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n Paper IF Citations

85 GenemvecuRgeneRsubsequenceRembeddingRforRpredictionRofRmammalianRhmethyladenosineRsitesR
fromRmRNAiRRnagR2019gRmpgRmkphmls 5.8 279

84 DUNetuRARdeformableRnetworkRforRretinalRvesselRsegmentationiRKnowledge-BasediSystemsgR2019gR
lrsgRlothlqm 7.3 243

83 ImprovedRpredictionRofRproteinhproteinRinteractionsRusingRnovelRnegativeRsamplesgRfeaturesgRandRanR
ensembleRclassifieriRArtificialiIntelligenceiiniMedicinegR2017gRsngRqrhro 7.4 174

82 LocalhDPPuRAnRimprovedRDNAhbindingRproteinRpredictionRmethodRbyRexploringRlocalRevolutionaryR
informationiRInformationiSciencesgR2017gRnsogRlnphloo 7.7 172

81 ImprovedRandRPromisingRIdentificationRofRHumanRMicroRNAsRbyRIncorporatingRaRHighhQualityR
NegativeRSetiRIEEE/ACMiTransactionsioniComputationaliBiologyiandiBioinformaticsgR2014gRllgRltmhmkl 3 170

80 ACPredhFLuRaRsequencehbasedRpredictorRusingReffectiveRfeatureRrepresentationRtoRimproveRtheR
predictionRofRantihcancerRpeptidesiRBioinformaticsgR2018gRnogRokkrhoklq 7.2 162

79 ARnovelRhierarchicalRselectiveRensembleRclassifierRwithRbioinformaticsRapplicationiRArtificiali
IntelligenceiiniMedicinegR2017gRsngRsmhtk 7.4 154

78 PredictionRofRhumanRproteinRsubcellularRlocalizationRusingRdeepRlearningiRJournaliofiParalleliandi
DistributediComputinggR2018gRllrgRmlmhmlr 4.4 152

77 MetahomCpreduRARSequencehBasedRMetahPredictorRforRAccurateRDNARomCRSiteRPredictionRUsingR
EffectiveRFeatureRRepresentationiRMoleculariTherapyi-iNucleiciAcidsgR2019gRlqgRrnnhroo 10.7 126

76 mAHTPreduRaRsequencehbasedRmetahpredictorRforRimprovingRtheRpredictionRofRantihhypertensiveR
peptidesRusingReffectiveRfeatureRrepresentationiRBioinformaticsgR2019gRnpgRmrprhmrqp 7.2 126

75 FastRPredictionRofRProteinRMethylationRSitesRUsingRaRSequencehBasedRFeatureRSelectionRTechniqueiR
IEEE/ACMiTransactionsioniComputationaliBiologyiandiBioinformaticsgR2019gRlqgRlmqohlmrn 3 123

74 CPPredhRFuRARSequencehbasedRPredictorRforRIdentifyingRCellhPenetratingRPeptidesRandRTheirRUptakeR
EfficiencyiRJournaliofiProteomeiResearchgR2017gRlqgRmkoohmkpn 5.6 120

73 DeephResphForestuRARdeepRforestRmodelRtoRpredictRantihcancerRdrugRresponseiRMethodsgR2019gRlqqgRtlhlkm4.6 117

72 MqAPredhELuRARSequencehBasedRPredictorRforRIdentifyingRNqhmethyladenosineRSitesRUsingR
EnsembleRLearningiRMoleculariTherapyi-iNucleiciAcidsgR2018gRlmgRqnphqoo 10.7 116

71 IntegrationRofRdeepRfeatureRrepresentationsRandRhandcraftedRfeaturesRtoRimproveRtheRpredictionRofR
NqhmethyladenosineRsitesiRNeurocomputinggR2019gRnmogRnht 5.4 106

70 ExploringRsequencehbasedRfeaturesRforRtheRimprovedRpredictionRofRDNARNohmethylcytosineRsitesRinR
multipleRspeciesiRBioinformaticsgR2019gRnpgRlnmqhlnnn 7.2 104

69 PhosPredhRFuRARNovelRSequencehBasedRPredictorRforRPhosphorylationRSitesRUsingRSequentialR
InformationROnlyiRIEEEiTransactionsioniNanobiosciencegR2017gRlqgRmokhmor 3.4 98
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68
DevelopingRaRMultihDoseRComputationalRModelRforRDrughInducedRHepatotoxicityRPredictionRBasedR
onRToxicogenomicsRDataiRIEEE/ACMiTransactionsioniComputationaliBiologyiandiBioinformaticsgR2019gR
lqgRlmnlhlmnt

3 85

67 EmpiricalRcomparisonRandRanalysisRofRwebhbasedRcellhpenetratingRpeptideRpredictionRtoolsiRBriefingsi
iniBioinformaticsgR2020gRmlgRokshomk 13.4 83

66 IterativeRfeatureRrepresentationsRimproveRNohmethylcytosineRsiteRpredictioniRBioinformaticsgR2019gR
npgRotnkhotnr 7.2 77

65 EnhancedRProteinRFoldRPredictionRMethodRThroughRaRNovelRFeatureRExtractionRTechniqueiRIEEEi
TransactionsioniNanobiosciencegR2015gRlogRqothpt 3.4 77

64 PEPredhSuiteuRimprovedRandRrobustRpredictionRofRtherapeuticRpeptidesRusingRadaptiveRfeatureR
representationRlearningiRBioinformaticsgR2019gRnpgRomrmhomsk 7.2 68

63 AnRImprovedRProteinRStructuralRClassesRPredictionRMethodRbyRIncorporatingRBothRSequenceRandR
StructureRInformationiRIEEEiTransactionsioniNanobiosciencegR2015gRlogRnnthnot 3.4 66

62 RecentRProgressRinRMachineRLearninghBasedRMethodsRforRProteinRFoldRRecognitioniRInternationali
JournaliofiMoleculariSciencesgR2016gRlrgR 6.3 63

61 SkipCPPhPreduRanRimprovedRandRpromisingRsequencehbasedRpredictorRforRpredictingRcellhpenetratingR
peptidesiRBMCiGenomicsgR2017gRlsgRrom 4.5 62

60 AtbPpreduRARRobustRSequencehBasedRPredictionRofRAntihTubercularRPeptidesRUsingRExtremelyR
RandomizedRTreesiRComputationaliandiStructuraliBiotechnologyiJournalgR2019gRlrgRtrmhtsl 6.8 62

59 IdentifyingRenhancerhpromoterRinteractionsRwithRneuralRnetworkRbasedRonRprehtrainedRDNARvectorsR
andRattentionRmechanismiRBioinformaticsgR2020gRnqgRlknrhlkon 7.2 58

58 ARReviewRofRDNAhbindingRProteinsRPredictionRMethodsiRCurrentiBioinformaticsgR2019gRlogRmoqhmpo 4.7 56

57 MqAMRFSuRRobustRPredictionRofRNqhMethyladenosineRSitesRWithRSequencehBasedRFeaturesRinR
MultipleRSpeciesiRFrontiersiiniGeneticsgR2018gRtgRotp 4.5 53

56 ComparativeRanalysisRandRpredictionRofRquorumhsensingRpeptidesRusingRfeatureRrepresentationR
learningRandRmachineRlearningRalgorithmsiRBriefingsiiniBioinformaticsgR2018gR 13.4 51

55 omCpredhELuRAnREnsembleRLearningRFrameworkRforRIdentificationRofRDNARhmethylcytosineRSitesRinR
theRMouseRGenomeiRCellsgR2019gRsgR 7.9 50

54 IdentifyingRNhmethyladenosineRsitesRusingRmultihintervalRnucleotideRpairRpositionRspecificityRandR
supportRvectorRmachineiRScientificiReportsgR2017gRrgRoqrpr 4.9 49

53 ACPredhFuseuRfusingRmultihviewRinformationRimprovesRtheRpredictionRofRanticancerRpeptidesiR
BriefingsiiniBioinformaticsgR2020gRmlgRlsoqhlspp 13.4 48

52 BriefingRinRfamilyRcharacteristicsRofRmicroRNAsRandRtheirRapplicationsRinRcancerRresearchiRBiochimicai
EtiBiophysicaiActai-iProteinsiandiProteomicsgR2014gRlsoogRltlhr 4 46

51 ImprovedRdetectionRofRDNAhbindingRproteinsRviaRcompressionRtechnologyRonRPSSMRinformationiR
PLoSiONEgR2017gRlmgReklsppsr 3.7 45

(2017-2019)
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50 MetahGDBPuRaRhighhlevelRstackedRregressionRmodelRtoRimproveRanticancerRdrugRresponseRpredictioniR
BriefingsiiniBioinformaticsgR2020gRmlgRttqhlkkp 13.4 44

49 CPPredhFLuRaRsequencehbasedRpredictorRforRlargehscaleRidentificationRofRcellhpenetratingRpeptidesRbyR
featureRrepresentationRlearningiRBriefingsiiniBioinformaticsgR2018gR 13.4 44

48 ComputationalRpredictionRandRinterpretationRofRcellhspecificRreplicationRoriginRsitesRfromRmultipleR
eukaryotesRbyRexploitingRstackingRframeworkiRBriefingsiiniBioinformaticsgR2021gRmmgR 13.4 42

47 ARnovelRmachineRlearningRmethodRforRcytokinehreceptorRinteractionRpredictioniRCombinatoriali
ChemistryiandiHighiThroughputiScreeninggR2016gRltgRloohpm 1.3 39

46 ConstructiongRModelhBasedRAnalysisgRandRCharacterizationRofRaRPromoterRLibraryRforRFinehTunedR
GeneRExpressionRinRBacillusRsubtilisiRACSiSyntheticiBiologygR2018gRrgRlrsphlrtr 5.7 38

45 SecProMTBuRSupportRVectorRMachinehBasedRClassifierRforRSecretoryRProteinsRUsingRImbalancedRDataR
SetsRAppliedRtoRMycobacteriumRtuberculosisiRProteomicsgR2019gRltgReltkkkkr 4.8 33

44 ComputationalRapproachesRinRdetectingRnonhRcodingRRNAiRCurrentiGenomicsgR2013gRlogRnrlhr 2.6 32

43 MiRhtnhppRPromotesRCellRProliferationRthroughRDownhRegulatingRPPARGClARinRHepatocellularR
CarcinomaRCellsRbyRBioinformaticsRAnalysisRandRExperimentalRVerificationiRGenesgR2018gRtgR 4.2 26

42 ResearchRprogressRinRproteinRposttranslationalRmodificationRsiteRpredictioniRBriefingsiiniFunctionali
GenomicsgR2018gRlsgRmmkhmmt 4.9 24

41 mGOFhlocuRARnovelRensembleRlearningRmethodRforRhumanRproteinRsubcellularRlocalizationRpredictioniR
NeurocomputinggR2016gRmlrgRrnhsm 5.4 23

40 IdentificationRofRDNAhBindingRProteinsRUsingRMixedRFeatureRRepresentationRMethodsiRMoleculesgR
2017gRmmgR 4.8 23

39 MinEhRFEuRdetermineRtheRoptimalRsubsetRfromRRFERbyRminimizingRtheRsubsethaccuracyhdefinedR
energyiRBriefingsiiniBioinformaticsgR2020gRmlgRqsrhqts 13.4 20

38 qmAhRicePreduRARMethodRforRIdentifyingRDNARhMethyladenineRSitesRinRtheRRiceRGenomeRBasedRonR
FeatureRFusioniRFrontiersiiniPlantiSciencegR2020gRllgRo 6.2 18

37 ComputationalRAnalysisRofRmiRNARTargetRIdentificationiRCurrentiBioinformaticsgR2012gRrgRplmhpmp 4.7 17

36 PRISMOIDuRaRcomprehensiveRnDRstructureRdatabaseRforRposthtranslationalRmodificationsRandR
mutationsRwithRfunctionalRimpactiRBriefingsiiniBioinformaticsgR2020gRmlgRlkqthlkrt 13.4 17

35 IterativeRfeatureRrepresentationRalgorithmRtoRimproveRtheRpredictiveRperformanceRofR
NrhmethylguanosineRsitesiRBriefingsiiniBioinformaticsgR2021gRmmgR 13.4 16

34 EPnuRanRensembleRpredictorRthatRaccuratelyRidentifiesRtypeRIIIRsecretedReffectorsiRBriefingsiini
BioinformaticsgR2021gRmmgRltlshltms 13.4 15

33 ClassificationRandRgeneRselectionRofRtriplehnegativeRbreastRcancerRsubtypeRembeddingRgeneR
connectivityRmatrixRinRdeepRneuralRnetworkiRBriefingsiiniBioinformaticsgR2021gRmmgR 13.4 15
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32 iRNAphmCuRTheRFirstRPredictorRtoRIdentifyRRNARphHydroxymethylcytosineRModificationsRUsingR
MachineRLearningiRFrontiersiiniBioengineeringiandiBiotechnologygR2020gRsgRmmr 5.8 14

31 UltraPseuRARUniversalRandRExtensibleRSoftwareRPlatformRforRRepresentingRBiologicalRSequencesiR
InternationaliJournaliofiMoleculariSciencesgR2017gRlsgR 6.3 14

30 SupervisedRBrainRTumorRSegmentationRBasedRonRGradientRandRContexthSensitiveRFeaturesiRFrontiersi
iniNeurosciencegR2019gRlngRloo 5.1 14

29 FusingRconvolutionalRneuralRnetworkRfeaturesRwithRhandhcraftedRfeaturesRforRosteoporosisR
diagnosesiRNeurocomputinggR2020gRnspgRnkkhnkt 5.4 13

28 PredictingRdrughinducedRhepatotoxicityRbasedRonRbiologicalRfeatureRmapsRandRdiverseRclassificationR
strategiesiRBriefingsiiniBioinformaticsgR2021gRmmgRomshonr 13.4 12

27 LearningRembeddingRfeaturesRbasedRonRmultihsensehscaledRattentionRarchitectureRtoRimproveRtheR
predictiveRperformanceRofRanticancerRpeptidesiRBioinformaticsgR2021gR 7.2 11

26 DomainRadaptationRbasedRselfhcorrectionRmodelRforRCOVIDhltRinfectionRsegmentationRinRCTRimagesiR
ExpertiSystemsiWithiApplicationsgR2021gRlrqgRllosos 7.8 11

25 ExploringRlocalRdiscriminativeRinformationRfromRevolutionaryRprofilesRforRcytokineâ��receptorR
interactionRpredictioniRNeurocomputinggR2016gRmlrgRnrhop 5.4 10

24 IntegrativeRmachineRlearningRframeworkRforRtheRidentificationRofRcellhspecificRenhancersRfromRtheR
humanRgenomeiRBriefingsiiniBioinformaticsgR2021gRmmgR 13.4 10

23 IdentifyingRPlantRPentatricopeptideRRepeatRCodingRGenejProteinRUsingRMixedRFeatureRExtractionR
MethodsiRFrontiersiiniPlantiSciencegR2018gRtgRltql 6.2 9

22 IdentificationRofRexpressionRsignaturesRforRnonhsmallhcellRlungRcarcinomaRsubtypeRclassificationiR
BioinformaticsgR2020gRnqgRnnthnoq 7.2 9

21 ATSEuRaRpeptideRtoxicityRpredictorRbyRexploitingRstructuralRandRevolutionaryRinformationRbasedRonR
graphRneuralRnetworkRandRattentionRmechanismiRBriefingsiiniBioinformaticsgR2021gRmmgR 13.4 8

20 ARBioinformaticsRToolRforRtheRPredictionRofRDNARNqhMethyladenineRModificationsRBasedRonRFeatureR
FusionRandROptimizationRProtocoliRFrontiersiiniBioengineeringiandiBiotechnologygR2020gRsgRpkm 5.8 6

19 ProteinRsubcellularRlocalizationRbasedRonRdeepRimageRfeaturesRandRcriterionRlearningRstrategyiR
BriefingsiiniBioinformaticsgR2021gRmmgR 13.4 6

18 ImprovedRIdentificationRofRCytokinesRUsingRFeatureRSelectionRTechniquesiRLettersiiniOrganici
ChemistrygR2017gRlogR 0.6 5

17 IdentificationRofRglioblastomaRmolecularRsubtypeRandRprognosisRbasedRonRdeepRMRIRfeaturesiR
Knowledge-BasediSystemsgR2021gRmnmgRlkrotk 7.3 5

16 PepFormeruREndhtohEndRTransformerhBasedRSiameseRNetworkRtoRPredictRandREnhanceRPeptideR
DetectabilityRBasedRonRSequenceROnlyiRAnalyticaliChemistrygR2021gRtngRqoslhqotk 7.8 4

15 FEGSuRaRnovelRfeatureRextractionRmodelRforRproteinRsequencesRandRitsRapplicationsiRBMCi
BioinformaticsgR2021gRmmgRmtr 3.6 4

(2021-2020)
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14 LncPredhIELuRARLongRNonhcodingRRNARPredictionRMethodRusingRIterativeREnsembleRLearningR2019gR 4

13 AcceleratingRbioactiveRpeptideRdiscoveryRviaRmutualRinformationhbasedRmetahlearningiRBriefingsiini
BioinformaticsgR2021gR 13.4 3

12 RobustRFeatureRMatchingRforRRemoteRSensingRImageRRegistrationRviaRGuidedRHyperplaneRFittingiR
IEEEiTransactionsioniGeoscienceiandiRemoteiSensinggR2021gRlhlo 8.1 3

11 ARmhLayerRWebRServerRforREnzymeRandRMultifunctionalREnzymeRIdentificationiRCurrentiBioinformaticsgR
2014gRtgRmhr 4.7 2

10 ToxIBTLuRpredictionRofRpeptideRtoxicityRbasedRonRinformationRbottleneckRandRtransferRlearningiiR
BioinformaticsgR2022gR 7.2 2

9 PRISMOIDuRaRcomprehensiveRnDRstructureRdatabaseRforRposthtranslationalRmodificationsRandR
mutationsRwithRfunctionalRimpact 2

8 R2018gR 2

7 PESAhNetuRPermutationhEquivariantRSplitRAttentionRNetworkRforRcorrespondenceRlearningiR
InformationiFusiongR2022gRrrgRslhst 16.7 2

6 ThreehDimensionalRFaceRReconstructionRUsingRMultihViewhBasedRBilinearRModeliRSensorsgR2019gRltgR 3.8 1

5 DistantRmetastasisRidentificationRbasedRonRoptimizedRgraphRrepresentationRofRgeneRinteractionR
patternsiRBriefingsiiniBioinformaticsgR2021gR 13.4 1

4 IEEERAccessRSpecialRSectionREditorialuRFeatureRRepresentationRandRLearningRMethodsRWithR
ApplicationsRinRLargehScaleRBiologicalRSequenceRAnalysisiRIEEEiAccessgR2021gRtgRnnllkhnnllt 3.5 1

3 iDNAhABTRuRadvancedRdeepRlearningRmodelRforRdetectingRDNARmethylationRwithRadaptiveRfeaturesR
andRtransductiveRinformationRmaximizationiRBioinformaticsgR2021gR 7.2 1

2 SignalingRPotentialRTherapeuticRHerbalRMedicineRPrescriptionRforRTreatingRCOVIDhltRbyR
CollaborativeRFilteringiiRFrontiersiiniPharmacologygR2021gRlmgRrptort 5.6 0

1 DiscriminantRAffinityRMatrixRforRDeterministicRMotionRTrajectoryRSegmentationiRIEEEiAccessgR2019gR
rgRprmkkhprmkt 3.5
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