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l Paper IF Citations

81 TeteMisMcriticalMforMneuronalMactivityaregulatedMgeneMexpressionMandMmemoryMextinctionbMNeuronYM
2013YMlnYMeednaeeff 13.9 337

80 zpigeneticMprimingMofMmemoryMupdatingMduringMreconsolidationMtoMattenuateMremoteMfearM
memoriesbMCellYM2014YMeikYMfkealk 56.2 246

79 vMprotocolMforMRNvMmethylationMdifferentialManalysisMwithMMeRIPaSeqMdataMandMexomePeakM
RcwioconductorMpackagebMMethodsYM2014YMknYMflhame 4.6 132

78 WHISTLzoMaMhighaaccuracyMmapMofMtheMhumanMNkamethyladenosineMUmkvVMepitranscriptomeM
predictedMusingMaMmachineMlearningMapproachbMNucleiclAcidslResearchYM2019YMhlYMehe 20.1 106

77 zxomeabasedManalysisMforMRNvMepigenomeMsequencingMdatabMBioinformaticsYM2013YMfnYMeikial 7.2 83

76 ViralMandMcellularMNamethyladenosineMandMNYfTaOadimethyladenosineMepitranscriptomesMinMtheMKSHVM
lifeMcyclebMNaturelMicrobiologyYM2018YMgYMedmaefd 26.6 83

75 yirectMandMefficientMcellularMtransformationMofMprimaryMratMmesenchymalMprecursorMcellsMbyMKSHVbM
JournalloflClinicallInvestigationYM2012YMeffYMedlkame 15.9 82

74 MeTaywMVfbdoMelucidatingMcontextaspecificMfunctionsMofMNkamethylaadenosineMmethyltranscriptomebM
NucleiclAcidslResearchYM2018YMhkYMyfmeayfml 20.1 73

73 HistoneMdeacetylaseMgMassociatesMwithMMexPfMtoMregulateMΨOXOMandMsocialMbehaviorbMNaturel
NeuroscienceYM2016YMenYMehnlaeidi 25.5 65

72 lncRScanaSVMoMvMToolMforMPredictingMLongMNonaxodingMRNvsMUsingMSupportMVectorMMachinebMPLoSl
ONEYM2015YMedYMedegnkih 3.7 61

71 zarlyMremodelingMofMtheMneocortexMuponMepisodicMmemoryMencodingbMProceedingsloflthelNationall
AcademyloflSciencesloflthelUnitedlStatesloflAmericaYM2014YMeeeYMeemifal 11.5 60

70 mkvavtlasoMaMcomprehensiveMknowledgebaseMforMunravelingMtheMNkamethyladenosineMUmkvVM
epitranscriptomebMNucleiclAcidslResearchYM2021YMhnYMyeghayehg 20.1 52

69 vMnovelMalgorithmMforMcallingMmRNvMmkvMpeaksMbyMmodelingMbiologicalMvariancesMinMMeRIPaseqMdatabM
BioinformaticsYM2016YMgfYMiglmaigmi 7.2 48

68 GuitaroMvnMRcwioconductorMPackageMforMGeneMvnnotationMGuidedMTranscriptomicMvnalysisMofM
RNvaRelatedMGenomicMΨeaturesbMBioMedlResearchlInternationalYM2016YMfdekYMmgkligh 3 48

67 MeTyiffoMvMNovelMyifferentialMRNvMMethylationMvnalysisMforMMeRIPaSeqMyatabMIEEE/ACMlTransactionsl
onlComputationallBiologylandlBioinformaticsYM2018YMeiYMifkaigh 3 45

66 RNvMmethylationMandMdiseasesoMexperimentalMresultsYMdatabasesYMWebMserversMandMcomputationalM
modelsbMBriefingslinlBioinformaticsYM2019YMfdYMmnkanel 13.4 44

65 MeTaywoMaMdatabaseMofMtranscriptomeMmethylationMinMmammalianMcellsbMNucleiclAcidslResearchYM2015YM
hgYMyenlafdg 20.1 43
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64 mlGHuboMdecipheringMtheMlocationYMregulationMandMpathogenesisMofMinternalMmRNvM
NlamethylguanosineMUmlGVMsitesMinMhumanbMBioinformaticsYM2020YMgkYMgifmagigk 7.2 31

63 RMyiseaseoMaMdatabaseMofMgeneticMvariantsMthatMaffectMRNvMmodificationsYMwithMimplicationsMforM
epitranscriptomeMpathogenesisbMNucleiclAcidslResearchYM2021YMhnYMyegnkayehdh 20.1 31

62 QNwoMdifferentialMRNvMmethylationManalysisMforMcountabasedMsmallasampleMsequencingMdataMwithMaM
quadanegativeMbinomialMmodelbMBMClBioinformaticsYM2017YMemYMgml 3.6 25

61 mkvayriveroMIdentifyingMxontextaSpecificMmRNvMmkvMMethylationayrivenMGeneMInteractionM
NetworksbMPLoSlComputationallBiologyYM2016YMefYMeeddifml 5 25

60 GlobalManalysisMofMNkamethyladenosineMfunctionsMandMitsMdiseaseMassociationMusingMdeepMlearningM
andMnetworkabasedMmethodsbMPLoSlComputationallBiologyYM2019YMeiYMeeddkkkg 5 25

59 vMyeepMLearningMmethodMforMclassificationMofMimagesMRSVPMeventsMwithMzzGMdataM2013YM 21

58 yecompositionMofMRNvMmethylomeMrevealsMcoamethylationMpatternsMinducedMbyMlatentMenzymaticM
regulatorsMofMtheMepitranscriptomebMMolecularlBioSystemsYM2015YMeeYMfkfalh 20

57 yRUMoMInferenceMofMyiseaseavssociatedMmvMRNvMMethylationMSitesMΨromMaMMultiaLayerM
HeterogeneousMNetworkbMFrontierslinlGeneticsYM2019YMedYMfkk 4.5 18

56 PIvNOoMvMWebMServerMforMPseudouridineaSiteMU˛¤VMIdentificationMandMΨunctionalMvnnotationbMFrontiersl
inlGeneticsYM2020YMeeYMmm 4.5 18

55 wioinformaticsMapproachesMforMdecipheringMtheMepitranscriptomeoMRecentMprogressMandMemergingM
topicsbMComputationallandlStructurallBiotechnologylJournalYM2020YMemYMeimlaekdh 6.8 18

54 xancerMProgressionMPredictionMUsingMGeneMInteractionMRegularizedMzlasticMNetbMIEEE/ACMl
TransactionslonlComputationallBiologylandlBioinformaticsYM2017YMehYMehiaeih 3 17

53 mkvcometoMlargeascaleMfunctionalMpredictionMofMindividualMmvMRNvMmethylationMsitesMfromManMRNvM
coamethylationMnetworkbMBMClBioinformaticsYM2019YMfdYMffg 3.6 17

52 znrichmentMconstrainedMtimeadependentMclusteringManalysisMforMfindingMmeaningfulMtemporalM
transcriptionMmodulesbMBioinformaticsYM2009YMfiYMeifeal 7.2 17

51 ΨunyMyeepamkvoMidentificationMandMprioritizationMofMfunctionalMdifferentialMmkvMmethylationM
genesbMBioinformaticsYM2019YMgiYMindainm 7.2 16

50 xharacterizationMandMrobustMclassificationMofMzzGMsignalMfromMimageMRSVPMeventsMwithMindependentM
timeafrequencyMfeaturesbMPLoSlONEYM2012YMlYMehhhkh 3.7 15

49 PredictMzpitranscriptomeMTargetsMandMRegulatoryMΨunctionsMofMaMethyladenosineMUmvVMWritersMandM
zrasersbMEvolutionarylBioinformaticsYM2019YMeiYMeelknghgenmlefnd 1.9 13

48 yRMzoMxountabasedMdifferentialMRNvMmethylationManalysisMatMsmallMsampleMsizeMscenariobMAnalyticall
BiochemistryYM2016YMhnnYMeiafg 3.1 12

47 WITMSGoMLargeascaleMPredictionMofMHumanMIntronicMmvMRNvMMethylationMSitesMfromMSequenceMandM
GenomicMΨeaturesbMCurrentlGenomicsYM2020YMfeYMklalk 2.6 12
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46 vMhierarchicalMmodelMforMclusteringMmUkVvMmethylationMpeaksMinMMeRIPaseqMdatabMBMClGenomicsYM
2016YMelMSupplMlYMifd 4.5 12

45 TopologicalMxharacterizationMofMHumanMandMMouseMmxMzpitranscriptomeMRevealedMbyMwisulfiteM
SequencingbMInternationallJournalloflGenomicsYM2018YMfdemYMegienkh 2.5 11

44 xorticalMneuronsMgraduallyMattainMaMpostamitoticMstatebMCelllResearchYM2016YMfkYMedggahl 24.7 10

43 xlusteringMxountabasedMRNvMMethylationMyataMUsingMaMNonparametricMGenerativeMModelbMCurrentl
BioinformaticsYM2018YMehYMeeafg 4.7 10

42 xonsRMoMcollectionMandMlargeascaleMpredictionMofMtheMevolutionarilyMconservedMRNvMmethylationM
sitesYMwithMimplicationsMforMtheMfunctionalMepitranscriptomebMBriefingslinlBioinformaticsYM2021YMffYM 13.4 10

41 vttentionabasedMmultialabelMneuralMnetworksMforMintegratedMpredictionMandMinterpretationMofMtwelveM
widelyMoccurringMRNvMmodificationsbMNaturelCommunicationsYM2021YMefYMhdee 17.4 10

40 HzPeakoManMHMMabasedMexomeMpeakafindingMpackageMforMRNvMepigenomeMsequencingMdatabMBMCl
GenomicsYM2015YMekMSupplMhYMSf 4.5 9

39 miUPredoMvMWebMServerMforMtheMPredictionMofMRNvMiaMethyluridineMSitesMfromMSequencesbMMolecularl
Therapyl-lNucleiclAcidsYM2020YMffYMlhfalhl 10.7 8

38 LITHOPHONzoMImprovingMlncRNvMMethylationMSiteMPredictionMUsingManMznsembleMPredictorbM
FrontierslinlGeneticsYM2020YMeeYMihi 4.5 8

37 PSIaMOUSzoMPredictingMMouseMPseudouridineMSitesMΨromMSequenceMandMGenomeayerivedMΨeaturesbM
EvolutionarylBioinformaticsYM2020YMekYMeelknghgfdnfilif 1.9 8

36 mvMReaderoMzpitranscriptomeMTargetMPredictionMandMΨunctionalMxharacterizationMofM
aMethyladenosineMUmvVMReadersbMFrontierslinlCelllandlDevelopmentallBiologyYM2020YMmYMlhe 5.7 8

35 trumpetoMtranscriptomeaguidedMqualityMassessmentMofMmvaseqMdatabMBMClBioinformaticsYM2018YMenYMfkd 3.6 7

34 SpatiallyMznhancedMyifferentialMRNvMMethylationMvnalysisMfromMvffinityawasedMSequencingMyataM
withMHiddenMMarkovMModelbMBioMedlResearchlInternationalYM2015YMfdeiYMmifdld 3 7

33 vMnonparametricMwayesianMapproachMforMclusteringMbisulfateabasedMyNvMmethylationMprofilesbMBMCl
GenomicsYM2012YMegMSupplMkYMSfd 4.5 7

32 vMbagaofawordsMmodelMforMtaskaloadMpredictionMfromMzzGMinMcomplexMenvironmentsM2013YM 7

31 wayesianMnonanegativeMfactorManalysisMforMreconstructingMtranscriptionMfactorMmediatedMregulatoryM
networksbMProteomelScienceYM2011YMnMSupplMeYMSn 2.6 7

30 znhancingMzpitranscriptomeMModuleMyetectionMfromMmvaSeqMyataMUsingMThresholdawasedM
MeasurementMWeightingMStrategybMBioMedlResearchlInternationalYM2018YMfdemYMfdlielg 3 6

29 bMIEEElSignallProcessinglMagazineYM2012YMfnYMllamm 9.4 6
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28 UncoverMcooperativeMgeneMregulationsMbyMmicroRNvsMandMtranscriptionMfactorsMinMglioblastomaM
usingMaMnonnegativeMhybridMfactorMmodelM2011YM 6

27 WeaklyMsupervisedMlearningMofMRNvMmodificationsMfromMlowaresolutionMepitranscriptomeMdatabM
BioinformaticsYM2021YMglYMifffaifgd 7.2 5

26 mkvmPredoMIdentifyingMRNvMNkYMfTaOadimethyladenosineMUmvVMsitesMbasedMonMsequenceaderivedM
informationbMMethodsYM2021YM 4.6 4

25 RzWaISvoMunveilingMlocalMfunctionalMblocksMinMepiatranscriptomeMprofilingMdataMviaManMRNvM
expressionaweightedMiterativeMsignatureMalgorithmbMBMClBioinformaticsYM2020YMfeYMhhl 3.6 4

24 ISGmevoMIntegrationMofMSequenceMΨeaturesMandMGenomicMΨeaturesMtoMImproveMtheMPredictionMofM
HumanMmevMRNvMMethylationMSitesbMIEEElAccessYM2020YMmYMmenleamenll 3.5 4

23 xlassificationMofMimperfectlyMtimealockedMimageMRSVPMeventsMwithMzzGMdevicebMNeuroinformaticsYM
2014YMefYMfkeali 3.2 3

22 UnveilingMtheMdynamicsMinMRNvMepigeneticMregulationsM2013YM 3

21 mixavtlasoMaMcomprehensiveMdatabaseMforMdecodingMandMannotatingMtheMiamethylcytosineMUmixVM
epitranscriptomebbMNucleiclAcidslResearchYM2022YMidYMyenkayfdg 20.1 3

20 yynamicsMofMmkvMRNvMMethylomeMonMtheMHallmarksMofMHepatocellularMxarcinomabMFrontierslinlCelll
andlDevelopmentallBiologyYM2021YMnYMkhfhhg 5.7 3

19 WHISTLzoMvMΨunctionallyMvnnotatedMHighavccuracyMMapMofMHumanMmvMzpitranscriptomebMMethodslinl
MolecularlBiologyYM2021YMffmhYMienaifn 1.4 3

18 ΨwxwPlaidoMvMΨunctionalMwiaclusteringMvnalysisMofMzpiatranscriptomeMProfilingMyataMviaMaMWeightedM
PlaidMModelbMIEEE/ACMlTransactionslonlComputationallBiologylandlBioinformaticsYM2021YMPPYM 3 3

17 HepatitisMwMViralMProteinMHwxMandMtheMMolecularMMechanismsMModulatingMtheMHallmarksMofM
HepatocellularMxarcinomaoMvMxomprehensiveMReviewbbMCellsYM2022YMeeYM 7.9 3

16 ΨunctionalMexaminationMofMnovelMkisspeptinMphosphinicMpeptidesbMPLoSlONEYM2018YMegYMedenidmn 3.7 2

15 yetectingMdifferentiallyMmethylatedMmRNvMfromMMeRIPaSeqMwithMlikelihoodMratioMtestM2014YM 2

14 xlusteringMyNvMmethylationMexpressionsMusingMnonparametricMbetaMmixtureMmodelM2011YM 2

13 UncoveringMTranscriptionalMRegulatoryMNetworksMbyMSparseMwayesianMΨactorMModelbMEurasiplJournall
onlAdvanceslinlSignallProcessingYM2010YMfdedYM 1.9 2

12 wiclusteringMofMtimeMseriesMmicroarrayMdatabMMethodslinlMolecularlBiologyYM2012YMmdfYMmlaedd 1.4 2

11 PredictionMofMRNvMMethylationMStatusMΨromMGeneMzxpressionMyataMUsingMxlassificationMandM
RegressionMMethodsbMEvolutionarylBioinformaticsYM2020YMekYMeelknghgfdneildl 1.9 2
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10 ΨunmkvVieweroMaMwebMserverMandMRMpackageMforMfunctionalManalysisMofMcontextaspecificMmkvMRNvM
methylationbMBioinformaticsYM2021YM 7.2 2

9 MetaTXoMdecipheringMtheMdistributionMofMmRNvarelatedMfeaturesMinMtheMpresenceMofMisoformM
ambiguityYMwithMapplicationsMinMepitranscriptomeManalysisbMBioinformaticsYM2021YMglYMefmiaefne 7.2 2

8 RecentMadvancesMinMfunctionalMannotationMandMpredictionMofMtheMepitranscriptomebMComputationall
andlStructurallBiotechnologylJournalYM2021YMenYMgdeiagdfk 6.8 2

7 NovelMnumericalMandMcomputationalMtechniquesMforMremoteMsensorMbasedMmonitoringMofMfreshwaterM
qualityM2016YM 1

6 xlassificationMofMzzGMrecordingsMwithoutMperfectlyMtimealockedMeventsM2012YM 1

5
UNxOVzRMxONTzXTaSPzxIΨIxMGzNzMRzGULvTIONMwYMTRvNSxRIPTIONMΨvxTORSMvNyMmicroRNvsM
USINGMwvYzSIvNMSPvRSzMNONNzGvTIVzMΨvxTORMRzGRzSSIONbMJournalloflBiologicallSystemsYM2012
YMfdYMgllahdf

1.6 1

4 RobustMinferenceMofMtheMcontextMspecificMstructureMandMtemporalMdynamicsMofMgeneMregulatoryM
networkbMBMClGenomicsYM2010YMeeMSupplMgYMSee 4.5 1

3 vutophagyMInducedMbyMSimianMRetrovirusMInfectionMxontrolsMViralMReplicationMandMvpoptosisMofM
JurkatMTMLymphocytesbMVirusesYM2020YMefYM 6.2 1

2 vnMIterativeMTimeMWindowedMSignatureMvlgorithmMforMTimeMyependentMTranscriptionMModuleM
yiscoveryM2008YMfddmYMeah

1 MeTaywMVfbdoMzlucidatingMxontextaSpecificMΨunctionsMofMNkaMethylavdenosineM
MethyltranscriptomebMMethodslinlMolecularlBiologyYM2021YMffmhYMidlaiem 1.4
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