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g Paper IF Citations

153 Z’xgNShapesNtheN’pigeneticNLandscapeNofNwtherosclerosisccNCirculationaN2022aN 16.7 2

152 wNyongenitalNwnemiaNRevealsNzistinctNTargetingNMechanismsNforNMasterNTranscriptionNFactorN
GwTwfccNBloodaN2022aN 2.2 2

151 SinglebMoleculeNMultikilobasebScaleNProfilingNofNyhromatinNwccessibilityNUsingNmlwbSMwybSeqNandN
mlwbypGbGpybSMwybSeqccNMethodsgingMoleculargBiologyaN2022aNgiknaNglobgon 1.4

150 fastISMpNPerformantNinbsilicoNsaturationNmutagenesisNforNconvolutionalNneuralNnetworksccN
BioinformaticsaN2022aN 7.2 1

149 MITINminimumNinformationNguidelinesNforNhighlyNmultiplexedNtissueNimagesccNNaturegMethodsaN2022aN
foaNglgbglm 21.6 2

148 TheNchromatinNorganizationNofNaNchlorarachniophyteNnucleomorphNgenomeccNGenomegBiologyaN2022aN
ghaNlk 18.3 1

147
xeyondNGWwSNofNyolorectalNyancerpN’videnceNofNInteractionNwithNwlcoholNyonsumptionNandN
PutativeNyausalNVariantNforNtheNfeqgicgNRegionccNCancergEpidemiologygBiomarkersgandgPreventionaN
2022aNOFfbOFfh

4 0

146 TranscriptionalNandNchromatinbbasedNpartitioningNmechanismsNuncoupleNproteinNscalingNfromNcellN
sizecNMoleculargCellaN2021aNnfaNinlfbinmkcem 17.6 6

145 TheNdynamicaNcombinatorialNcisbregulatoryNlexiconNofNepidermalNdifferentiationcNNaturegGeneticsaN
2021aNkhaNfklibfkml 36.3 3

144 MTSpliceNpredictsNeffectsNofNgeneticNvariantsNonNtissuebspecificNsplicingcNGenomegBiologyaN2021aNggaNoi 18.3 2

143 LearningNcisbregulatoryNprinciplesNofNwzwRbbasedNRNwNeditingNfromNyRISPRbmediatedNmutagenesiscN
NaturegCommunicationsaN2021aNfgaNgflk 17.4 0

142 GenomebwideNenhancerNmapsNlinkNriskNvariantsNtoNdiseaseNgenescNNatureaN2021aNkohaNghnbgih 50.4 45

141 wNgenomebwideNatlasNofNcobessentialNmodulesNassignsNfunctionNtoNuncharacterizedNgenescNNatureg
GeneticsaN2021aNkhaNlhnblio 36.3 20

140 TranscriptionbdependentNdomainbscaleNthreebdimensionalNgenomeNorganizationNinNtheN
dinoflagellateNxreviolumNminutumcNNaturegGeneticsaN2021aNkhaNlfhblfm 36.3 10

139 wPbfNisNaNtemporallyNregulatedNdualNgatekeeperNofNreprogrammingNtoNpluripotencycNProceedingsgofg
thegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaN2021aNffnaN 11.5 3

138 ziscoveryNofNwidespreadNtranscriptionNinitiationNatNmicrosatellitesNpredictableNbyNsequencebbasedN
deepNneuralNnetworkcNNaturegCommunicationsaN2021aNfgaNhgom 17.4 3

137 GeneticN’ffectsNonNTranscriptomeNProfilesNinNyolonN’pitheliumNProvideNFunctionalNInsightsNforN
GeneticNRiskNLocicNCellulargandgMoleculargGastroenterologygandgHepatologyaN2021aNfgaNfnfbfom 7.9 4
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136 GeneticNarchitecturesNofNproximalNandNdistalNcolorectalNcancerNareNpartlyNdistinctcNGutaN2021aNmeaNfhgkbfhhi19.2 7

135 xasebresolutionNmodelsNofNtranscriptionbfactorNbindingNrevealNsoftNmotifNsyntaxcNNaturegGeneticsaN
2021aNkhaNhkibhll 36.3 60

134 yhromatinNandNgenebregulatoryNdynamicsNofNtheNdevelopingNhumanNcerebralNcortexNatNsinglebcellN
resolutioncNCellaN2021aNfniaNkekhbkelocegh 56.2 26

133 HighbThroughputNziscoveryNandNyharacterizationNofNHumanNTranscriptionalN’ffectorscNCellaN2020aN
fnhaNgegebgehkcefl 56.2 14

132 yRISPRNscreensNinNcancerNspheroidsNidentifyNhzNgrowthbspecificNvulnerabilitiescNNatureaN2020aNkneaNfhlbfif50.4 96

131 LongbrangeNsinglebmoleculeNmappingNofNchromatinNaccessibilityNinNeukaryotescNNaturegMethodsaN
2020aNfmaNhfobhgm 21.6 36

130 TheNHumanNTumorNwtlasNNetworkpNyhartingNTumorNTransitionsNacrossNSpaceNandNTimeNatNSinglebyellN
ResolutioncNCellaN2020aNfnfaNghlbgio 56.2 140

129 TransparencyNandNreproducibilityNinNartificialNintelligencecNNatureaN2020aNknlaN’fib’fl 50.4 85

128 LandscapeNofNcohesinbmediatedNchromatinNloopsNinNtheNhumanNgenomecNNatureaN2020aNknhaNmhmbmih 50.4 37

127 PerspectivesNonN’NyOz’cNNatureaN2020aNknhaNlohblon 50.4 61

126 ’xpandedNencyclopaediasNofNzNwNelementsNinNtheNhumanNandNmouseNgenomescNNatureaN2020aNknhaNloobmfe50.4 360

125 SinglebcellNepigenomicNanalysesNimplicateNcandidateNcausalNvariantsNatNinheritedNriskNlociNforN
wlzheimerVsNandNParkinsonVsNdiseasescNNaturegGeneticsaN2020aNkgaNffknbffln 36.3 58

124 MitigationNofNoffbtargetNtoxicityNinNyRISPRbyasoNscreensNforNessentialNnonbcodingNelementscNNatureg
CommunicationsaN2019aNfeaNielh 17.4 49

123 mtzNwNyhromatinblikeNOrganizationNIsNGraduallyN’stablishedNduringNMammalianN’mbryogenesiscN
IScienceaN2019aNfgaNfifbfkf 6.1 7

122 zecipheringNregulatoryNzNwNsequencesNandNnoncodingNgeneticNvariantsNusingNneuralNnetworkN
modelsNofNmassivelyNparallelNreporterNassayscNPLoSgONEaN2019aNfiaNeegfnemh 3.7 27

121 xriefNReportpNyellNyycleNzynamicsNofNHumanNPluripotentNStemNyellsNPrimedNforNzifferentiationcNStemg
CellsaN2019aNhmaNffkfbffkm 5.8 7

120 TheNKipoiNrepositoryNacceleratesNcommunityNexchangeNandNreuseNofNpredictiveNmodelsNforN
genomicscNNaturegBiotechnologyaN2019aNhmaNkogblee 44.5 69

119 MeasuringNtheNreproducibilityNandNqualityNofNHibyNdatacNGenomegBiologyaN2019aNgeaNkm 18.3 62

(2019-2021)
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118 RemodelingNofNepigenomeNandNtranscriptomeNlandscapesNwithNagingNinNmiceNrevealsNwidespreadN
inductionNofNinflammatoryNresponsescNGenomegResearchaN2019aNgoaNlombmeo 9.7 104

117 OpportunitiesNandNchallengesNforNtranscriptomebwideNassociationNstudiescNNaturegGeneticsaN2019aN
kfaNkogbkoo 36.3 266

116 Gkm’xplainpNfastNandNaccurateNinterpretationNofNnonlinearNgappedNkbmerNSVMscNBioinformaticsaN2019
aNhkaNifmhbifng 7.2 16

115 IntegratingNregulatoryNzNwNsequenceNandNgeneNexpressionNtoNpredictNgenomebwideNchromatinN
accessibilityNacrossNcellularNcontextscNBioinformaticsaN2019aNhkaNifenbiffl 7.2 24

114 TheN’NyOz’NxlacklistpNIdentificationNofNProblematicNRegionsNofNtheNGenomecNScientificgReportsaN
2019aNoaNohki 4.9 319

113 MatrixNstiffnessNinducesNaNtumorigenicNphenotypeNinNmammaryNepitheliumNthroughNchangesNinN
chromatinNaccessibilitycNNaturegBiomedicalgEngineeringaN2019aNhaNfeeobfefo 19 60

112 N’TWORKNMOz’LLINGNOFNTOPOLOGIywLNzOMwINSNUSINGNHIbyNzwTwcNAnnalsgofgAppliedgStatisticsaN
2019aNfhaNfkffbfkhl 2.1 2

111 HomogeneityNinNtheNassociationNofNbodyNmassNindexNwithNtypeNgNdiabetesNacrossNtheNUKNxiobankpNwN
MendelianNrandomizationNstudycNPLoSgMedicineaN2019aNflaNefeegong 11.6 15

110 ziscoveryNofNcommonNandNrareNgeneticNriskNvariantsNforNcolorectalNcancercNNaturegGeneticsaN2019aNkfaNmlbnm36.3 177

109 HomogeneityNinNtheNassociationNofNbodyNmassNindexNwithNtypeNgNdiabetesNacrossNtheNUKNxiobankpNwN
MendelianNrandomizationNstudyN2019aNflaNefeegong

108 HomogeneityNinNtheNassociationNofNbodyNmassNindexNwithNtypeNgNdiabetesNacrossNtheNUKNxiobankpNwN
MendelianNrandomizationNstudyN2019aNflaNefeegong

107 HomogeneityNinNtheNassociationNofNbodyNmassNindexNwithNtypeNgNdiabetesNacrossNtheNUKNxiobankpNwN
MendelianNrandomizationNstudyN2019aNflaNefeegong

106 HomogeneityNinNtheNassociationNofNbodyNmassNindexNwithNtypeNgNdiabetesNacrossNtheNUKNxiobankpNwN
MendelianNrandomizationNstudyN2019aNflaNefeegong

105 HomogeneityNinNtheNassociationNofNbodyNmassNindexNwithNtypeNgNdiabetesNacrossNtheNUKNxiobankpNwN
MendelianNrandomizationNstudyN2019aNflaNefeegong

104 yhIPbpingNtheNbranchesNofNtheNtreepNfunctionalNgenomicsNandNtheNevolutionNofNeukaryoticNgeneN
regulationcNBriefingsgingFunctionalgGenomicsaN2018aNfmaNfflbfhm 4.9 4

103 PredictionNofNproteinbligandNinteractionsNfromNpairedNproteinNsequenceNmotifsNandNligandN
substructuresN2018aN 2

102 OpportunitiesNandNobstaclesNforNdeepNlearningNinNbiologyNandNmedicinecNJournalgofgthegRoyalgSocietyg
InterfaceaN2018aNfkaN 4.1 780

101 GenomezISyOpNaNconcordanceNscoreNforNchromosomeNconformationNcaptureNexperimentsNusingN
randomNwalksNonNcontactNmapNgraphscNBioinformaticsaN2018aNhiaNgmefbgmem 7.2 38
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100 wNcommonNpatternNofNzNaseNINfootprintingNthroughoutNtheNhumanNmtzNwNunveilsNcluesNforNaN
chromatinblikeNorganizationcNGenomegResearchaN2018aNgnaNffknbffln 9.7 11

99 zifferentialNanalysisNofNchromatinNaccessibilityNandNhistoneNmodificationsNforNpredictingNmouseN
developmentalNenhancerscNNucleicgAcidsgResearchaN2018aNilaNfffnibffgef 20.1 18

98 PredictionNofNproteinbligandNinteractionsNfromNpairedNproteinNsequenceNmotifsNandNligandN
substructurescNPacificgSymposiumgongBiocomputinggPacificgSymposiumgongBiocomputingaN2018aNghaNgebhf 1.3 4

97 ImpactNofNregulatoryNvariationNacrossNhumanNiPSysNandNdifferentiatedNcellscNGenomegResearchaN2018aN
gnaNfggbfhf 9.7 70

96 ziscoveringNepistaticNfeatureNinteractionsNfromNneuralNnetworkNmodelsNofNregulatoryNzNwN
sequencescNBioinformaticsaN2018aNhiaNilgobilhm 7.2 38

95 IntertumoralNHeterogeneityNinNSyLyNIsNInfluencedNbyNtheNyellNTypeNofNOrigincNCancergDiscoveryaN2018aN
naNfhflbfhhf 24.4 65

94 UmapNandNxismappNquantifyingNgenomeNandNmethylomeNmappabilitycNNucleicgAcidsgResearchaN2018aN
ilaNefge 20.1 57

93 PredictingNgeneNexpressionNinNmassivelyNparallelNreporterNassayspNwNcomparativeNstudycNHumang
MutationaN2017aNhnaNfgiebfgke 4.7 23

92 MolecularNdefinitionNofNaNmetastaticNlungNcancerNstateNrevealsNaNtargetableNyzfeobJanusNkinasebStatN
axiscNNaturegMedicineaN2017aNghaNgofbhee 50.5 77

91 GenomebscaleNmeasurementNofNoffbtargetNactivityNusingNyasoNtoxicityNinNhighbthroughputNscreenscN
NaturegCommunicationsaN2017aNnaNfkfmn 17.4 148

90 HighbThroughputNyharacterizationNofNyascadeNtypeNIb’NyRISPRNGuideN’fficacyNRevealsNUnexpectedN
PwMNziversityNandNTargetNSequenceNPreferencescNGeneticsaN2017aNgelaNfmgmbfmhn 4 16

89 InitiationNofNmtzNwNtranscriptionNisNfollowedNbyNpausingaNandNdivergesNacrossNhumanNcellNtypesNandN
duringNevolutioncNGenomegResearchaN2017aNgmaNhlgbhmh 9.7 22

88 ’nhancerNconnectomeNinNprimaryNhumanNcellsNidentifiesNtargetNgenesNofNdiseasebassociatedNzNwN
elementscNNaturegGeneticsaN2017aNioaNflegbflfg 36.3 253

87 ’nrichmentNofNcolorectalNcancerNassociationsNinNfunctionalNregionspNInsightNforNusingNepigenomicsN
dataNinNtheNanalysisNofNwholeNgenomeNsequencebimputedNGWwSNdatacNPLoSgONEaN2017aNfgaNeefnlkfn 3.7 7

86 LineagebspecificNdynamicNandNprebestablishedNenhancerbpromoterNcontactsNcooperateNinNterminalN
differentiationcNNaturegGeneticsaN2017aNioaNfkggbfkgn 36.3 158

85 yhallengesNandNrecommendationsNforNepigenomicsNinNprecisionNhealthcNNaturegBiotechnologyaN2017aN
hkaNffgnbffhg 44.5 16

84 yhromatinNaccessibilityNdynamicsNrevealNnovelNfunctionalNenhancersNincNGenomegResearchaN2017aNgmaNgeolbgfem9.7 79

83 zenoisingNgenomebwideNhistoneNyhIPbseqNwithNconvolutionalNneuralNnetworkscNBioinformaticsaN2017aN
hhaNiggkbighh 7.2 34

(2017-2018)
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82 wnNimprovedNwTwybseqNprotocolNreducesNbackgroundNandNenablesNinterrogationNofNfrozenNtissuescN
NaturegMethodsaN2017aNfiaNokobolg 21.6 727

81 VicuspN’xploitingNlocalNstructuresNtoNimproveNnetworkbbasedNanalysisNofNbiologicalNdatacNPLoSg
ComputationalgBiologyaN2017aNfhaNefeeklgf 5 10

80 LineagebspecificNandNsinglebcellNchromatinNaccessibilityNchartsNhumanNhematopoiesisNandNleukemiaN
evolutioncNNaturegGeneticsaN2016aNinaNffohbgeh 36.3 555

79 MappingNtheNPairwiseNyhoicesNLeadingNfromNPluripotencyNtoNHumanNxoneaNHeartaNandNOtherN
MesodermNyellNTypescNCellaN2016aNfllaNikfbilm 56.2 242

78 TheNInternationalNHumanN’pigenomeNyonsortiumpNwNxlueprintNforNScientificNyollaborationNandN
ziscoverycNCellaN2016aNflmaNffikbffio 56.2 232

77 ImpactNofNtheNXNyhromosomeNandNsexNonNregulatoryNvariationcNGenomegResearchaN2016aNglaNmlnbmm 9.7 59

76 wnNatlasNofNtranscriptionalaNchromatinNaccessibilityaNandNsurfaceNmarkerNchangesNinNhumanN
mesodermNdevelopmentcNScientificgDataaN2016aNhaNflefeo 8.2 27

75 wnNwrntlgbzrivenNSecretomeN’nablesNLungNwdenocarcinomaNMetastaticNSelfbSufficiencycNCancergCellaN
2016aNgoaNlombmfe 24.3 57

74 yharacterizationNofNtheNdirectNtargetsNofNFOXONtranscriptionNfactorsNthroughoutNevolutioncNAgingg
CellaN2016aNfkaNlmhbnk 9.9 116

73 yharacterizationNofNTyFgfNzownstreamNTargetNRegionsNIdentifiesNaNTranscriptionalNNetworkNLinkingN
MultipleNIndependentNyoronaryNwrteryNziseaseNLocicNPLoSgGeneticsaN2015aNffaNefeekgeg 6 36

72 ReassessmentNofNPiwiNbindingNtoNtheNgenomeNandNPiwiNimpactNonNRNwNpolymeraseNIINdistributioncN
DevelopmentalgCellaN2015aNhgaNmmgbi 10.2 7

71 GeneticNyontrolNofNyhromatinNStatesNinNHumansNInvolvesNLocalNandNzistalNyhromosomalN
InteractionscNCellaN2015aNflgaNfekfblk 56.2 240

70 FineNmappingNofNtypeNfNdiabetesNsusceptibilityNlociNandNevidenceNforNcolocalizationNofNcausalNvariantsN
withNlymphoidNgeneNenhancerscNNaturegGeneticsaN2015aNimaNhnfbl 36.3 414

69 yonservedNepigenomicNsignalsNinNmiceNandNhumansNrevealNimmuneNbasisNofNwlzheimerVsNdiseasecN
NatureaN2015aNkfnaNhlkbo 50.4 390

68 IntegrativeNanalysisNofNfffNreferenceNhumanNepigenomescNNatureaN2015aNkfnaNhfmbhe 50.4 3849

67 PrinciplesNofNregulatoryNinformationNconservationNbetweenNmouseNandNhumancNNatureaN2014aNkfkaNhmfbhmk50.4 190

66 wNcomparativeNencyclopediaNofNzNwNelementsNinNtheNmouseNgenomecNNatureaN2014aNkfkaNhkkbli 50.4 1026

65 RegulatoryNanalysisNofNtheNycNelegansNgenomeNwithNspatiotemporalNresolutioncNNatureaN2014aNkfgaNieebk 50.4 81
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64 yomparativeNanalysisNofNregulatoryNinformationNandNcircuitsNacrossNdistantNspeciescNNatureaN2014aN
kfgaNikhbl 50.4 135

63 yomparativeNanalysisNofNmetazoanNchromatinNorganizationcNNatureaN2014aNkfgaNiiobkg 50.4 265

62
ReplyNtoNxrunetNandNzoolittlepNxothNselectedNeffectNandNcausalNroleNelementsNcanNinfluenceNhumanN
biologyNandNdiseasecNProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmerica
aN2014aNfffaN’hhll

11.5 22

61 HhKimehNbreadthNisNlinkedNtoNcellNidentityNandNtranscriptionalNconsistencycNCellaN2014aNfknaNlmhbnn 56.2 278

60 zefiningNfunctionalNzNwNelementsNinNtheNhumanNgenomecNProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaaN2014aNfffaNlfhfbn 11.5 490

59 ziverseNpatternsNofNgenomicNtargetingNbyNtranscriptionalNregulatorsNinNzrosophilaNmelanogastercN
GenomegResearchaN2014aNgiaNfggibhk 9.7 27

58 TranscriptionNfactorsNbindNnegativelyNselectedNsitesNwithinNhumanNmtzNwNgenescNGenomegBiologyg
andgEvolutionaN2014aNlaNglhibil 3.9 36

57 LargebscaleNqualityNanalysisNofNpublishedNyhIPbseqNdatacNG3:gGenesugGenomesugGeneticsaN2014aNiaNgeobgh 3.2 90

56 ’xtensiveNvariationNinNchromatinNstatesNacrossNhumanscNScienceaN2013aNhigaNmkebg 33.3 276

55 IntegrativeNannotationNofNchromatinNelementsNfromN’NyOz’NdatacNNucleicgAcidsgResearchaN2013aNifaNngmbif20.1 383

54 STwThNtargetsNsuggestNmechanismsNofNaggressiveNtumorigenesisNinNdiffuseNlargeNxbcellNlymphomacN
G3:gGenesugGenomesugGeneticsaN2013aNhaNgfmhbnk 3.2 24

53 ylassificationNofNhumanNgenomicNregionsNbasedNonNexperimentallyNdeterminedNbindingNsitesNofN
moreNthanNfeeNtranscriptionbrelatedNfactorscNGenomegBiologyaN2012aNfhaNRin 18.3 194

52 wnNintegratedNencyclopediaNofNzNwNelementsNinNtheNhumanNgenomecNNatureaN2012aNinoaNkmbmi 50.4 11449

51 yhIPbseqNguidelinesNandNpracticesNofNtheN’NyOz’NandNmod’NyOz’NconsortiacNGenomegResearchaN
2012aNggaNfnfhbhf 9.7 1211

50 LongNnoncodingNRNwsNareNrarelyNtranslatedNinNtwoNhumanNcellNlinescNGenomegResearchaN2012aNggaNflilbkm9.7 292

49 UbiquitousNheterogeneityNandNasymmetryNofNtheNchromatinNenvironmentNatNregulatoryNelementscN
GenomegResearchaN2012aNggaNfmhkbim 9.7 129

48 ModelingNgeneNexpressionNusingNchromatinNfeaturesNinNvariousNcellularNcontextscNGenomegBiologyaN
2012aNfhaNRkh 18.3 182

47 wrchitectureNofNtheNhumanNregulatoryNnetworkNderivedNfromN’NyOz’NdatacNNatureaN2012aNinoaNofbfee 50.4 1104

(2012-2014)
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46 LinkingNdiseaseNassociationsNwithNregulatoryNinformationNinNtheNhumanNgenomecNGenomegResearchaN
2012aNggaNfminbko 9.7 538

45 SequenceNfeaturesNandNchromatinNstructureNaroundNtheNgenomicNregionsNboundNbyNffoNhumanN
transcriptionNfactorscNGenomegResearchaN2012aNggaNfmonbnfg 9.7 596

44 wNuserVsNguideNtoNtheNencyclopediaNofNzNwNelementsNW’NyOz’XcNPLoSgBiologyaN2011aNoaNefeefeil 9.7 1060

43 wNpredictiveNmodelNofNtheNoxygenNandNhemeNregulatoryNnetworkNinNyeastcNPLoSgComputationalg
BiologyaN2008aNiaNefeeeggi 5 36

42 LearningNregulatoryNprogramsNthatNaccuratelyNpredictNdifferentialNexpressionNwithNM’zUSwcNAnnalsg
ofgthegNewgYorkgAcademygofgSciencesaN2007aNfffkaNfmnbgeg 6.5 8

41 wNclassificationbbasedNframeworkNforNpredictingNandNanalyzingNgeneNregulatoryNresponsecNBMCg
BioinformaticsaN2006aNmNSupplNfaNSk 3.6 12

40 yombiningNsequenceNandNtimeNseriesNexpressionNdataNtoNlearnNtranscriptionalNmodulescNIEEExACMg
TransactionsgongComputationalgBiologygandgBioinformaticsaN2005aNgaNfoibgeg 3 14

39 MotifNziscoveryNThroughNPredictiveNModelingNofNGeneNRegulationcNLecturegNotesgingComputerg
ScienceaN2005aNkhnbkkg 0.9 8

38 PredictingNGeneticNRegulatoryNResponseNUsingNylassificationpNYeastNStressNResponsecNLecturegNotesg
ingComputergScienceaN2005aNfbfh 0.9 1

37
StatisticalNanalysisNofNMPSSNmeasurementspNapplicationNtoNtheNstudyNofNLPSbactivatedNmacrophageN
geneNexpressioncNProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaN
2005aNfegaNfiegbm

11.5 46

36 PredictingNgeneticNregulatoryNresponseNusingNclassificationcNBioinformaticsaN2004aNgeNSupplNfaNighgbie 7.2 58

35 SpectrogramNwnalysisNofNGenomescNEurasipgJournalgongAdvancesgingSignalgProcessingaN2004aNgeeiaNf 1.9 32

34 TheNdynamicaNcombinatorialNcisbregulatoryNlexiconNofNepidermalNdifferentiation 3

33 GkmexplainpNFastNandNwccurateNInterpretationNofNNonlinearNGappedNkbmerNSVMsNUsingNIntegratedNGradients 2

32 IdentificationNandNmitigationNofNpervasiveNoffbtargetNactivityNinNyRISPRbyasoNscreensNforNessentialN
nonbcodingNelements 1

31 OmnibwTwybseqpNImprovedNwTwybseqNprotocolcNProtocolgExchangea 10

30 zenoisingNGenomebwideNHistoneNyhIPbseqNwithNyonvolutionalNNeuralNNetworks 6

29 InitiationNofNmtzNwNtranscriptionNisNfollowedNbyNpausingaNandNdivergeNacrossNhumanNcellNtypesNandN
duringNevolution 2
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28 yhromatinNaccessibilityNdynamicsNrevealNnovelNfunctionalNenhancersNinNycNelegans 1

27 ImpactNofNregulatoryNvariationNacrossNhumanNiPSysNandNdifferentiatedNcells 6

26 UmapNandNxismappNquantifyingNgenomeNandNmethylomeNmappability 4

25 ReversebcomplementNparameterNsharingNimprovesNdeepNlearningNmodelsNforNgenomics 26

24 OpportunitiesNandNobstaclesNforNdeepNlearningNinNbiologyNandNmedicine 45

23 SeparableNFullyNyonnectedNLayersNImproveNzeepNLearningNModelsNForNGenomics 5

22 GenomezISyOpNwNconcordanceNscoreNforNchromosomeNconformationNcaptureNexperimentsNusingN
randomNwalksNonNcontactNmapNgraphs 2

21 MeasuringNtheNreproducibilityNandNqualityNofNHibyNdata 6

20 SinglebcellNepigenomicNidentificationNofNinheritedNriskNlociNinNwlzheimerâ��sNandNParkinsonâ��sNdisease 9

19 MTSpliceNpredictsNeffectsNofNgeneticNvariantsNonNtissuebspecificNsplicing 1

18 FourierbtransformbbasedNattributionNpriorsNimproveNtheNinterpretabilityNandNstabilityNofNdeepN
learningNmodelsNforNgenomics 4

17 SizebindependentNmRNwNsynthesisNandNchromatinbbasedNpartitioningNmechanismsNgenerateNandN
maintainNconstantNamountsNofNproteinNperNcell 3

16 GenomebwideNmapsNofNenhancerNregulationNconnectNriskNvariantsNtoNdiseaseNgenes 7

15 HighbthroughputNdiscoveryNandNcharacterizationNofNhumanNtranscriptionalNeffectors 1

14 TranscriptomebwideNassociationNstudiespNopportunitiesNandNchallenges 12

13 ziscoveringNepistaticNfeatureNinteractionsNfromNneuralNnetworkNmodelsNofNregulatoryNzNwNsequences 2

12 KipoipNacceleratingNtheNcommunityNexchangeNandNreuseNofNpredictiveNmodelsNforNgenomics 13

11 zecipheringNregulatoryNzNwNsequencesNandNnoncodingNgeneticNvariantsNusingNneuralNnetworkN
modelsNofNmassivelyNparallelNreporterNassays 1

(-)
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10 LongbrangeNsinglebmoleculeNmappingNofNchromatinNaccessibilityNinNeukaryotes 4

9 IntegratingNregulatoryNzNwNsequenceNandNgeneNexpressionNtoNpredictNgenomebwideNchromatinN
accessibilityNacrossNcellularNcontexts 2

8 TargetedNoptimizationNofNregulatoryNzNwNsequencesNwithNneuralNeditingNarchitectures 3

7 xasebresolutionNmodelsNofNtranscriptionNfactorNbindingNrevealNsoftNmotifNsyntax 14
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