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n Paper IF Citations

107 unMintegratedMencyclopediaMofMxNuMelementsMinMtheMhumanMgenomebMNatureZM2012ZMhlmZMikakh 50.4 11449

106 urchitectureMofMtheMhumanMregulatoryMnetworkMderivedMfromMyNwOxyMdatabMNatureZM2012ZMhlmZMmeaedd 50.4 1104

105 uMuserTsMguideMtoMtheMencyclopediaMofMxNuMelementsMUyNwOxyVbMPLoShBiologyZM2011ZMmZMeeddedhj 9.7 1060

104 κntegrativeManalysisMofMtheMwaenorhabditisMelegansMgenomeMbyMtheMmodyNwOxyMprojectbMScienceZM
2010ZMggdZMekkialk 33.3 744

103 TheMκnternationalMHumanMypigenomeMwonsortiumnMuMvlueprintMforMScientificMwollaborationMandM
xiscoverybMCellZM2016ZMejkZMeehiaeehm 56.2 232

102 zunSeqfnMaMframeworkMforMprioritizingMnoncodingMregulatoryMvariantsMinMcancerbMGenomehBiologyZM
2014ZMeiZMhld 18.3 209

101 womparativeManalysisMofMtheMtranscriptomeMacrossMdistantMspeciesbMNatureZM2014ZMiefZMhhial 50.4 207

100 wlassificationMofMhumanMgenomicMregionsMbasedMonMexperimentallyMdeterminedMbindingMsitesMofM
moreMthanMeddMtranscriptionarelatedMfactorsbMGenomehBiologyZM2012ZMegZMRhl 18.3 194

99 yxomeMandMgenomeMsequencingMofMnasopharynxMcancerMidentifiesMNza˛”vMpathwayMactivatingM
mutationsbMNaturehCommunicationsZM2017ZMlZMehefe 17.4 163

98 yxtensiveMinMvivoMmetaboliteaproteinMinteractionsMrevealedMbyMlargeascaleMsystematicManalysesbMCellZM
2010ZMehgZMjgmaid 56.2 162

97 UnderstandingMtranscriptionalMregulationMbyMintegrativeManalysisMofMtranscriptionMfactorMbindingM
databMGenomehResearchZM2012ZMffZMejilajk 9.7 133

96 WholeagenomeMbisulfiteMsequencingMofMmultipleMindividualsMrevealsMcomplementaryMrolesMofM
promoterMandMgeneMbodyMmethylationMinMtranscriptionalMregulationbMGenomehBiologyZM2014ZMeiZMhdl 18.3 131

95 ReconstructionMofMenhanceratargetMnetworksMinMmgiMsamplesMofMhumanMprimaryMcellsZMtissuesMandMcellM
linesbMNaturehGeneticsZM2017ZMhmZMehflaehgj 36.3 124

94 xecisionMTreesMforMUncertainMxatabMIEEEhTransactionshonhKnowledgehandhDatahEngineeringZM2011ZMfgZMjhakl4.2 116

93 ×enomeaWideMStructuralMVariationMxetectionMbyM×enomeMMappingMonMNanochannelMurraysbMGenetics
ZM2016ZMfdfZMgieajf 4 103

92 yfficientMwlusteringMofMUncertainMxatabMIEEEhInternationalhConferencehonhDatahMiningZM2006ZM 102

91 uMstatisticalMframeworkMforMmodelingMgeneMexpressionMusingMchromatinMfeaturesMandMapplicationMtoM
modyNwOxyMdatasetsbMGenomehBiologyZM2011ZMefZMRei 18.3 96
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90 HuRPnMaMpracticalMprojectedMclusteringMalgorithmbMIEEEhTransactionshonhKnowledgehandhDatah
EngineeringZM2004ZMejZMeglkaegmk 4.2 96

89 SustainedMantidiabeticMeffectsMofMaMberberineacontainingMwhineseMherbalMmedicineMthroughM
regulationMofMhepaticMgeneMexpressionbMDiabetesZM2012ZMjeZMmggahg 0.9 88

88 YeastHubnMaMsemanticMwebMuseMcaseMforMintegratingMdataMinMtheMlifeMsciencesMdomainbMBioinformaticsZM
2005ZMfeMSupplMeZMiliamj 7.2 74

87 κmprovedMreconstructionMofMinMsilicoMgeneMregulatoryMnetworksMbyMintegratingMknockoutMandM
perturbationMdatabMPLoShONEZM2010ZMiZMelefe 3.7 73

86 ×enomeMmapsMacrossMfjMhumanMpopulationsMrevealMpopulationaspecificMpatternsMofMstructuralM
variationbMNaturehCommunicationsZM2019ZMedZMedfi 17.4 70

85 HwLSMfbdcgbdnMhealthMcareMandMlifeMsciencesMdataMmashupMusingMWebMfbdcgbdbMJournalhofhBiomedicalh
InformaticsZM2008ZMheZMjmhakdi 10.2 67

84 κdentificationMofMaMmajorMdeterminantMforMserineathreonineMkinaseMphosphoacceptorMspecificitybM
MolecularhCellZM2014ZMigZMehdak 17.6 64

83 ystablishmentMandMcharacterizationMofMnewMtumorMxenograftsMandMcancerMcellMlinesMfromM
yvVapositiveMnasopharyngealMcarcinomabMNaturehCommunicationsZM2018ZMmZMhjjg 17.4 63

82 MiningMperiodicMpatternsMwithMgapMrequirementMfromMsequencesbMACMhTransactionshonhKnowledgeh
DiscoveryhFromhDataZM2007ZMeZMk 4 62

81 TheMtYNuMplatformMforMcomparativeMinteractomicsnMaMwebMtoolMforMmanagingZMcomparingMandMminingM
multipleMnetworksbMBioinformaticsZM2006ZMffZMfmjlakd 7.2 61

80 unMintegratedMsystemMforMstudyingMresidueMcoevolutionMinMproteinsbMBioinformaticsZM2008ZMfhZMfmdaf 7.2 60

79 wLUSTu×nMhierarchicalMclusteringMandMgraphMmethodsMforMselectingMtagMSNPsbMBioinformaticsZM2005ZM
feZMekgiaj 7.2 59

78 MachineMlearningMandMgenomeMannotationnMaMmatchMmeantMtoMbesbMGenomehBiologyZM2013ZMehZMfdi 18.3 56

77 κmprovedMpredictionMofMRNuMsecondaryMstructureMbyMintegratingMtheMfreeMenergyMmodelMwithM
restraintsMderivedMfromMexperimentalMprobingMdatabMNucleichAcidshResearchZM2015ZMhgZMkfhkaim 20.1 55

76 PredictionMandMcharacterizationMofMnoncodingMRNusMinMwbMelegansMbyMintegratingMconservationZM
secondaryMstructureZMandMhighathroughputMsequencingMandMarrayMdatabMGenomehResearchZM2011ZMfeZMfkjali9.7 55

75 womparingMclassicalMpathwaysMandMmodernMnetworksnMtowardsMtheMdevelopmentMofManMedgeM
ontologybMTrendshinhBiochemicalhSciencesZM2007ZMgfZMgfdage 10.3 49

74 uberrantMenhancerMhypomethylationMcontributesMtoMhepaticMcarcinogenesisMthroughMglobalM
transcriptionalMreprogrammingbMNaturehCommunicationsZM2019ZMedZMggi 17.4 49

73 xecisionMTreesMforMUncertainMxatabMProceedingshyhInternationalhConferencehonhDatahEngineeringZM2009ZM 2 45
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72 ProgressiveMskyliningMoverMWebaaccessibleMdatabasesbMDatahandhKnowledgehEngineeringZM2006ZMikZMeffaehk1.5 40

71
κdentificationMofM×enesMussociatedMWithMHirschsprungMxiseaseZMvasedMonMWholea×enomeMSequenceM
unalysisZMandMPotentialMyffectsMonMyntericMNervousMSystemMxevelopmentbMGastroenterologyZM2018ZM
eiiZMemdlaemffbei

13.3 38

70 κdentificationMofMaMrecurrentMtransformingMUvRiaZNzhfgMfusionMgeneMinMyvVaassociatedM
nasopharyngealMcarcinomabMJournalhofhPathologyZM2013ZMfgeZMeilajk 9.4 35

69 YinMYangMeamediatedMepigeneticMsilencingMofMtumourasuppressiveMmicroRNusMactivatesMnuclearM
factora˛”vMinMhepatocellularMcarcinomabMJournalhofhPathologyZM2016ZMfglZMjieajh 9.4 35

68 unalysisMofMmembraneMproteinsMinMmetagenomicsnMnetworksMofMcorrelatedMenvironmentalMfeaturesM
andMproteinMfamiliesbMGenomehResearchZM2010ZMfdZMmjdake 9.7 33

67 wompleteMgenomicMsequenceMofMypsteinavarrMvirusMinMnasopharyngealMcarcinomaMcellMlineMwjjjaebM
InfectioushAgentshandhCancerZM2013ZMlZMfm 3.5 32

66 uwTnMaggregationMandMcorrelationMtoolboxMforManalysesMofMgenomeMtracksbMBioinformaticsZM2011ZMfkZMeeifah7.2 31

65 yvVaencodedMmiRNusMtargetMuTMamediatedMresponseMinMnasopharyngealMcarcinomabMJournalhofh
PathologyZM2018ZMfhhZMgmhahdk 9.4 30

64 unMintegrativeMyNwOxyMresourceMforMcancerMgenomicsbMNaturehCommunicationsZM2020ZMeeZMgjmj 17.4 28

63 uMcommonMsetMofMdistinctMfeaturesMthatMcharacterizeMnoncodingMRNusMacrossMmultipleMspeciesbM
NucleichAcidshResearchZM2015ZMhgZMedhaeh 20.1 27

62 OnMdiscoveryMofMextremelyMlowadimensionalMclustersMusingMsemiasupervisedMprojectedMclustering 26

61 MiningMperiodicMpatternsMwithMgapMrequirementMfromMsequencesM2005ZM 26

60 SupervisedMenhancerMpredictionMwithMepigeneticMpatternMrecognitionMandMtargetedMvalidationbM
NaturehMethodsZM2020ZMekZMldkaleh 21.6 24

59 ureMspecialMreadMalignmentMstrategiesMnecessaryMandMcostaeffectiveMwhenMhandlingMsequencingMreadsM
fromMpatientaderivedMtumorMxenograftssbMBMChGenomicsZM2014ZMeiZMeekf 4.5 22

58 LinkHubnMaMSemanticMWebMsystemMthatMfacilitatesMcrossadatabaseMqueriesMandMinformationMretrievalM
inMproteomicsbMBMChBioinformaticsZM2007ZMlMSupplMgZMSi 3.6 22

57 OMvlastnMalignmentMtoolMforMopticalMmappingMusingMaMseedaandaextendMapproachbMBioinformaticsZM
2017ZMggZMgeeagem 7.2 22

56 uMcomprehensiveMwebMtoolMforMtoeholdMswitchMdesignbMBioinformaticsZM2018ZMghZMfljfafljh 7.2 19

55 TrainingMsetMexpansionnManMapproachMtoMimprovingMtheMreconstructionMofMbiologicalMnetworksMfromM
limitedMandMunevenMreliableMinteractionsbMBioinformaticsZM2009ZMfiZMfhgaid 7.2 18
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54 xevelopmentMofMgridalikeMapplicationsMforMpublicMhealthMusingMWebMfbdMmashupMtechniquesbMJournalh
ofhthehAmericanhMedicalhInformaticshAssociation:hJAMIAZM2008ZMeiZMklgaj 8.6 18

53 JellyfishMgenomesMrevealMdistinctMhomeoboxMgeneMclustersMandMconservationMofMsmallMRNuM
processingbMNaturehCommunicationsZM2020ZMeeZMgdie 17.4 17

52 OnMminingMmicroaarrayMdataMbyMOrderaPreservingMSubmatrixbMInternationalhJournalhofhBioinformaticsh
ResearchhandhApplicationsZM2007ZMgZMhfajh 0.9 17

51 LossMofMtumorMsuppressorMκ×zvPhMdrivesMepigeneticMreprogrammingMinMhepaticMcarcinogenesisbM
NucleichAcidshResearchZM2018ZMhjZMllgfallhk 20.1 16

50 ×enomeawideManalysisMofMchromatinMfeaturesMidentifiesMhistoneMmodificationMsensitiveMandM
insensitiveMyeastMtranscriptionMfactorsbMGenomehBiologyZM2011ZMefZMReee 18.3 16

49 κnteractomeatranscriptomeManalysisMdiscoversMsignaturesMcomplementaryMtoM×WuSMLociMofMTypeMfM
xiabetesbMScientifichReportsZM2016ZMjZMgiffl 4.9 16

48 OMSVMenablesMaccurateMandMcomprehensiveMidentificationMofMlargeMstructuralMvariationsMfromM
nanochannelabasedMsingleamoleculeMopticalMmapsbMGenomehBiologyZM2017ZMelZMfgd 18.3 15

47 OMToolsnMaMsoftwareMpackageMforMvisualizingMandMprocessingMopticalMmappingMdatabMBioinformaticsZM
2017ZMggZMfmggafmgi 7.2 14

46 κdentificationMofMspecificityMdeterminingMresiduesMinMpeptideMrecognitionMdomainsMusingManM
informationMtheoreticMapproachMappliedMtoMlargeascaleMbindingMmapsbMBMChBiologyZM2011ZMmZMig 7.3 14

45 ×maMPlaysMxistinctMRolesMinMMaintainingMxNuMMethylationZMRetrotransposonMSilencingZMandM
whromatinMLoopingbMCellhReportsZM2020ZMggZMedlgei 10.6 14

44 uMwebMservicesMchoreographyMscenarioMforMinteroperatingMbioinformaticsMapplicationsbMBMCh
BioinformaticsZM2004ZMiZMfi 3.6 11

43 uMselectiveMHxuwlMinhibitorMpotentiatesMantitumorMimmunityMandMefficacyMofMimmuneMcheckpointM
blockadeMinMhepatocellularMcarcinomabMSciencehTranslationalhMedicineZM2021ZMegZM 17.5 11

42 uMnetworkMapproachMtoMexploringMtheMfunctionalMbasisMofMgeneageneMepistaticMinteractionsMinMdiseaseM
susceptibilitybMBioinformaticsZM2018ZMghZMekheaekhm 7.2 10

41 TheMyssentialMwomponentMinMxNuavasedMκnformationMStorageMSystemnMRobustMyrroraToleratingM
ModulebMFrontiershinhBioengineeringhandhBiotechnologyZM2014ZMfZMhm 5.8 10

40 WholeagenomeMprofilingMofMnasopharyngealMcarcinomaMrevealsMviralahostMcoaoperationMinM
inflammatoryMNza˛”vMactivationMandMimmuneMescapebMNaturehCommunicationsZM2021ZMefZMhemg 17.4 10

39 SystematicMexplorationMofMautonomousMmodulesMinMnoisyMmicroRNuatargetMnetworksMforMtestingMtheM
generalityMofMtheMceRNuMhypothesisbMBMChGenomicsZM2014ZMeiZMeekl 4.5 9

38 κdentifyingMprojectedMclustersMfromMgeneMexpressionMprofilesbMJournalhofhBiomedicalhInformaticsZM
2004ZMgkZMghiaik 10.2 8

37 NewMguidelinesMforMxNuMmethylomeMstudiesMregardingMiahydroxymethylcytosineMforMunderstandingM
transcriptionalMregulationbMGenomehResearchZM2019ZMfmZMihgaiig 9.7 8

(2019-2008)
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36 HorseshoeMcrabMgenomesMrevealMtheMevolutionMofMgenesMandMmicroRNusMafterMthreeMroundsMofMwholeM
genomeMduplicationbMCommunicationshBiologyZM2021ZMhZMlg 6.7 8

35 uMnovelMmethodMforMdiscoveringMlocalMspatialMclustersMofMgenomicMregionsMwithMfunctionalM
relationshipsMfromMxNuMcontactMmapsbMBioinformaticsZM2016ZMgfZMieeeaiefd 7.2 7

34 TowardsMaMMoreMuccurateMyrrorMModelMforMvioNanoMOpticalMMapsbMLecturehNoteshinhComputerhScience
ZM2016ZMjkakm 0.9 7

33 MultialevelMlearningnMimprovingMtheMpredictionMofMproteinZMdomainMandMresidueMinteractionsMbyM
allowingMinformationMflowMbetweenMlevelsbMBMChBioinformaticsZM2009ZMedZMfhe 3.6 7

32 MiningMOrderaPreservingMSubmatricesMfromMxataMwithMRepeatedMMeasurementsM2008ZM 7

31 viospherenMtheMinteroperationMofMwebMservicesMinMmicroarrayMclusterManalysisbMAppliedhBioinformaticsZM
2004ZMgZMfigaj 7

30 unalysisMofMsequencingMdataMforMprobingMRNuMsecondaryMstructuresMandMproteinaRNuMbindingMinM
studyingMposttranscriptionalMregulationsbMBriefingshinhBioinformaticsZM2016ZMekZMedgfaedhg 13.4 6

29 MetricMandMtrigonometricMpruningMforMclusteringMofMuncertainMdataMinMfxMgeometricMspacebM
InformationhSystemsZM2011ZMgjZMhkjahmk 2.7 6

28 uMsemiasupervisedMapproachMtoMprojectedMclusteringMwithMapplicationsMtoMmicroarrayMdatabM
InternationalhJournalhofhDatahMininghandhBioinformaticsZM2009ZMgZMffmaim 0.5 6

27 womparativeManalysisMofMsingleacellMparallelMsequencingMapproachesMinMoocyteMapplicationbM
InternationalhJournalhofhBiochemistryhandhCellhBiologyZM2019ZMedkZMeai 5.6 6

26 MiningMOrderaPreservingMSubmatricesMfromMxataMwithMRepeatedMMeasurementsbMIEEEhTransactionsh
onhKnowledgehandhDatahEngineeringZM2013ZMfiZMeilkaejdd 4.2 5

25 womputationalMidentificationMofMproteinMbindingMsitesMonMRNusMusingMhighathroughputMRNuM
structureaprobingMdatabMBioinformaticsZM2014ZMgdZMedhmaedii 7.2 5

24 uMcrossaorganismMframeworkMforMsupervisedMenhancerMpredictionMwithMepigeneticMpatternM
recognitionMandMtargetedMvalidation 5

23 waseMReportnMyxomeMsequencingMrevealsMrecurrentMmutationsMandMaMlossaofafunctionMmutationMinMaM
rareMundifferentiatedMtongueMsarcomabMF1000ResearchZM2018ZMkZMhmm 3.6 4

22 WholeagenomeManalysisMofMnoncodingMgeneticMvariationsMidentifiesMmultiscaleMregulatoryMelementM
perturbationsMassociatedMwithMHirschsprungMdiseasebMGenomehResearchZM2020ZMgdZMejelaejgf 9.7 4

21 κntegratingMκnformationMinMviologicalMOntologiesMandMMolecularMNetworksMtoMκnferMNovelMTermsbM
ScientifichReportsZM2016ZMjZMgmfgk 4.9 3

20 OMMuMenablesMpopulationascaleManalysisMofMcomplexMgenomicMfeaturesMandMphylogenomicM
relationshipsMfromMnanochannelabasedMopticalMmapsbMGigaScienceZM2019ZMlZM 7.6 3

19 ShapingMtheMnebulousMenhancerMinMtheMeraMofMhighathroughputMassaysMandMgenomeMeditingbMBriefingsh
inhBioinformaticsZM2020ZMfeZMlgjalid 13.4 3
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18 κdentificationMandMcharacterizationMofMaMnovelMypsteinavarrMVirusaencodedMcircularMRNuMfromMLMPafM
×enebMScientifichReportsZM2021ZMeeZMehgmf 4.9 3

17 STuRTnMaMsystemMforMflexibleManalysisMofMhundredsMofMgenomicMsignalMtracksMinMfewMlinesMofMSQLalikeM
queriesbMBMChGenomicsZM2017ZMelZMkhm 4.5 2

16 κnputMValidationMforMSemiasupervisedMwlusteringM2006ZM 2

15 SirtuinMkMsuperaenhancerMdrivesMepigenomicMreprogrammingMinMhepatocarcinogenesisbMCancerhLetters
ZM2022ZMifiZMeeiaegd 9.9 2

14 unMintegrativeMyNwOxyMresourceMforMcancerMgenomics 2

13 VuSnMaMconvenientMwebMportalMforMefficientMintegrationMofMgenomicMfeaturesMwithMmillionsMofMgeneticM
variantsbMBMChGenomicsZM2014ZMeiZMllj 4.5 1

12 OnMMiningMMicroaarrayMdataMbyMOrderaPreservingMSubmatrixM2005ZM 1

11 κdentifyingMprojectedMclustersMfromMgeneMexpressionMprofiles 1

10 uMunifiedMframeworkMforMintegrativeMstudyMofMheterogeneousMgeneMregulatoryMmechanismsbMNatureh
MachinehIntelligenceZM2020ZMfZMhhkahij 22.5 1

9 uMproofaofaconceptMstudyMforMtheMpathogeneticMroleMofMenhancerMhypomethylationMofMMYvPHLMinM
multipleMmyelomabMScientifichReportsZM2021ZMeeZMkddm 4.9 1

8 xeepMlearningMidentifiesMandMquantifiesMrecombinationMhotspotMdeterminants 1

7 uMSurveyMofMtheMwomputationalMMethodsMforMynhancersMandMynhanceratargetMPredictionsM2016ZMgafk 1

6 QuantifyingMfullalengthMcircularMRNusMinMcancer 1

5 ReusabilityMreportnMwapturingMpropertiesMofMbiologicalMobjectsMandMtheirMrelationshipsMusingMgraphM
neuralMnetworksbMNaturehMachinehIntelligenceZM2022ZMhZMfffaffj 22.5 1

4 uMgeneralMnearaexactMkamerMcountingMmethodMwithMlowMmemoryMconsumptionMenablesMdeMnovoM
assemblyMofMedjˆ�MhumanMsequenceMdataMinMfbkMhoursbMBioinformaticsZM2020ZMgjZMijfiaijgg 7.2 0

3 zlexibleMkamersMwithMvariablealengthMindelsMforMidentifyingMbindingMsequencesMofMproteinMdimersbM
BriefingshinhBioinformaticsZM2020ZMfeZMeklkaekmk 13.4 0

2 ReplyMtoMTκnflatedMperformanceMmeasuresMinMenhancerapromoterMinteractionapredictionMmethodsTbM
NaturehGeneticsZM2019ZMieZMefdeaefdf 36.3

1 ywplotnManMonlineMtoolMforMmakingMstandardizedMplotsMfromMlargeMdatasetsMforMbioinformaticsM
publicationsbMBioinformaticsZM2014ZMgdZMehjkal 7.2

(2014-2021)
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