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j Paper IF Citations

51 ComprehensiveOenhancerftargetOgeneOassignmentsOimproveOgeneOsetOlevelOinterpretationOofO
genomefwideOregulatoryOdataggOGenomerBiologyeO2022eOlmeOkio 18.3 0

50 SquiggleNettOrealftimeeOdirectOclassificationOofOnanoporeOsignalsgOGenomerBiologyeO2021eOlleOlsr 18.3 1

49 TheOInducibleOOperatorfRepressorOSystemOIsOFunctionalOinOZebrafishOCellsgOFrontiersrinrGeneticseO
2021eOkleOprmmsn 4.5

48 CassOtargetedOenrichmentOofOmobileOelementsOusingOnanoporeOsequencinggONaturerCommunicationseO
2021eOkleOmorp 17.4 10

47 FfSeqltOimprovingOtheOfeatureOdensityObasedOpeakOcallerOwithOdynamicOstatisticsgONARrGenomicsrandr
BioinformaticseO2021eOmeOlqabikl 3.7 0

46 TRACEtOtranscriptionOfactorOfootprintingOusingOchromatinOaccessibilityOdataOandODNAOsequencegO
GenomerResearcheO2020eOmieOkinifkinp 9.7 3

45 PolyfEnrichtOcountfbasedOmethodsOforOgeneOsetOenrichmentOtestingOwithOgenomicOregionsgONARr
GenomicsrandrBioinformaticseO2020eOleOlqaaiip 3.7 5

44 BroadOnoncodingOtranscriptionOsuggestsOgenomeOsurveillanceObyORNAOpolymeraseOVgOProceedingsrofr
therNationalrAcademyrofrSciencesrofrtherUnitedrStatesrofrAmericaeO2020eOkkqeOmiqssfmirin 11.5 6

43 MapGLtOinferringOevolutionaryOgainOandOlossOofOshortOgenomicOsequenceOfeaturesObyOphylogeneticO
maximumOparsimonygOBMCrBioinformaticseO2020eOlkeOnkp 3.6 0

42 PerspectivesOonOENCODEgONatureeO2020eOormeOpsmfpsr 50.4 61

41 ExpandedOencyclopaediasOofODNAOelementsOinOtheOhumanOandOmouseOgenomesgONatureeO2020eOormeOpssfqki50.4 360

40 PredictingOtheOeffectsOofOSNPsOonOtranscriptionOfactorObindingOaffinitygOBioinformaticseO2020eOmpeOmpnfmql 7.2 20

39 TransposableOelementsOcontributeOtoOcellOandOspeciesfspecificOchromatinOloopingOandOgeneO
regulationOinOmammalianOgenomesgONaturerCommunicationseO2020eOkkeOkqsp 17.4 39

38 PredictingOfunctionalOvariantsOinOenhancerOandOpromoterOelementsOusingORegulomeDBgOHumanr
MutationeO2019eOnieOklslfklsr 4.7 32

37 IntegrationOofOmultipleOepigenomicOmarksOimprovesOpredictionOofOvariantOimpactOinOsaturationO
mutagenesisOreporterOassaygOHumanrMutationeO2019eOnieOklrifklsk 4.7 19

36 TheOENCODEOBlacklisttOIdentificationOofOProblematicORegionsOofOtheOGenomegOScientificrReportseO
2019eOseOsmon 4.9 319

35 CellOSpecificityOofOHumanORegulatoryOAnnotationsOandOTheirOGeneticOEffectsOonOGeneOExpressiongO
GeneticseO2019eOlkkeOonsfopl 4 9
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34
GenomefwideOStudyOofOAtrialOFibrillationOIdentifiesOSevenORiskOLociOandOHighlightsOBiologicalO
PathwaysOandORegulatoryOElementsOInvolvedOinOCardiacODevelopmentgOAmericanrJournalrofrHumanr
GeneticseO2018eOkileOkimfkko

11 53

33 ConservedOandOspeciesfspecificOtranscriptionOfactorOcofbindingOpatternsOdriveOdivergentOgeneO
regulationOinOhumanOandOmousegONucleicrAcidsrResearcheO2018eOnpeOkrqrfkrsn 20.1 8

32 ProteinfalteringOandOregulatoryOgeneticOvariantsOnearOGATAnOimplicatedOinObicuspidOaorticOvalvegO
NaturerCommunicationseO2017eOreOkonrk 17.4 52

31 MiningOtheOUnknowntOAssigningOFunctionOtoONoncodingOSingleONucleotideOPolymorphismsgOTrendsrinr
GeneticseO2017eOmmeOmnfno 8.5 60

30 AOproximityfbasedOgraphOclusteringOmethodOforOtheOidentificationOandOapplicationOofOtranscriptionO
factorOclustersgOBMCrBioinformaticseO2017eOkreOomi 3.6 1

29 DecipheringOENCODEgOTrendsrinrGeneticseO2016eOmleOlmrflns 8.5 37

28 MangotOaObiasfcorrectingOChIAfPETOanalysisOpipelinegOBioinformaticseO2015eOmkeOmislfr 7.2 91

27 PrinciplesOofOregulatoryOinformationOconservationObetweenOmouseOandOhumangONatureeO2014eOokoeOmqkfmqo50.4 190

26 AOcomparativeOencyclopediaOofODNAOelementsOinOtheOmouseOgenomegONatureeO2014eOokoeOmoofpn 50.4 1026

25 SushigRtOflexibleeOquantitativeOandOintegrativeOgenomicOvisualizationsOforOpublicationfqualityO
multifpanelOfiguresgOBioinformaticseO2014eOmieOlrirfki 7.2 122

24 RegulatoryOanalysisOofOtheOCgOelegansOgenomeOwithOspatiotemporalOresolutiongONatureeO2014eOokleOniifo 50.4 81

23 ComparativeOanalysisOofOregulatoryOinformationOandOcircuitsOacrossOdistantOspeciesgONatureeO2014eO
okleOnomfp 50.4 135

22 DynamicOtransfactingOfactorOcolocalizationOinOhumanOcellsgOCelleO2013eOkooeOqkmfln 56.2 109

21 ExtensiveOvariationOinOchromatinOstatesOacrossOhumansgOScienceeO2013eOmnleOqoifl 33.3 276

20 AnOintegratedOencyclopediaOofODNAOelementsOinOtheOhumanOgenomegONatureeO2012eOnrseOoqfqn 50.4 11449

19 PersonalOomicsOprofilingOrevealsOdynamicOmolecularOandOmedicalOphenotypesgOCelleO2012eOknreOklsmfmiq 56.2 921

18 ArchitectureOofOtheOhumanOregulatoryOnetworkOderivedOfromOENCODEOdatagONatureeO2012eOnrseOskfkii 50.4 1104

17 AnnotationOofOfunctionalOvariationOinOpersonalOgenomesOusingORegulomeDBgOGenomerResearcheO2012
eOlleOkqsifq 9.7 1723
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16 LinkingOdiseaseOassociationsOwithOregulatoryOinformationOinOtheOhumanOgenomegOGenomerResearcheO
2012eOlleOkqnrfos 9.7 538

15 AOuserZsOguideOtoOtheOencyclopediaOofODNAOelementsOaENCODEbgOPLoSrBiologyeO2011eOseOekiikinp 9.7 1060

14 HighfresolutionOgenomefwideOinOvivoOfootprintingOofOdiverseOtranscriptionOfactorsOinOhumanOcellsgO
GenomerResearcheO2011eOlkeOnopfpn 9.7 250

13 OpenOchromatinOdefinedObyODNaseIOandOFAIREOidentifiesOregulatoryOelementsOthatOshapeOcellftypeO
identitygOGenomerResearcheO2011eOlkeOkqoqfpq 9.7 391

12 BothOnoncodingOandOproteinfcodingORNAsOcontributeOtoOgeneOexpressionOevolutionOinOtheOprimateO
braingOGenomerBiologyrandrEvolutioneO2010eOleOpqfqs 3.9 76

11 GlobalOepigenomicOanalysisOofOprimaryOhumanOpancreaticOisletsOprovidesOinsightsOintoOtypeOlO
diabetesOsusceptibilityOlocigOCellrMetabolismeO2010eOkleOnnmfoo 24.6 168

10 EvidencefrankedOmotifOidentificationgOGenomerBiologyeO2010eOkkeORks 18.3 73

9 HeritableOindividualfspecificOandOallelefspecificOchromatinOsignaturesOinOhumansgOScienceeO2010eOmlreOlmofs33.3 260

8 DNaseIOhypersensitivityOatOgenefpooreOFSHOdystrophyflinkedOnqmoglgONucleicrAcidsrResearcheO2009eO
mqeOqmrkfsm 20.1 12

7 HighfresolutionOmappingOstudiesOofOchromatinOandOgeneOregulatoryOelementsgOEpigenomicseO2009eOkeOmksfmls4.4 4

6 HighfresolutionOmappingOandOcharacterizationOofOopenOchromatinOacrossOtheOgenomegOCelleO2008eO
kmleOmkkfll 56.2 988

5 FfSeqtOaOfeatureOdensityOestimatorOforOhighfthroughputOsequenceOtagsgOBioinformaticseO2008eOlneOlomqfr 7.2 282

4 VisualizationOofOalignedOgenomicOopenOreadingOframeOdatacgOBiochemistryrandrMolecularrBiologyr
EducationeO2003eOmkeOpnfpr 1.3 2

3 SEMplMetOAOtoolOforOintegratingODNAOmethylationOeffectsOinOtranscriptionOfactorObindingOaffinityOpredictions 1

2 MapGLtOInferringOevolutionaryOgainOandOlossOofOshortOgenomicOsequenceOfeaturesObyOphylogeneticO
maximumOparsimony 1

1 RealfTimeeODirectOClassificationOofONanoporeOSignalsOwithOSquiggleNet 1
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