicsaN2014aNfjaNknh 4.5 9

62  eneNsignaturebbasedNpredictionNofNtriplebnegativeNbreastNcancerNpatientNresponseNtoNNeoadjuvantN
chemotherapycNCancerkMedicineaN2020aNnaNkgmfbkgnj 4.8 9

61 xomplexNPatternsNofNvssociationNbetweenNPleiotropyNandNTranscriptionN–actorNzvolutioncNGenomek
BiologykandkEvolutionaN2016aNmaNhfjnbhfle 3.9 9

60 RegulatorsNassociatedNwithNclinicalNoutcomesNrevealedNbyNyNvNmethylationNdataNinNbreastNcancercN
PLoSkComputationalkBiologyaN2015aNffaNefeeigkn 5 8

59 MvRyoNaNnewNmethodNtoNdetectNdifferentialNgeneNexpressionNinNtreatmentbcontrolNtimeNcoursescN
BioinformaticsaN2006aNggaNgkjebl 7.2 8

(2006-2017)
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58 PredictorsNofNdiseaseNaggressivenessNinfluenceNoutcomeNfromNimmunotherapyNtreatmentNinNrenalN
clearNcellNcarcinomacNOncoImmunologyaN2019aNmaNefjeefek 7.2 8

57 xomputationalNïnvestigationNofNHomologousNRecombinationNyNvNRepairNyeficiencyNinNSporadicN
wreastNxancercNScientifickReportsaN2017aNlaNfjlig 4.9 7

56  eneNsignaturesNassociatedNwithNgenomicNaberrationsNpredictNprognosisNinNneuroblastomacNCancerk
CommunicationsaN2020aNieaNfejbffm 9.4 7

55 PerformanceNandNefficiencyNofNmachineNlearningNalgorithmsNforNanalyzingNrectangularNbiomedicalN
datacNLaboratorykInvestigationaN2021aNfefaNihebiif 5.9 7

54 ïntegrativeNanalysisNofNcancerNgenesNinNaNfunctionalNinteractomecNScientifickReportsaN2016aNkaNgnggm 4.9 6

53 TranscriptionNfactorNbindingNprofilesNrevealNcyclicNexpressionNofNhumanNproteinbcodingNgenesNandN
nonbcodingNRNvscNPLoSkComputationalkBiologyaN2013aNnaNefeehfhg 5 6

52 xancerNcellNlineNspecificNcobfactorsNmodulateNtheN–OXMfNcistromecNOncotargetaN2017aNmaNlkinmblkjfj 3.3 6

51 PanbcancerNassociationNofNHβvNgeneNexpressionNwithNcancerNprognosisNandNimmunotherapyNefficacycN
BritishkJournalkofkCanceraN2021aNfgjaNiggbihg 8.7 6

50 xomputationalNSTvThNactivityNinferenceNrevealsNitsNrolesNinNtheNpancreaticNtumorNmicroenvironmentcN
ScientifickReportsaN2019aNnaNfmgjl 4.9 6

49 VïSTvoNvNTargetNtoNManageNtheNïnnateNxytokineNStormcNFrontierskinkImmunologyaN2020aNffaNjnjnje 8.4 6

48 ïdentificationNofNyeastNcellNcycleNregulatedNgenesNbasedNonNgenomicNfeaturescNBMCkSystemskBiologyaN
2013aNlaNle 3.5 5

47 SystematicNanalysisNofNhematopoieticNgeneNexpressionNprofilesNforNprognosticNpredictionNinNacuteN
myeloidNleukemiacNScientifickReportsaN2015aNjaNfknml 4.9 5

46 xontextualNRefinementNofNRegulatoryNTargetsNRevealsNzffectsNonNwreastNxancerNPrognosisNofNtheN
RegulomecNPLoSkComputationalkBiologyaN2017aNfhaNefeejhie 5 5

45 ïmpactNofNOncotypeNyXNtestingNonNzRYNbreastNcancerNtreatmentNandNsurvivalNinNtheNfirstNdecadeNofN
usecNBreastkCancerkResearchaN2021aNghaNli 8.3 5

44 ResidentNmemoryNxymNT´ cellsNinNregionalNlymphNnodesNmediateNimmunityNtoNmetastaticNmelanomacN
ImmunityaN2021aNjiaNgfflbgfhgcel 32.3 5

43
xoexpressionNenrichmentNanalysisNatNtheNsinglebcellNlevelNrevealsNconvergentNdefectsNinNneuralN
progenitorNcellsNandNtheirNcellbtypeNtransitionsNinNneurodevelopmentalNdisorderscNGenomekResearchaN
2020aNheaNmhjbmim

9.7 4

42 ïntegrativeN enomicNvnalysesNYieldNxellbxycleNRegulatoryNProgramsNwithNPrognosticNValuecN
MolecularkCancerkResearchaN2016aNfiaNhhgbih 6.6 4

41 SvRSbxoVbgNïmpairsNyendriticNxellsNandNRegulatesNyxbSï NN eneNzxpressionNinNTissuescN
InternationalkJournalkofkMolecularkSciencesaN2021aNggaN 6.3 4
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40
MolecularNandNepigeneticNprofilesNofNwRxvfblikeNhormonebreceptorbpositiveNbreastNtumorsN
identifiedNwithNdevelopmentNandNapplicationNofNaNcopybnumberbbasedNclassifiercNBreastkCancerk
ResearchaN2019aNgfaNfi

8.3 3

39 vNTMPRSSgbzR NgeneNsignatureNpredictsNprognosisNofNpatientsNwithNprostateNadenocarcinomacN
ClinicalkandkTranslationalkMedicineaN2020aNfeaNegfk 5.7 3

38 vnNz –RNsignatureNpredictsNcellNlineNandNpatientNsensitivityNtoNmultipleNtyrosineNkinaseNinhibitorscN
InternationalkJournalkofkCanceraN2020aNfilaNgkgfbgkhh 7.5 3

37 PanbcancerNsystematicNidentificationNofNlncRNvsNassociatedNwithNcancerNprognosiscNPeerJaN2020aNmaNemlnl3.1 3

36 NovelNputativeNdrugsNandNkeyNinitiatingNgenesNforNneurodegenerativeNdiseaseNdeterminedNusingN
networkbbasedNgeneticNintegrativeNanalysiscNJournalkofkCellularkBiochemistryaN2019aNfgeaNjijnbjilf 4.7 3

35 vpplicationNofNRNvibinducedNgeneNexpressionNprofilesNforNprognosticNpredictionNinNbreastNcancercN
GenomekMedicineaN2016aNmaNffi 14.4 2

34 vpplicationNofNMachinebβearningNMethodsNtoNUnderstandN eneNzxpressionNRegulationcNGenetickandk
EvolutionarykComputationaN2015aNfbfj 0.8 2

33 MYxNvctivityNïnferenceNxapturesNyiverseNMechanismsNofNvberrantNMYxNPathwayNvctivationNinN
HumanNxancerscNMolecularkCancerkResearchaN2021aNfnaNifibigm 6.6 2

32 iTvRoNaNwebNserverNforNidentifyingNtargetNgenesNofNtranscriptionNfactorsNusingNxhïPbseqNorNxhïPbchipN
datacNBMCkGenomicsaN2016aNflaNkhg 4.5 2

31 ïnNsilicoNframeworksNforNsystematicNprebclinicalNscreeningNofNpotentialNantibleukemiaNtherapeuticscN
ExpertkOpinionkonkDrugkDiscoveryaN2016aNffaNfgfhbfggg 6.2 2

30 TumorNimmuneNinfiltrationNestimatedNfromNgeneNexpressionNprofilesNpredictsNcolorectalNcancerN
relapsecNOncoImmunologyaN2021aNfeaNfmkgjgn 7.2 2

29 MultimetricNfeatureNselectionNforNanalyzingNmulticategoryNoutcomesNofNcolorectalNcanceroNrandomN
forestNandNmultinomialNlogisticNregressionNmodelscNLaboratorykInvestigationaN2021aN 5.9 2

28 yeepbPrecognitiveNyiagnosisoNPreventingN–utureNPandemicsNbyNNovelNyiseaseNyetectionNWithN
wiologicallybïnspiredNxonvb–uzzyNNetworkccNIEEEkAccessaN2022aNfeaNghfklbghfmj 3.5 2

27 vbnormalNglobalNalternativeNRNvNsplicingNinNxOVïybfnNpatientsccNPLoSkGeneticsaN2022aNfmaNefefefhl 6 2

26 WholeNtranscriptomeNsignatureNforNprognosticNpredictionNVWTSPPWoNapplicationNofNwholeN
transcriptomeNsignatureNforNprognosticNpredictionNinNcancercNLaboratorykInvestigationaN2020aNfeeaNfhjkbfhkk5.9 1

25 ïnferringNconditionbspecificNtargetsNofNhumanNT–bT–NcomplexesNusingNxhïPbseqNdatacNBMCkGenomicsaN
2017aNfmaNkf 4.5 1

24 vNwbRafNVkeezNgeneNsignatureNforNmelanomaNpredictsNprognosisNandNrevealsNsensitivityNtoNtargetedN
therapiesccNCancerkMedicineaN2022aN 4.8 1

23  enomebwideNinteractionNanalysisNidentifiedNlowbfrequencyNvariantsNwithNsexNdisparityNinNlungN
cancerNriskccNHumankMolecularkGeneticsaN2022aN 5.6 1

(2022-2019)
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22 xoldNandNheterogeneousNTNcellNrepertoireNisNassociatedNwithNcopyNnumberNaberrationsNandNlossNofN
immuneNgenesNinNsmallbcellNlungNcancercNNaturekCommunicationsaN2021aNfgaNkkjj 17.4 1

21 vNunifiedNframeworkNforNintegrativeNstudyNofNheterogeneousNgeneNregulatoryNmechanismscNNaturek
MachinekIntelligenceaN2020aNgaNiilbijk 22.5 1

20 SystematicNcomputationalNidentificationNofNprognosticNcytogeneticNmarkersNinNneuroblastomacNBMCk
MedicalkGenomicsaN2019aNfgaNfng 3.7 1

19 vNTranscriptionallyNyefinableNSubgroupNofNTriplebNegativeNwreastNandNOvarianNxancerNSamplesN
ShowsNSensitivityNtoNHSPneNïnhibitioncNClinicalkCancerkResearchaN2020aNgkaNfjnbfle 12.9 1

18 wNcellNinfiltrationNisNhighlyNassociatedNwithNprognosisNandNanNimmunebinfiltratedNtumorN
microenvironmentNinNneuroblastomacNJournalkofkCancerkMetastasiskandkTreatmentaN2021aNlaN 3.8 1

17 vpplicationsNofNzNxOyzNdataNtoNSystematicNvnalysesNviaNyataNïntegrationcNCurrentkOpinionkink
SystemskBiologyaN2018aNffaNjlbki 3.2 1

16 TheNhistologicNphenotypeNofNlungNcancersNisNassociatedNwithNtranscriptomicNfeaturesNratherNthanN
genomicNcharacteristicscNNaturekCommunicationsaN2021aNfgaNlemf 17.4 1

15 TheNsteroidNhormoneNestriolNVzWNregulatesNepigeneticNprogrammingNofNfetalNmouseNbrainNandN
reproductiveNtractccNBMCkBiologyaN2022aNgeaNnh 7.3 1

14 PredictingNclinicalNoutcomesNofNcancerNpatientsNwithNaNpjhNdeficiencyNgeneNsignatureccNScientifick
ReportsaN2022aNfgaNfhfl 4.9 0

13 ïnfluenceNofNTNxellbMediatedNïmmuneNSurveillanceNonNSomaticNMutationNOccurrencesNinNMelanomaccN
FrontierskinkImmunologyaN2021aNfgaNlehmgf 8.4 0

12 RareNVariantN eneticNvssociationNStudyNforNTransplantbvssociatedNThromboticNMicroangiopathyN
VTvbTMvWNViaNWholeNzxomeNSequencingcNBloodaN2021aNfhmaNlijblij 2.2 0

11 xomputationalNmodelingNofNchromatinNaccessibilityNidentifiedNimportantNepigenomicNregulatorsccN
BMCkGenomicsaN2022aNghaNfn 4.5 0

10 vNlepidicNgeneNsignatureNpredictsNpatientNprognosisNandNsensitivityNtoNimmunotherapyNinNlungN
adenocarcinomaccNGenomekMedicineaN2022aNfiaNj 14.4 0

9 xhrgeqNvmplificationNyefinesNaNyistinctNMolecularNSubtypeNofNMicrosatelliteNStableNxolorectalN
xancercNCancerkResearchaN2021aNmfaNfnllbfnml 10.1 0

8 RareNdeleteriousNgermlineNvariantsNandNriskNofNlungNcancercNNpjkPrecisionkOncologyaN2021aNjaNfg 9.8 0

7 ïntegrativeNvnalysisNïdentifiesNTranscriptionN–actorâ��yNvNMethylationNRelationshipsNandNïntroducesN
NewNvvenuesNforNTranslatingNxancerNzpigeneticsNintoNtheNxlinicN2015aNgffbggm

6  enomicsNandNSystemsNwiologyN2018aNlgjblhh

5 vNframeworkNtoNpredictNtheNapplicabilityNofNOncotypeNyXaNMammaPrintaNandNzg–iNgeneNsignaturesN
forNimprovingNbreastNcancerNprognosticNpredictionccNScientifickReportsaN2022aNfgaNggff 4.9
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