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k Paper IF Citations

85 iNucbPhysyhempMaMsequencebbasedMpredictorMforMidentifyingMnucleosomesMviaMphysicochemicalM
propertiescMPLoShONEaM2012aMmaMeimnih 3.7 160

84 PredictionMofMGeneMExpressionMPatternsMWithMGeneralizedMLinearMRegressionMModelcMFrontiershinh
GeneticsaM2019aMfeaMfge 4.5 95

83 PseKRwwypMaMflexibleMwebMserverMforMgeneratingMpseudoMKbtupleMreducedMaminoMacidsMcompositioncM
BioinformaticsaM2017aMhhaMfggbfgi 7.2 95

82 PredictingMperoxidaseMsubcellularMlocationMbyMhybridizingMdifferentMdescriptorsMofMyhouUMpseudoM
aminoMacidMpatternscMAnalyticalhBiochemistryaM2014aMiknaMfibo 3.1 74

81 FunctionMdeterminantsMofMTETMproteinspMtheMarrangementsMofMsequenceMmotifsMwithMspecificMcodescM
BriefingshinhBioinformaticsaM2019aMgeaMfnglbfnhk 13.4 61

80 IntegratingMtranscriptomicsMandMmetabolomicsMtoMcharacteriseMtheMresponseMofMwstragalusM
membranaceusMxgecMvarcMmongolicusMVxgecWMtoMprogressiveMdroughtMstresscMBMChGenomicsaM2016aMfmaMfnn 4.5 45

79 ImmuneMcellMinfiltrationbbasedMsignatureMforMprognosisMandMimmunogenomicManalysisMinMbreastM
cancercMBriefingshinhBioinformaticsaM2021aMggaMgegebgehf 13.4 41

78 izPFbPseRwwwypMwMWebbServerMforMIdentifyingMtheMzefensinMPeptideMFamilyMandMSubfamilyMUsingM
PseudoMReducedMwminoMwcidMwlphabetMyompositioncMPLoShONEaM2015aMfeaMeefikkif 3.7 40

77 UsingMreducedMaminoMacidMcompositionMtoMpredictMdefensinMfamilyMandMsubfamilypMIntegratingM
similarityMmeasureMandMstructuralMalphabetcMPeptidesaM2009aMheaMfmnnboh 3.8 37

76 ylinicalMsignificanceMofMtheMimmuneMmicroenvironmentMinMovarianMcancerMpatientscMMolecularhOmicsaM
2018aMfiaMhifbhkf 4.4 36

75 RwwyxookpMaMwebMserverMofMreducedMaminoMacidMalphabetMforMsequencebdependentMinferenceMbyM
usingMyhouUsMfivebstepMrulecMDatabase:hthehJournalhofhBiologicalhDatabaseshandhCurationaM2019aMgefoaM 5 35

74 PredictingMacidicMandMalkalineMenzymesMbyMincorporatingMtheMaverageMchemicalMshiftMandMgeneM
ontologyMinformationsMintoMtheMgeneralMformMofMyhouUsMPsewwycMProcesshBiochemistryaM2013aMinaMfeinbfekh4.8 33

73 IdentificationMofMTwTwMandMTwTwblessMpromotersMinMplantMgenomesMbyMintegratingMdiversityMmeasureaM
GybSkewMandMzNwMgeometricMflexibilitycMGenomicsaM2011aMomaMffgbge 4.3 33

72 PrezNwpMaccurateMpredictionMofMzNwbbindingMsitesMinMproteinsMbyMintegratingMsequenceMandM
geometricMstructureMinformationcMBioinformaticsaM2013aMgoaMlmnbnk 7.2 32

71 UsingMKbminimumMincrementMofMdiversityMtoMpredictMsecretoryMproteinsMofMmalariaMparasiteMbasedMonM
groupingsMofMaminoMacidscMAminohAcidsaM2010aMhnaMnkoblm 3.5 32

70 ziscriminationMofMmembraneMtransporterMproteinMtypesMusingMKbnearestMneighborMmethodMderivedM
fromMtheMsimilarityMdistanceMofMtotalMdiversityMmeasurecMMolecularhBioSystemsaM2015aMffaMokebm 31

69 PredictionMofMpresynapticMandMpostsynapticMneurotoxinsMbyMcombiningMvariousMyhouUsMpseudoM
componentscMScientifichReportsaM2017aMmaMkngm 4.9 30
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68 TranscriptomeMyomparisonsMofMMultibSpeciesMIdentifyMzifferentialMGenomeMwctivationMofMMammalsM
EmbryogenesiscMIEEEhAccessaM2019aMmaMmmoibmneg 3.5 28

67 PredictingMtheMtypesMofMJbproteinsMusingMclusteredMaminoMacidscMBioMedhResearchhInternationalaM2014aM
gefiaMohkmfo 3 26

66 EmExplorerpMaMdatabaseMforMexploringMtimeMactivationMofMgeneMexpressionMinMmammalianMembryoscM
OpenhBiologyaM2019aMoaMfoeeki 7 25

65 LargebscaleMtranscriptomeMcomparisonMofMsunflowerMgenesMresponsiveMtoMVerticilliumMdahliaecMBMCh
GenomicsaM2017aMfnaMig 4.5 24

64 wMsimilarityMdistanceMofMdiversityMmeasureMforMdiscriminatingMmesophilicMandMthermophilicMproteinscM
AminohAcidsaM2013aMiiaMkmhbne 3.5 23

63 IdentifyingMFLffMsubtypeMbyMcharacterizingMtumorMimmuneMmicroenvironmentMinMprostateM
adenocarcinomaMviaMyhouUsMkbstepsMrulecMGenomicsaM2020aMffgaMfkeebfkfk 4.3 23

62 ylinicalMsignificanceMandMimmunogenomicMlandscapeManalysesMofMtheMimmuneMcellMsignatureMbasedM
prognosticMmodelMforMpatientsMwithMbreastMcancercMBriefingshinhBioinformaticsaM2021aMggaM 13.4 22

61 wnalysisMandMpredictionMofManimalMtoxinsMbyMvariousMyhouUsMpseudoMcomponentsMandMreducedMaminoM
acidMcompositionscMJournalhofhTheoreticalhBiologyaM2019aMilgaMggfbggo 2.3 22

60 MultibsubstrateMselectivityMbasedMonMkeyMloopsMandMnonbhomologousMdomainspMnewMinsightMintoM
wLKxHMfamilycMCellularhandhMolecularhLifehSciencesaM2021aMmnaMfgobfif 10.3 21

59 NucleosomeMPositioningMWithMFractalMEntropyMIncrementMofMziversityMinMTelemedicinecMIEEEhAccessaM
2018aMlaMhhikfbhhiko 3.5 20

58 EstablishmentMofMbovineMtrophoblastMstemblikeMcellsMfromMinMvitrobproducedMblastocystbstageM
embryosMusingMtwoMinhibitorscMStemhCellshandhDevelopmentaM2014aMghaMfkefbfi 4.4 19

57 ExploringMtimingMactivationMofMfunctionalMpathwayMbasedMonMdifferentialMcobexpressionManalysisMinM
preimplantationMembryogenesiscMOncotargetaM2016aMmaMmifgebmifhf 3.3 19

56 MachineMLearningMofMSinglebyellMTranscriptomeMHighlyMIdentifiesMmRNwMSignatureMbyMyomparingM
FbScoreMSelectionMwithMzGEMwnalysiscMMolecularhTherapyh-hNucleichAcidsaM2020aMgeaMfkkbflh 10.7 18

55 wnalysisMandMidentificationMofMessentialMgenesMinMhumansMusingMtopologicalMpropertiesMandMbiologicalM
informationcMGeneaM2014aMkkfaMfhnbkf 3.8 18

54 yoexpressionManalysisMidentifiesMnuclearMreprogrammingMbarriersMofMsomaticMcellMnuclearMtransferM
embryoscMOncotargetaM2017aMnaMlknimblknko 3.3 18

53
IrregularMtranscriptomeMreprogrammingMprobablyMcausesMthecMdevelopmentalMfailureMofMembryosM
producedMbyMinterspeciesMsomaticMcellMnuclearMtransferMbetweenMtheMPrzewalskiUsMgazelleMandMtheM
bovinecMBMChGenomicsaM2014aMfkaMfffh

4.5 17

52 wnalysisMofMtheMEpigeneticMSignatureMofMyellMReprogrammingMbyMyomputationalMzNwMMethylationM
ProfilescMCurrenthBioinformaticsaM2020aMfkaMknobkoo 4.7 17

51 RaacLogopMaMnewMsequenceMlogoMgeneratorMbyMusingMreducedMaminoMacidMclusterscMBriefingshinh
BioinformaticsaM2021aMggaM 13.4 16

(2021-2019)
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50 wnalysisMandMidentificationMofMtoxinMtargetsMbyMtopologicalMpropertiesMinMproteinbproteinMinteractionM
networkcMJournalhofhTheoreticalhBiologyaM2014aMhioaMngbof 2.3 15

49 TheMspatialMbindingMmodelMofMtheMpioneerMfactorMOctiMwithMitsMtargetMgenesMduringMcellM
reprogrammingcMComputationalhandhStructuralhBiotechnologyhJournalaM2019aMfmaMfgglbfghh 6.8 14

48 TheMeffectMofMregionsMflankingMtargetMsiteMonMsiRNwMpotencycMGenomicsaM2013aMfegaMgfkbgg 4.3 10

47 RelationshipMxetweenMzNwMMethylationMinMKeyMRegionMandMtheMzifferentialMExpressionsMofMGenesMinM
HumanMxreastMTumorMTissuecMDNAhandhCellhBiologyaM2019aMhnaMioblg 3.6 10

46 GenerationMofMwrbasMyashmereMGoatMInducedMPluripotentMStemMyellsMThroughMFibroblastM
ReprogrammingcMCellularhReprogrammingaM2015aMfmaMgombhek 2.1 9

45 izEFbPseRwwypMIdentifyingMtheMzefensinMPeptideMbyMUsingMReducedMwminoMwcidMyompositionM
zescriptorcMEvolutionaryhBioinformaticsaM2019aMfkaMffmlohihfonlmenn 1.9 9

44 yharacterizationMofMessentialMgenesMbyMtopologicalMpropertiesMinMtheMperturbationMsensitivityM
networkcMBiochemicalhandhBiophysicalhResearchhCommunicationsaM2014aMiinaMimhbo 3.4 9

43 TheMhiddenMphysicalMcodesMforMmodulatingMtheMprokaryoticMtranscriptionMinitiationcMPhysicahA:h
StatisticalhMechanicshandhItshApplicationsaM2010aMhnoaMigfmbiggh 3.3 9

42 yomparativeMgenomicsMandMtranscriptomicsMofMyhrysolophusMprovideMinsightsMintoMtheMevolutionMofM
complexMplumageMcolorationcMGigaScienceaM2018aMmaM 7.6 9

41 yharacterizationMofMtheMrelationshipMbetweenMFLIfMandMimmuneMinfiltrateMlevelMinMtumourMimmuneM
microenvironmentMforMbreastMcancercMJournalhofhCellularhandhMolecularhMedicineaM2020aMgiaMkkefbkkfi 5.6 8

40 HumanMproteinsMcharacterizationMwithMsubcellularMlocalizationscMJournalhofhTheoreticalhBiologyaM2014aM
hknaMlfbmh 2.3 8

39 wMyomparativeMwnalysisMofMSinglebyellMTranscriptomeMIdentifiesMReprogrammingMzriverMFactorsMforM
EfficiencyMImprovementcMMolecularhTherapyh-hNucleichAcidsaM2020aMfoaMfekhbfeli 10.7 8

38 GeneMexpressionMclassificationMusingMepigeneticMfeaturesMandMzNwMsequenceMcompositionMinMtheM
humanMembryonicMstemMcellMlineMHfcMGeneaM2016aMkogaMggmbghi 3.8 8

37 wssociationManalysisMbetweenMtheMdistributionsMofMhistoneMmodificationsMandMgeneMexpressionMinMtheM
humanMembryonicMstemMcellcMGeneaM2016aMkmkaMoebfee 3.8 7

36 MolecularMclassificationMofMprostateMadenocarcinomaMbyMtheMintegratedMsomaticMmutationMprofilesM
andMmolecularMnetworkcMScientifichReportsaM2017aMmaMmhn 4.9 7

35 GenomebwideManalysisMofMHhKhlmehMandMitsMregulationsMtoMcancerbrelatedMgenesMexpressionMinM
humanMcellMlinescMBioSystemsaM2018aMfmfaMkoblk 1.9 7

34 ModularMarrangementsMofMsequenceMmotifsMdetermineMtheMfunctionalMdiversityMofMKzMMproteinscM
BriefingshinhBioinformaticsaM2021aMggaM 13.4 7

33 zNwMmethylationMsubpatternsMatMdistinctMregulatoryMregionsMinMhumanMearlyMembryoscMOpenhBiologyaM
2018aMnaM 7 7
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32 yomparativeManalysisMofMhousekeepingMandMtissuebselectiveMgenesMinMhumanMbasedMonMnetworkM
topologiesMandMbiologicalMpropertiescMMolecularhGeneticshandhGenomicsaM2016aMgofaMfggmbif 3.1 6

31 acwySpMimprovingMtheMpredictionMaccuracyMofMproteinMsubcellularMlocationsMandMproteinMclassificationM
byMincorporatingMtheMaverageMchemicalMshiftsMcompositioncMScientifichWorldhJournalyhTheaM2014aMgefiaMnlifhk2.2 6

30 EffectMofMtheMkeyMhistoneMmodificationsMonMtheMexpressionMofMgenesMrelatedMtoMbreastMcancercM
GenomicsaM2020aMffgaMnkhbnkn 4.3 6

29 eHSyPrMdiscriminatingMtheMcellMidentityMinvolvedMinMendothelialMtoMhematopoieticMtransitioncM
BioinformaticsaM2021aM 7.2 6

28 yharacterizationMofMTwTwbcontainingMgenesMandMTwTwblessMgenesMinMScMcerevisiaeMbyMnetworkM
topologiesMandMbiologicalMpropertiescMGenomicsaM2014aMfeiaMklgbmf 4.3 5

27 wminoMwcidMReductionMyanMHelpMtoMImproveMtheMIdentificationMofMwntimicrobialMPeptidesMandMTheirM
FunctionalMwctivitiescMFrontiershinhGeneticsaM2021aMfgaMllohgn 4.5 5

26 zppagdiMasMaMtriggerMofMsignalingMpathwaysMtoMpromoteMzygoteMgenomeMactivationMbyMbindingMtoM
yGbrichMregioncMBriefingshinhBioinformaticsaM2021aMggaM 13.4 4

25 SequencebspecificMflexibilityMorganizationMofMsplicingMflankingMsequenceMandMpredictionMofMspliceM
sitesMinMtheMhumanMgenomecMChromosomehResearchaM2014aMggaMhgfbhi 4.4 4

24 iSPbRwwypMIdentifyMSecretoryMProteinsMofMMalariaMParasiteMUsingMReducedMwminoMwcidMyompositioncM
CombinatorialhChemistryhandhHighhThroughputhScreeningaM2020aMghaMkhlbkik 1.3 4

23
IyTybRwwypMwnMimprovedMwebMpredictorMforMidentifyingMtheMtypesMofMionMchannelbtargetedM
conotoxinsMbyMusingMreducedMaminoMacidMclusterMdescriptorscMComputationalhBiologyhandhChemistryaM
2020aMnoaMfemhmf

3.6 4

22 yharacterizationMofMzNwMMethylationMPatternsMandMMiningMofMEpigeneticMMarkersMzuringMGenomicM
ReprogrammingMinMSyNTMEmbryoscMFrontiershinhCellhandhDevelopmentalhBiologyaM2020aMnaMkmefem 5.7 4

21 MiningMKeyMRegulatorsMofMyellMReprogrammingMandMPredictionMResearchMxasedMonMzeepMLearningM
NeuralMNetworkscMIEEEhAccessaM2020aMnaMghfmobghfnk 3.5 3

20 TopologicalMcharacteristicsMofMtargetMgenesMregulatedMbyMabioticbstressbresponsibleMmiRNwsMinMaMriceM
interactomeMnetworkcMFunctionalhandhIntegrativehGenomicsaM2016aMflaMgihbkf 3.8 3

19 yharacterizationMofMproteinsMinMdifferentMsubcellularMlocalizationsMforMEscherichiaMcoliMKfgcMGenomicsaM
2019aMfffaMffhibffif 4.3 3

18 IHEy_RwwypMaMonlineMplatformMforMidentifyingMhumanMenzymeMclassesMviaMreducedMaminoMacidMclusterM
strategycMAminohAcidsaM2021aMkhaMghobgkf 3.5 3

17 yharacterizationMofMproteinsMinMScMcerevisiaeMwithMsubcellularMlocalizationscMMolecularhBioSystemsaM
2015aMffaMfhlebo 2

16 FattyMacidMmetabolismMasManMindicatorMforMtheMmaternalbtobzygoticMtransitionMinMporcineMIVFMembryosM
revealedMbyMRNwMsequencingcMTheriogenologyaM2020aMfkfaMfgnbfhl 2.8 2

15 yharacterizationMandMPredictionMofMPresynapticMandMPostsynapticMNeurotoxinsMxasedMonMReducedM
wminoMwcidsMandMxiologicalMPropertiescMCurrenthBioinformaticsaM2021aMflaMhlibhme 4.7 2

(2021-2016)
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14 PredictingMPlantMPolbIIMPromoterMxasedMonMSubsequenceMIncrementMofMOverlapMyontentMziversityM
2009aM 1

13 PrognosticMandMpredictiveMvalueMofMaMmetabolicMriskMscoreMmodelMinMbreastMcancerpManM
immunogenomicMlandscapeManalysiscMBriefingshinhFunctionalhGenomicsaM2021aM 4.9 1

12 wNPrwodpMIdentifyMwntioxidantMProteinsMbyMFusingMwminoMwcidMylusteringMStrategyMandMbPeptideM
yombinationcMComputationalhandhMathematicalhMethodshinhMedicineaM2021aMgegfaMkkfngeo 2.8 1

11 zynamicMandMmodularMgeneMregulatoryMnetworksMdriveMtheMdevelopmentMofMgametogenesiscM
BriefingshinhBioinformaticsaM2017aMfnaMmfgbmgf 13.4 1

10 yharacterizeMtheMrelationshipMbetweenMessentialMandMTwTwbcontainingMgenesMforMScMcerevisiaeMbyM
networkMtopologiesMinMtheMperturbationMsensitivityMnetworkcMGenomicsaM2016aMfenaMfmmbfnh 4.3 1

9 yharacterizationMofMhumanMproteinsMwithMdifferentMsubcellularMlocalizationsMbyMtopologicalMandM
biologicalMpropertiescMGenomicsaM2019aMfffaMfnhfbfnhn 4.3 1

8 yharacterizeMtheMdifferenceMbetweenMTMPRSSgbERGMandMnonbTMPRSSgbERGMfusionMpatientsMbyM
clinicalMandMbiologicalMcharacteristicsMinMprostateMcancercMGeneaM2018aMlmoaMfnlbfoi 3.8 1

7 NuclearMTransferMwrrestMEmbryosMShowMMassiveMzysregulationMofMGenesMInvolvedMinMTranscriptionM
PathwayscMInternationalhJournalhofhMolecularhSciencesaM2021aMggaM 6.3 1

6 WGxSMcombinedMwithMRNwbseqManalysisMrevealedMthatMznmtfMaffectsMtheMmethylationMmodificationM
andMgeneMexpressionMchangesMduringMmouseMoocyteMvitrificationcMTheriogenologyaM2022aMfmmaMffbgf 2.8 1

5 IdentificationMofMziseasebRelatedMgbOxoglutaratedFeMVIIWbzependentMOxygenaseMxasedMonMReducedM
wminoMwcidMylusterMStrategycMFrontiershinhCellhandhDevelopmentalhBiologyaM2021aMoaMmemohn 5.7 0

4 GenerationMofMSheepMInducedMPluripotentMStemMyellsMWithMzefinedMzOXbInducibleMTranscriptionM
FactorsMTranspositionccMFrontiershinhCellhandhDevelopmentalhBiologyaM2021aMoaMmnkekk 5.7 0

3 yharacterizationMofMxioPlexMnetworkMbyMtopologicalMpropertiescMJournalhofhTheoreticalhBiologyaM2016aM
ieoaMfinbfki 2.3

2 GenomebwideMcharacterizationMofMessentialaMtoxicitybmodulatingMandMnobphenotypeMgenesMinMScM
cerevisiaecMGeneaM2015aMkkoaMfbn 3.8

1 UsingMReducedMwminoMwcidMwlphabetMandMxiologicalMPropertiesMtoMwnalyzeMandMPredictMwnimalM
NeurotoxinMProteincMCurrenthDrughMetabolismaM2020aMgfaMnfebnfm 3.5
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