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m Paper IF Citations

146 RepeatedMpolyploidizationMofMzossypiumMgenomesMandMtheMevolutionMofMspinnableMcottonMfibres_M
NatureYM2012YMfldYMfdeZi 50.4 839

145 iRSpotZPsewNvmMidentifyMrecombinationMspotsMwithMpseudoMdinucleotideMcomposition_MNucleicfAcidsf
ResearchYM2013YMfcYMehk 20.1 492

144 iProgfZPseKNvmMaMsequenceZbasedMpredictorMforMidentifyingMsigmaZgfMpromotersMinMprokaryoteMwithM
pseudoMkZtupleMnucleotideMcomposition_MNucleicfAcidsfResearchYM2014YMfdYMcdlhcZid 20.1 412

143 PseKNvmMaMflexibleMwebMserverMforMgeneratingMpseudoMKZtupleMnucleotideMcomposition_MAnalyticalf
BiochemistryYM2014YMfghYMgeZhb 3.1 341

142 iNucZPseKNvmMaMsequenceZbasedMpredictorMforMpredictingMnucleosomeMpositioningMinMgenomesMwithM
pseudoMkZtupleMnucleotideMcomposition_MBioinformaticsYM2014YMebYMcgddZl 7.2 303

141 itvPmMaMsequenceZbasedMtoolMforMidentifyingManticancerMpeptides_MOncotargetYM2016YMiYMchklgZlbl 3.3 283

140 iRNtZMethylmMïdentifyingMNUhVZmethyladenosineMsitesMusingMpseudoMnucleotideMcomposition_M
AnalyticalfBiochemistryYM2015YMflbYMdhZee 3.1 276

139 PseudoMnucleotideMcompositionMorMPseKNvmManMeffectiveMformulationMforManalyzingMgenomicM
sequences_MMolecularfBioSystemsYM2015YMccYMdhdbZef 256

138 iHSPZPseRtttvmMïdentifyingMtheMheatMshockMproteinMfamiliesMusingMpseudoMreducedMaminoMacidM
alphabetMcomposition_MAnalyticalfBiochemistryYM2013YMffdYMcckZdg 3.1 254

137 iRNtZPsevollmMïdentifyingMtheMOccurrenceMSitesMofMwifferentMRNtMModificationsMbyMïncorporatingM
vollectiveMxffectsMofMNucleotidesMintoMPseKNv_MMolecularfTherapyfvfNucleicfAcidsYM2017YMiYMcggZche 10.7 228

136 iTïSZPseTNvmMaMsequenceZbasedMpredictorMforMidentifyingMtranslationMinitiationMsiteMinMhumanMgenesM
usingMpseudoMtrinucleotideMcomposition_MAnalyticalfBiochemistryYM2014YMfhdYMihZke 3.1 218

135 iwNtfmvmMidentifyingMwNtMNfZmethylcytosineMsitesMbasedMonMnucleotideMchemicalMproperties_M
BioinformaticsYM2017YMeeYMegckZegde 7.2 198

134 iRNtZtïmMidentifyingMtheMadenosineMtoMinosineMeditingMsitesMinMRNtMsequences_MOncotargetYM2017YMkYMfdbkZfdci3.3 191

133 iwNthmtZPseKNvmMïdentifyingMwNtMNZmethyladenosineMsitesMbyMincorporatingMnucleotideM
physicochemicalMpropertiesMintoMPseKNv_MGenomicsYM2019YMcccYMlhZcbd 4.3 190

132 PseKNvZzeneralmMaMcrossZplatformMpackageMforMgeneratingMvariousMmodesMofMpseudoMnucleotideM
compositions_MBioinformaticsYM2015YMecYMcclZdb 7.2 172

131 ivTXZtypemMaMsequenceZbasedMpredictorMforMidentifyingMtheMtypesMofMconotoxinsMinMtargetingMionM
channels_MBioMedfResearchfInternationalYM2014YMdbcfYMdkhfcl 3 171

130 iNucZPhysvhemmMaMsequenceZbasedMpredictorMforMidentifyingMnucleosomesMviaMphysicochemicalM
properties_MPLoSfONEYM2012YMiYMefikfe 3.7 160
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129 iOriZHumanmMidentifyMhumanMoriginMofMreplicationMbyMincorporatingMdinucleotideMphysicochemicalM
propertiesMintoMpseudoMnucleotideMcomposition_MOncotargetYM2016YMiYMhlikeZhlile 3.3 156

128 PredictingMproteinMstructuralMclassesMforMlowZsimilarityMsequencesMbyMevaluatingMdifferentMfeatures_M
KnowledgevBasedfSystemsYM2019YMcheYMikiZile 7.3 156

127 iRNtZPseUmMïdentifyingMRNtMpseudouridineMsites_MMolecularfTherapyfvfNucleicfAcidsYM2016YMgYMeeed 10.7 145

126 ihmtZPredmMidentifyingMwNtMNhZmethyladenineMsitesMinMtheMriceMgenome_MBioinformaticsYM2019YMegYMdilhZdkbb7.2 144

125 ïdentificationMofMimmunoglobulinsMusingMvhouTsMpseudoMaminoMacidMcompositionMwithMfeatureM
selectionMtechnique_MMolecularfBioSystemsYM2016YMcdYMcdhlZig 141

124 iTermZPseKNvmMaMsequenceZbasedMtoolMforMpredictingMbacterialMtranscriptionalMterminators_M
BioinformaticsYM2019YMegYMcfhlZcfii 7.2 141

123 ïdentifyMoriginMofMreplicationMinMSaccharomycesMcerevisiaeMusingMtwoZstepMfeatureMselectionM
technique_MBioinformaticsYM2019YMegYMdbigZdbke 7.2 137

122 iRNtZetypetmMïdentifyingMThreeMTypesMofMModificationMatMRNtTsMtdenosineMSites_MMolecularfTherapyfvf
NucleicfAcidsYM2018YMccYMfhkZfif 10.7 135

121 iRSpotZPsehNvmMïdentifyingMrecombinationMspotsMinMbyMincorporatingMhexamerMcompositionMintoM
generalMPseKNv_MInternationalfJournalfoffBiologicalfSciencesYM2018YMcfYMkkeZklc 11.2 130

120 iSSZPsewNvmMidentifyingMsplicingMsitesMusingMpseudoMdinucleotideMcomposition_MBioMedfResearchf
InternationalYM2014YMdbcfYMhdecfl 3 130

119 iLocZlncRNtmMpredictMtheMsubcellularMlocationMofMlncRNtsMbyMincorporatingMoctamerMcompositionMintoM
generalMPseKNv_MBioinformaticsYM2018YMefYMfclhZfdbf 7.2 118

118 NaˆflveMuayesMclassifierMwithMfeatureMselectionMtoMidentifyMphageMvirionMproteins_MComputationalfandf
MathematicalfMethodsfinfMedicineYM2013YMdbceYMgebhlh 2.8 118

117 iRNtUmhtVZPsewNvmMïdentifyingMNZmethyladenosineMsitesMusingMpseudoMdinucleotideMcomposition_M
AnalyticalfBiochemistryYM2018YMghcZghdYMglZhg 3.1 117

116 ïdentificationMofMhormoneMbindingMproteinsMbasedMonMmachineMlearningMmethods_MMathematicalf
BiosciencesfandfEngineeringYM2019YMchYMdfhhZdfkb 2.1 115

115 ïdentificationMofMSecretoryMProteinsMinMMycobacteriumMtuberculosisMUsingMPseudoMtminoMtcidM
vomposition_MBioMedfResearchfInternationalYM2016YMdbchYMgfcelbe 3 110

114 ïdentificationMofMbacteriophageMvirionMproteinsMbyMtheMtNOVtMfeatureMselectionMandManalysis_M
MolecularfBioSystemsYM2014YMcbYMdddlZeg 107

113 iRNtZdOMmMtMSequenceZuasedMPredictorMforMïdentifyingMdTZOZMethylationMSitesMinMHomoMsapiens_M
JournalfoffComputationalfBiologyYM2018YMdgYMcdhhZcdii 1.7 103

112 UsingMdeformationMenergyMtoManalyzeMnucleosomeMpositioningMinMgenomes_MGenomicsYM2016YMcbiYMhlZig 4.3 99

(2016-2016)
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111
PredictingMtheMsubcellularMlocalizationMofMmycobacterialMproteinsMbyMincorporatingMtheMoptimalM
tripeptidesMintoMtheMgeneralMformMofMpseudoMaminoMacidMcomposition_MMolecularfBioSystemsYM2015YM
ccYMggkZhe

97

110 ïdentifyingMSigmaibMPromotersMwithMNovelMPseudoMNucleotideMvomposition_MIEEExACMfTransactionsf
onfComputationalfBiologyfandfBioinformaticsYM2019YMchYMcechZcedc 3 94

109 ïdentificationMofMantioxidantsMfromMsequenceMinformationMusingMnaˆflveMuayes_MComputationalfandf
MathematicalfMethodsfinfMedicineYM2013YMdbceYMghigdl 2.8 89

108 ïdentificationMofMuacterialMvellMWallMLyasesMviaMPseudoMtminoMtcidMvomposition_MBioMedfResearchf
InternationalYM2016YMdbchYMchgfhde 3 89

107 MethyRNtmMaMwebMserverMforMidentificationMofMNZmethyladenosineMsites_MJournalfoffBiomolecularf
StructurefandfDynamicsYM2017YMegYMhkeZhki 3.6 86

106 SequenceZbasedMpredictiveMmodelingMtoMidentifyMcancerlectins_MOncotargetYM2017YMkYMdkchlZdkcig 3.3 86

105 wetectingMNZmethyladenosineMsitesMfromMRNtMtranscriptomesMusingMensembleMSupportMVectorM
Machines_MScientificfReportsYM2017YMiYMfbdfd 4.9 85

104 UsingMvhouTsMpseudoMaminoMacidMcompositionMtoMpredictMproteinMquaternaryMstructuremMaM
sequenceZsegmentedMPsettvMapproach_MAminofAcidsYM2008YMegYMglcZk 3.5 80

103 ïdentificationMofMmycobacterialMmembraneMproteinsMandMtheirMtypesMusingMoverZrepresentedM
tripeptideMcompositions_MJournalfoffProteomicsYM2012YMiiYMedcZk 3.9 79

102 iMRMmMaMplatformMforMsimultaneouslyMidentifyingMmultipleMkindsMofMRNtMmodifications_M
BioinformaticsYM2020YMehYMeeehZeefd 7.2 78

101 tcalPredmMaMsequenceZbasedMtoolMforMdiscriminatingMbetweenMacidicMandMalkalineMenzymes_MPLoSfONEYM
2013YMkYMeigidh 3.7 78

100 PredictionMofMzolgiZresidentMproteinMtypesMbyMusingMfeatureMselectionMtechnique_MChemometricsfandf
IntelligentfLaboratoryfSystemsYM2013YMcdfYMlZce 3.8 77

99 iProxPmMtMvomputationalMPredictorMforMPredictingMPromoter_MMolecularfTherapyfvfNucleicfAcidsYM2019YM
ciYMeeiZefh 10.7 74

98 PredictingMperoxidaseMsubcellularMlocationMbyMhybridizingMdifferentMdescriptorsMofMvhouTMpseudoM
aminoMacidMpatterns_MAnalyticalfBiochemistryYM2014YMfgkYMcfZl 3.1 74

97 xvaluationMofMdifferentMcomputationalMmethodsMonMgZmethylcytosineMsitesMidentification_MBriefingsfinf
BioinformaticsYM2020YMdcYMlkdZllg 13.4 72

96 PredictionMofMthermophilicMproteinsMusingMfeatureMselectionMtechnique_MJournalfoffMicrobiologicalf
MethodsYM2011YMkfYMhiZib 2.8 71

95 ïdentificationMandManalysisMofMtheMNUhVZmethyladenosineMinMtheMSaccharomycesMcerevisiaeM
transcriptome_MScientificfReportsYM2015YMgYMcekgl 4.9 68

94 iORïZPseKNvmMtMpredictorMforMidentifyingMoriginMofMreplicationMwithMpseudoMkZtupleMnucleotideM
composition_MChemometricsfandfIntelligentfLaboratoryfSystemsYM2015YMcfcYMcbbZcbh 3.8 67
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93 HierarchicallyMtligningMcbMLegumeMzenomesMxstablishesMaMyamilyZLevelMzenomicsMPlatform_MPlantf
PhysiologyYM2017YMcifYMdkfZebb 6.6 66

92 RecentMtdvancesMinMMachineMLearningMMethodsMforMPredictingMHeatMShockMProteins_MCurrentfDrugf
MetabolismYM2019YMdbYMddfZddk 3.5 65

91 UsingMoverZrepresentedMtetrapeptidesMtoMpredictMproteinMsubmitochondriaMlocations_MActaf
BiotheoreticaYM2013YMhcYMdglZhk 1.1 65

90 PredictionMofMcellZpenetratingMpeptidesMwithMfeatureMselectionMtechniques_MBiochemicalfandf
BiophysicalfResearchfCommunicationsYM2016YMfiiYMcgbZcgf 3.4 63

89 tMcomparisonMandMassessmentMofMcomputationalMmethodMforMidentifyingMrecombinationMhotspotsMinM
SaccharomycesMcerevisiae_MBriefingsfinfBioinformaticsYM2020YMdcYMcghkZcgkb 13.4 60

88 wesignMpowerfulMpredictorMforMmRNtMsubcellularMlocationMpredictionMinMHomoMsapiens_MBriefingsfinf
BioinformaticsYM2021YMddYMgdhZgeg 13.4 59

87 iRNtwmMaMcomputationalMtoolMforMidentifyingMwMmodificationMsitesMinMRNtMsequence_MBioinformaticsYM
2019YMegYMflddZfldl 7.2 53

86 TheMpredictionMofMproteinMstructuralMclassMusingMaveragedMchemicalMshifts_MJournalfoffBiomolecularf
StructurefandfDynamicsYM2012YMdlYMhfeZl 3.6 53

85 iRNtZmizmMïdentifyingMNZmethylguanosineMSitesMbyMyusingMMultipleMyeatures_MMolecularfTherapyfvf
NucleicfAcidsYM2019YMckYMdhlZdif 10.7 50

84 TheMorganizationMofMnucleosomesMaroundMspliceMsites_MNucleicfAcidsfResearchYM2010YMekYMdikkZlk 20.1 49

83 PredictionMofMtheMtypesMofMionMchannelZtargetedMconotoxinsMbasedMonMradialMbasisMfunctionMnetwork_M
ToxicologyfinfVitroYM2013YMdiYMkgdZh 3.6 48

82 zeneticMmappingMofMtheMnulliplexZbranchMgeneMUgb_nbcVMinMcottonMusingMnextZgenerationM
sequencing_MTheoreticalfandfAppliedfGeneticsYM2015YMcdkYMgelZfi 6 47

81 ProgfwumMaMdatabaseMforMexperimentallyMverifiedMsigmaZgfMpromoters_MBioinformaticsYM2017YMeeYMfhiZfhl 7.2 47

80 PredictionMofMphosphothreonineMsitesMinMhumanMproteinsMbyMfusingMdifferentMfeatures_MScientificf
ReportsYM2016YMhYMefkci 4.9 46

79 PredictionMofMreplicationMoriginsMbyMcalculatingMwNtMstructuralMproperties_MFEBSfLettersYM2012YMgkhYMlefZk 3.8 46

78 tnMOverlookedMPaleotetraploidizationMinMvucurbitaceae_MMolecularfBiologyfandfEvolutionYM2018YMegYMchZdh8.3 45

77 ïonchanPredMd_bmMtMToolMtoMPredictMïonMvhannelsMandMTheirMTypes_MInternationalfJournalfoffMolecularf
SciencesYM2017YMckYM 6.3 45

76 PredictingMcancerlectinsMbyMtheMoptimalMgZgapMdipeptides_MScientificfReportsYM2015YMgYMchlhf 4.9 44

(2015-2017)
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75 tOwmMtheMantioxidantMproteinMdatabase_MScientificfReportsYM2017YMiYMiffl 4.9 43

74 PHYPredmMaMtoolMforMidentifyingMbacteriophageMenzymesMandMhydrolases_MVirologicafSinicaYM2016YMecYMegbZd6.4 43

73 XzZPseUmManMeXtremeMzradientMuoostingMbasedMmethodMforMidentifyingMpseudouridineMsites_M
MolecularfGeneticsfandfGenomicsYM2020YMdlgYMceZdc 3.1 42

72 iwNthmtZRicemMtMvomputationalMToolMforMwetectingMNhZMethyladenineMSitesMinMRice_MFrontiersfinf
GeneticsYM2019YMcbYMile 4.5 41

71 RecentMtdvancesMinMvonotoxinMvlassificationMbyMUsingMMachineMLearningMMethods_MMoleculesYM2017YM
ddYM 4.8 40

70 ïdentifyingMRNtMgZmethylcytosineMsitesMviaMpseudoMnucleotideMcompositions_MMolecularfBioSystemsYM
2016YMcdYMeebiZeecc 39

69 ïdentifyingMdTZOZmethylationationMsitesMbyMintegratingMnucleotideMchemicalMpropertiesMandM
nucleotideMcompositions_MGenomicsYM2016YMcbiYMdggZk 4.3 39

68 ïdentificationMofMvoltageZgatedMpotassiumMchannelMsubfamiliesMfromMsequenceMinformationMusingM
supportMvectorMmachine_MComputersfinfBiologyfandfMedicineYM2012YMfdYMgbfZi 7 37

67
PRxwïvTïNzMSUuvHLOROPLtSTMLOvtTïONSMOyMPROTxïNSMutSxwMONMTHxMzxNxRtLMyORMMOyM
vHOUTSMPSxUwOMtMïNOMtvïwMvOMPOSïTïONmMtPPROtvHxwMyROMMOPTïMtLMTRïPxPTïwxM
vOMPOSïTïON_MInternationalfJournalfoffBiomathematicsYM2013YMbhYMcegbbbe

1.8 37

66 ïdentifyingMNMZmethyladenosineMsitesMinMtheMtrabidopsisMthalianaMtranscriptome_MMolecularfGeneticsf
andfGenomicsYM2016YMdlcYMdddgZdddl 3.1 37

65 vomputationalMïdentificationMofMSmallMïnterferingMRNtMTargetsMinMStRSZvoVZd_MVirologicafSinicaYM
2020YMegYMeglZehc 6.4 35

64 ïdentificationMofMapolipoproteinMusingMfeatureMselectionMtechnique_MScientificfReportsYM2016YMhYMebffc 4.9 34

63 RtMPredmMidentifyingMtheMNUcVZmethyladenosineMsitesMinMeukaryoticMtranscriptomes_MScientificf
ReportsYM2016YMhYMecbkb 4.9 31

62 ïdentifyingMtntioxidantMProteinsMbyMUsingMOptimalMwipeptideMvompositions_MInterdisciplinaryf
SciencesufComputationalfLifefSciencesYM2016YMkYMckhZclc 3.5 30

61 PredictionMofMvpzMislandMmethylationMstatusMbyMintegratingMwNtMphysicochemicalMproperties_M
GenomicsYM2014YMcbfYMddlZee 4.3 30

60 PredictionMofMketoacylMsynthaseMfamilyMusingMreducedMaminoMacidMalphabets_MJournalfoffIndustrialf
MicrobiologyfandfBiotechnologyYM2012YMelYMgilZkf 4.2 30

59 PredictionMofMmidbodyYMcentrosomeMandMkinetochoreMproteinsMbasedMonMgeneMontologyMinformation_M
BiochemicalfandfBiophysicalfResearchfCommunicationsYM2010YMfbcYMekdZf 3.4 30

58 PredictionMofMproteinMstructuralMclassesMbasedMonMfeatureMselectionMtechnique_MInterdisciplinaryf
SciencesufComputationalfLifefSciencesYM2014YMhYMdegZfb 3.5 28
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57 ïdentifyingMtheMsubfamiliesMofMvoltageZgatedMpotassiumMchannelsMusingMfeatureMselectionMtechnique_M
InternationalfJournalfoffMolecularfSciencesYM2014YMcgYMcdlfbZgc 6.3 28

56 PredictingMtheMtypesMofMJZproteinsMusingMclusteredMaminoMacids_MBioMedfResearchfInternationalYM2014YM
dbcfYMlegicl 3 26

55 itTPmMtMSequenceMuasedMMethodMforMïdentifyingMtntiZtubercularMPeptides_MMedicinalfChemistryYM2020
YMchYMhdbZhdg 1.8 26

54 PtïmMPredictingMadenosineMtoMinosineMeditingMsitesMbyMusingMpseudoMnucleotideMcompositions_M
ScientificfReportsYM2016YMhYMegcde 4.9 26

53 PredictionMofMbacteriophageMproteinsMlocatedMinMtheMhostMcellMusingMhybridMfeatures_MChemometricsf
andfIntelligentfLaboratoryfSystemsYM2018YMckbYMhfZhl 3.8 24

52 wecipheringMtheMhighZqualityMgenomeMsequenceMofMcorianderMthatMcausesMcontroversialMfeelings_M
PlantfBiotechnologyfJournalYM2020YMckYMcfffZcfgh 11.6 24

51 tMsimilarityMdistanceMofMdiversityMmeasureMforMdiscriminatingMmesophilicMandMthermophilicMproteins_M
AminofAcidsYM2013YMffYMgieZkb 3.5 23

50 wNtfmvZLïPmMaMlinearMintegrationMmethodMtoMidentifyMNfZmethylcytosineMsiteMinMmultipleMspecies_M
BioinformaticsYM2020YMehYMeediZeeeg 7.2 21

49 tMSurveyMforMPredictingMxnzymeMyamilyMvlassesMUsingMMachineMLearningMMethods_MCurrentfDrugf
TargetsYM2019YMdbYMgfbZggb 3 21

48 tMuriefMSurveyMofMMachineMLearningMtpplicationMinMvancerlectinMïdentification_MCurrentfGenefTherapyYM
2018YMckYMdgiZdhi 4.3 21

47 iPhoPredmMtMPredictorMforMïdentifyingMPhosphorylationMSitesMinMHumanMProtein_MIEEEfAccessYM2019YMiYMciigciZciigdk3.5 21

46 iRNtZmdzmMïdentifyingMNZmethylguanosineMSitesMuasedMonMSequenceZwerivedMïnformation_MMolecularf
TherapyfvfNucleicfAcidsYM2019YMckYMdgeZdgk 10.7 19

45 ïdentifyingMRNtMNZMethyladenosineMSitesMinMzenome_MFrontiersfinfMicrobiologyYM2018YMlYMlgg 5.7 18

44 vlassificationMofMantimicrobialMpeptideMusingMdiversityMmeasureMwithMquadraticMdiscriminantManalysis_M
JournalfoffMicrobiologicalfMethodsYM2009YMikYMlfZh 2.8 18

43 vlassifyingMïncludedMandMxxcludedMxxonsMinMxxonMSkippingMxventMUsingMHistoneMModifications_M
FrontiersfinfGeneticsYM2018YMlYMfee 4.5 18

42 ïterativeMfeatureMrepresentationMalgorithmMtoMimproveMtheMpredictiveMperformanceMofM
NiZmethylguanosineMsites_MBriefingsfinfBioinformaticsYM2021YMddYM 13.4 16

41 SequenceManalysisMofMoriginsMofMreplicationMinMtheMSaccharomycesMcerevisiaeMgenomes_MFrontiersfinf
MicrobiologyYM2014YMgYMgif 5.7 15

40 vombiningMpseudoMdinucleotideMcompositionMwithMtheMZMcurveMmethodMtoMimproveMtheMaccuracyMofM
predictingMwNtMelementsmMaMcaseMstudyMinMrecombinationMspots_MMolecularfBioSystemsYM2016YMcdYMdkleZlbb 15

(2016-2014)
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39 NulliplexZbranchYMaMTxRMïNtLMyLOWxRMcMorthologYMcontrolsMplantMgrowthMhabitMinMcotton_M
TheoreticalfandfAppliedfGeneticsYM2019YMcedYMliZccd 6 15

38 iRNtghmvmMTheMyirstMPredictorMtoMïdentifyMRNtMgZHydroxymethylcytosineMModificationsMUsingM
MachineMLearning_MFrontiersfinfBioengineeringfandfBiotechnologyYM2020YMkYMddi 5.8 14

37 PredictingMtheMOrganelleMLocationMofMNoncodingMRNtsMUsingMPseudoMNucleotideMvompositions_M
InterdisciplinaryfSciencesufComputationalfLifefSciencesYM2017YMlYMgfbZgff 3.5 14

36 PPwmMtMManuallyMvuratedMwatabaseMforMxxperimentallyMVerifiedMProkaryoticMPromoters_MJournalfoff
MolecularfBiologyYM2021YMfeeYMchhkhb 6.5 14

35 zenomeZwideMidentificationMandManalysesMofMtheMtHLMgeneMfamilyMinMcottonMUzossypiumV_MBMCf
GenomicsYM2020YMdcYMhl 4.5 13

34 TheMceleryMgenomeMsequenceMrevealsMsequentialMpaleoZpolyploidizationsYMkaryotypeMevolutionMandM
resistanceMgeneMreductionMinMapiales_MPlantfBiotechnologyfJournalYM2021YMclYMiecZiff 11.6 13

33 PredictingMbacteriophageMproteinsMlocatedMinMhostMcellMwithMfeatureMselectionMtechnique_MComputersf
infBiologyfandfMedicineYM2016YMicYMcghZhc 7 12

32 tMgenomeZwideManalysisMofMSWxxTMgeneMfamilyMinMcottonMandMtheirMexpressionsMunderMdifferentM
stresses_MJournalfoffCottonfResearchYM2018YMcYM 2.3 12

31 RecentMtdvancesMinMïdentificationMofMRNtMModifications_MNonvcodingfRNAYM2016YMeYM 7.1 12

30 mRNtLocatermMxnhanceMtheMpredictionMaccuracyMofMeukaryoticMmRNtMsubcellularMlocalizationMbyM
usingMmodelMfusionMstrategy_MMolecularfTherapyYM2021YMdlYMdhciZdhde 11.7 12

29 TheMdevelopmentMofMspecificMSNPMmarkersMforMchromosomeMcfMinMcottonMusingMnextZgenerationM
sequencing_MPlantfBreedingYM2014YMceeYMdghZdhc 2.4 10

28 RecentMtdvancesMofMvomputationalMMethodsMforMïdentifyingMuacteriophageMVirionMProteins_MProteinf
andfPeptidefLettersYM2020YMdiYMdglZdhf 1.9 10

27 uenchmarkMdataMforMidentifyingMNUhVZmethyladenosineMsitesMinMtheMSaccharomycesMcerevisiaeM
genome_MDatafinfBriefYM2015YMgYMeihZk 1.2 9

26 PredictingMHumanMxnzymeMyamilyMvlassesMbyMUsingMPseudoMtminoMtcidMvomposition_MCurrentf
ProteomicsYM2016YMceYMllZcbf 0.7 9

25 ïdentifyingMtntioxidantMProteinsMbyMvombiningMMultipleMMethods_MFrontiersfinfBioengineeringfandf
BiotechnologyYM2020YMkYMkgk 5.8 9

24 KNïndexmMaMcomprehensiveMdatabaseMofMphysicochemicalMpropertiesMforMkZtupleMnucleotides_M
BriefingsfinfBioinformaticsYM2021YMddYM 13.4 8

23 xxonMskippingMeventMpredictionMbasedMonMhistoneMmodifications_MInterdisciplinaryfSciencesuf
ComputationalfLifefSciencesYM2014YMhYMdfcZl 3.5 8

22 TheMpatternMofMwNtMcleavageMintensityMaroundMindels_MScientificfReportsYM2015YMgYMkeee 4.9 8
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21 ySZzuwTmMidentificationMmulticancerZriskMmoduleMviaMaMfeatureMselectionMalgorithmMbyMintegratingM
yisherMscoreMandMzuwT_MBriefingsfinfBioinformaticsYM2021YMddYM 13.4 8

20 RNtWRxmMaMresourceMofMwritersYMreadersMandMerasersMofMRNtMmodifications_MDatabase:fthefJournalfoff
BiologicalfDatabasesfandfCurationYM2020YMdbdbYM 5 7

19 wNtMPhysicalMParametersMModulateMNucleosomeMPositioningMinMtheMSaccharomycesMcerevisiaeM
zenome_MCurrentfBioinformaticsYM2014YMlYMckkZcle 4.7 6

18 RNtïnterMvf_bmMRNtMinteractomeMrepositoryMwithMredefinedMconfidenceMscoringMsystemMandM
improvedMaccessibility_MNucleicfAcidsfResearchYM2021YM 20.1 5

17 ncProZMLmMtnMintegratedMcomputationalMtoolMforMidentifyingMnonZcodingMRNtMpromotersMinMmultipleM
species_MComputationalfandfStructuralfBiotechnologyfJournalYM2020YMckYMdffgZdfgd 6.8 3

16 uriefingMinMapplicationMofMmachineMlearningMmethodsMinMionMchannelMprediction_MScientificfWorldf
JournalufTheYM2015YMdbcgYMlfgldi 2.2 3

15 tnalysisMandMvomparisonMofMRNtMPseudouridineMSiteMPredictionMTools_MCurrentfBioinformaticsYM2020YM
cgYMdilZdkh 4.7 3

14 TheMroleMofMRNtMmvMmodificationMinMcancerMmetastasis_MInternationalfJournalfoffBiologicalfSciencesYM
2021YMciYMeehlZeekb 11.2 3

13 vombinatorialMPatternMofMHistoneMModificationsMinMxxonMSkippingMxvent_MFrontiersfinfGeneticsYM2019YM
cbYMcdd 4.5 2

12 RecognitionMofMwNaseMïMhypersensitiveMsitesMinMmultipleMcellMlines_MInternationalfJournalfoff
BioinformaticsfResearchfandfApplicationsYM2009YMgYMeikZkf 0.9 2

11 RecentMwevelopmentMofMvomputationalMPredictingMuioluminescentMProteins_MCurrentfPharmaceuticalf
DesignYM2019YMdgYMfdhfZfdie 3.3 2

10 ïdentificationMofMPotentialMïnhibitorsMagainstMStRSZvovZdMusingMvomputationalMwrugMRepurposingM
Study_MCurrentfBioinformaticsYM2021YMchYM 4.7 2

9 vottonMwMPMgeneMfamilymMcharacterizationYMevolutionYMandMexpressionMprofilesMduringMdevelopmentM
andMstress_MInternationalfJournalfoffBiologicalfMacromoleculesYM2021YMckeYMcdgiZcdhl 7.9 2

8 OpenZuudMwuplicateMLociMtreMïdentifiedMasMYMOrthologsMofMMïXTtZLikeMzenesMonMHomologousM
vhromosomesMofMtllotetraploidMvotton_MFrontiersfinfPlantfScienceYM2020YMccYMkc 6.2 1

7 tMuriefMSurveyMforMMicroRNtMPrecursorMïdentificationMUsingMMachineMLearningMMethods_MCurrentf
GenomicsYM2020YMdcYMccZdg 2.6 1

6 zenomeZWideMStudyMofMNOTd_e_gMProteinMSubfamilyMinMvottonMandMTheirMNecessityMinMResistanceMto_M
InternationalfJournalfoffMolecularfSciencesYM2021YMddYM 6.3 1

5 RecentMtdvancementMinMPredictingMSubcellularMLocalizationMofMMycobacterialMProteinMwithMMachineM
LearningMMethods_MMedicinalfChemistryYM2020YMchYMhbgZhcl 1.8 0

4 tMtetraploidizationMeventMshapedMtheMtquilariaMsinensisMgenomeMandMcontributedMtoMtheMabilityMofM
sesquiterpenesMsynthesis_MBMCfGenomicsYM2021YMddYMhfi 4.5 0

(2021-2021)
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3
HOwwmMtMManuallyMvuratedMwatabaseMofMHumanMOphthalmicMwiseasesMwithMSymptomMvharacteristicsM
andMzeneticMVariantsMTowardsMyacilitatingMQuickMandMwefiniteMwiagnosis_MInterdisciplinaryfSciencesuf
ComputationalfLifefSciencesYM2021YMc

3.5

2 NucleosomeMPositioningMandMRNtMSplicingW_MProgressfinfBiochemistryfandfBiophysicsYM2009YMehYMcbegZcbfb

1 yineMmappingMandMcharacterizationMofMtheMvrinkledMwwarfMgeneMinMcotton_MIndustrialfCropsfandf
ProductsYM2022YMckfYMccgbef 5.9

Wei Chen
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