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m Paper IF Citations

114 TheNimportanceNofNintrinsicNdisorderNforNproteinNphosphorylationcNNucleicgAcidsgResearchaN2004aNhgaNfehlbin20.1 1043

113 RzVzLoNvnNznsembleNMethodNforNPredictingNtheNPathogenicityNofNRareNMissenseNVariantscNAmericang
JournalgofgHumangGeneticsaN2016aNnnaNmllbmmj 11 722

112 LengthbdependentNpredictionNofNproteinNintrinsicNdisordercNBMCgBioinformaticsaN2006aNlaNgem 3.6 630

111 vNlargebscaleNevaluationNofNcomputationalNproteinNfunctionNpredictioncNNaturegMethodsaN2013aNfeaNggfbl 21.6 587

110 vutomatedNinferenceNofNmolecularNmechanismsNofNdiseaseNfromNaminoNacidNsubstitutionscN
BioinformaticsaN2009aNgjaNgliibje 7.2 580

109 vnalysisNofNmolecularNrecognitionNfeaturesNVMoRαsWcNJournalgofgMoleculargBiologyaN2006aNhkgaNfeihbjn 6.5 579

108 IntrinsicNdisorderNandNfunctionalNproteomicscNBiophysicalgJournalaN2007aNngaNfihnbjk 2.9 571

107 IntrinsicNdisorderNisNaNcommonNfeatureNofNhubNproteinsNfromNfourNeukaryoticNinteractomescNPLoSg
ComputationalgBiologyaN2006aNgaNefee 5 435

106 IdentificationaNanalysisaNandNpredictionNofNproteinNubiquitinationNsitescNProteins:gStructureugFunctiong
andgBioinformaticsaN2010aNlmaNhkjbme 4.2 424

105 xharacterizationNofNmolecularNrecognitionNfeaturesaNMoRαsaNandNtheirNbindingNpartnerscNJournalgofg
ProteomegResearchaN2007aNkaNghjfbkk 5.6 386

104
vlternativeNsplicingNinNconcertNwithNproteinNintrinsicNdisorderNenablesNincreasedNfunctionalNdiversityN
inNmulticellularNorganismscNProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofg
AmericaaN2006aNfehaNmhnebj

11.5 358

103 OptimizingNlongNintrinsicNdisorderNpredictorsNwithNproteinNevolutionaryNinformationcNJournalgofg
BioinformaticsgandgComputationalgBiologyaN2005aNhaNhjbke 1 346

102 ProteinNflexibilityNandNintrinsicNdisordercNProteingScienceaN2004aNfhaNlfbme 6.3 269

101 TheNstructuralNandNfunctionalNsignaturesNofNproteinsNthatNundergoNmultipleNeventsNofN
postbtranslationalNmodificationcNProteingScienceaN2014aNghaNfellbnh 6.3 226

100 vnNexpandedNevaluationNofNproteinNfunctionNpredictionNmethodsNshowsNanNimprovementNinN
accuracycNGenomegBiologyaN2016aNflaNfmi 18.3 218

99 vllostericNpostbtranslationalNmodificationNcodescNTrendsgingBiochemicalgSciencesaN2012aNhlaNiilbjj 10.3 152

98 ImprovedNaminoNacidNflexibilityNparameterscNProteingScienceaN2003aNfgaNfekeblg 6.3 137

Predrag Radivojac

2



97 vnNintegratedNapproachNtoNinferringNgenebdiseaseNassociationsNinNhumanscNProteins:gStructureug
FunctiongandgBioinformaticsaN2008aNlgaNfehebl 4.2 127

96 TestingNtheNorthologNconjectureNwithNcomparativeNfunctionalNgenomicNdataNfromNmammalscNPLoSg
ComputationalgBiologyaN2011aNlaNefeegelh 5 117

95 TheNxvαvNchallengeNreportsNimprovedNproteinNfunctionNpredictionNandNnewNfunctionalNannotationsN
forNhundredsNofNgenesNthroughNexperimentalNscreenscNGenomegBiologyaN2019aNgeaNgii 18.3 111

94 MutPredNSpliceoNmachineNlearningbbasedNpredictionNofNexonicNvariantsNthatNdisruptNsplicingcNGenomeg
BiologyaN2014aNfjaNRfn 18.3 102

93 IntrinsicNdisorderNinNpathogenicNandNnonbpathogenicNmicrobesoNdiscoveringNandNanalyzingNtheN
unfoldomesNofNearlybbranchingNeukaryotescNMoleculargBioSystemsaN2008aNiaNhgmbie 101

92 vnalysisNofNproteinNfunctionNandNitsNpredictionNfromNaminoNacidNsequencecNProteins:gStructureug
FunctiongandgBioinformaticsaN2011aNlnaNgemkbnk 4.2 92

91 xalmodulinNsignalingoNanalysisNandNpredictionNofNaNdisorderbdependentNmolecularNrecognitioncN
Proteins:gStructureugFunctiongandgBioinformaticsaN2006aNkhaNhnmbife 4.2 86

90 xomparingNphylogenyNandNtheNpredictedNpathogenicityNofNproteinNvariationsNrevealsNequalNpurifyingN
selectionNacrossNtheNglobalNhumanNmtyNvNdiversitycNAmericangJournalgofgHumangGeneticsaN2011aNmmaNihhbn11 85

89 InferringNtheNmolecularNandNphenotypicNimpactNofNaminoNacidNvariantsNwithNMutPredgcNNatureg
CommunicationsaN2020aNffaNjnfm 17.4 84

88 GainNandNlossNofNphosphorylationNsitesNinNhumanNcancercNBioinformaticsaN2008aNgiaNigifbl 7.2 81

87 MutPredgoNinferringNtheNmolecularNandNphenotypicNimpactNofNaminoNacidNvariants 79

86 wioinformaticsNcurriculumNguidelinesoNtowardNaNdefinitionNofNcoreNcompetenciescNPLoSg
ComputationalgBiologyaN2014aNfeaNefeehink 5 75

85 xalibrationNofNmultipleNinNsilicoNtoolsNforNpredictingNpathogenicityNofNmismatchNrepairNgeneNmissenseN
substitutionscNHumangMutationaN2013aNhiaNgjjbkj 4.7 70

84 InformationbtheoreticNevaluationNofNpredictedNontologicalNannotationscNBioinformaticsaN2013aNgnaNijhbkf 7.2 66

83 xlassificationNandNknowledgeNdiscoveryNinNproteinNdatabasescNJournalgofgBiomedicalgInformaticsaN
2004aNhlaNggibhn 10.2 64

82
QuantitativeNmeasurementNofNphosphoproteomeNresponseNtoNosmoticNstressNinNarabidopsisNbasedN
onNLibrarybvssistedNeXtractedNIonNxhromatogramNVLvXIxWcNMoleculargandgCellulargProteomicsaN2013aN
fgaNghjibkn

7.6 55

81 vNbayesianNapproachNtoNproteinNinferenceNproblemNinNshotgunNproteomicscNJournalgofgComputationalg
BiologyaN2009aNfkaNffmhbnh 1.7 55

80 InNsilicoNfunctionalNprofilingNofNhumanNdiseasebassociatedNandNpolymorphicNaminoNacidNsubstitutionscN
HumangMutationaN2010aNhfaNhhjbik 4.7 55

(2010-2008)
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79 zvaluationNofNfeaturesNforNcatalyticNresidueNpredictionNinNnovelNfoldscNProteingScienceaN2007aNfkaNgfkbgk 6.3 53

78 ReproductiveNLongevityNPredictsNMutationNRatesNinNPrimatescNCurrentgBiologyaN2018aNgmaNhfnhbhfnlcej 6.3 48

77 LossNofNpostbtranslationalNmodificationNsitesNinNdiseasecNPacificgSymposiumgongBiocomputinggPacificg
SymposiumgongBiocomputingaN2010aNhhlbil 1.3 47

76 OnNtheNaccuracyNandNlimitsNofNpeptideNfragmentationNspectrumNpredictioncNAnalyticalgChemistryaN
2011aNmhaNlnebk 7.8 40

75 αastNandNaccurateNidentificationNofNsemibtrypticNpeptidesNinNshotgunNproteomicscNBioinformaticsaN
2008aNgiaNfegbn 7.2 40

74 InfluenceNofNsequenceNchangesNandNenvironmentNonNintrinsicallyNdisorderedNproteinscNPLoSg
ComputationalgBiologyaN2009aNjaNefeeeinl 5 37

73 xomputationalNapproachesNtoNproteinNinferenceNinNshotgunNproteomicscNBMCgBioinformaticsaN2012aN
fhNSupplNfkaNSi 3.6 36

72 GraphletNkernelsNforNpredictionNofNfunctionalNresiduesNinNproteinNstructurescNJournalgofg
ComputationalgBiologyaN2010aNflaNjjblg 1.7 36

71 TheNimpactNofNincompleteNknowledgeNonNtheNevaluationNofNproteinNfunctionNpredictionoNaN
structuredboutputNlearningNperspectivecNBioinformaticsaN2014aNheaNikenbfk 7.2 33

70 zvaluatingNpurifyingNselectionNinNtheNmitochondrialNyNvNofNvariousNmammalianNspeciescNPLoSgONEaN
2013aNmaNejmnnh 3.7 33

69 PredictionNofNintrinsicNdisorderNandNitsNuseNinNfunctionalNproteomicscNMethodsgingMoleculargBiologyaN
2007aNiemaNknbng 1.4 32

68 ProteinNfunctionNinNprecisionNmedicineoNdeepNunderstandingNwithNmachineNlearningcNFEBSgLettersaN
2016aNjneaNghglbif 3.8 31

67 TheNimportanceNofNpeptideNdetectabilityNforNproteinNidentificationaNquantificationaNandNexperimentN
designNinNMSdMSNproteomicscNJournalgofgProteomegResearchaN2010aNnaNkgmmbnl 5.6 31

66 MissenseNvariantNpathogenicityNpredictorsNgeneralizeNwellNacrossNaNrangeNofNfunctionbspecificN
predictionNchallengescNHumangMutationaN2017aNhmaNfengbffem 4.7 30

65 WorkingNtowardNprecisionNmedicineoNPredictingNphenotypesNfromNexomesNinNtheNxriticalNvssessmentN
ofNGenomeNInterpretationNVxvGIWNchallengescNHumangMutationaN2017aNhmaNffmgbffng 4.7 28

64 MutywoNupdateNonNdevelopmentNofNtoolsNforNtheNbiochemicalNanalysisNofNgeneticNvariationcNNucleicg
AcidsgResearchaN2008aNhkaNymfjbn 20.1 28

63 PredictionNofNboundariesNbetweenNintrinsicallyNorderedNandNdisorderedNproteinNregionscNPacificg
SymposiumgongBiocomputinggPacificgSymposiumgongBiocomputingaN2003aNgfkbgl 1.3 26

62 HIPgoNanNonlineNdatabaseNofNhumanNplasmaNproteinsNfromNhealthyNindividualscNBMCgMedicalgGenomics
aN2008aNfaNfg 3.7 25
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61 UltraNHighbyimensionalNNonlinearNαeatureNSelectionNforNwigNwiologicalNyatacNIEEEgTransactionsgong
KnowledgegandgDatagEngineeringaN2018aNheaNfhjgbfhkj 4.2 24

60 WhenNlossbofbfunctionNisNlossNofNfunctionoNassessingNmutationalNsignaturesNandNimpactNofN
lossbofbfunctionNgeneticNvariantscNBioinformaticsaN2017aNhhaNihmnbihnm 7.2 23

59 xomputationalNmethodsNforNidentificationNofNfunctionalNresiduesNinNproteinNstructurescNCurrentg
ProteingandgPeptidegScienceaN2011aNfgaNijkbkn 2.8 21

58 PredictionNofNfunctionalNregulatoryNSNPsNinNmonogenicNandNcomplexNdiseasecNHumangMutationaN2011
aNhgaNffmhbne 4.7 20

57 PaternalNageNinNrhesusNmacaquesNisNpositivelyNassociatedNwithNgermlineNmutationNaccumulationNbutN
notNwithNmeasuresNofNoffspringNsociabilitycNGenomegResearchaN2020aNheaNmgkbmhi 9.7 19

56 zxaminingNtheNInfluenceNofNPhosphorylationNonNPeptideNIonNStructureNbyNIonNMobilityN
SpectrometrybMassNSpectrometrycNJournalgofgthegAmericangSocietygforgMassgSpectrometryaN2016aNglaNlmkbni3.5 17

55 TargetNsiteNspecificityNandNinNvivoNcomplexityNofNtheNmammalianNarginylomecNScientificgReportsaN2018aN
maNfkfll 4.9 16

54 xommunitybWideNzvaluationNofNxomputationalNαunctionNPredictioncNMethodsgingMoleculargBiologyaN
2017aNfiikaNfhhbfik 1.4 15

53 PathogenicityNandNfunctionalNimpactNofNnonbframeshiftingNinsertionddeletionNvariationNinNtheNhumanN
genomecNPLoSgComputationalgBiologyaN2019aNfjaNefeelffg 5 15

52 TheNorthologNconjectureNrevisitedoNtheNvalueNofNorthologsNandNparalogsNinNfunctionNpredictioncN
BioinformaticsaN2020aNhkaNigfnbiggk 7.2 15

51 vpplyingaNzvaluatingNandNRefiningNwioinformaticsNxoreNxompetenciesNVvnNUpdateNfromNtheN
xurriculumNTaskNαorceNofNISxwUsNzducationNxommitteeWcNPLoSgComputationalgBiologyaN2016aNfgaNefeeinih5 15

50 xombinatorialNlibrariesNofNsyntheticNpeptidesNasNaNmodelNforNshotgunNproteomicscNAnalyticalg
ChemistryaN2010aNmgaNkjjnbkm 7.8 14

49 XLSearchoNaNProbabilisticNyatabaseNSearchNvlgorithmNforNIdentifyingNxrossbLinkedNPeptidescNJournalg
ofgProteomegResearchaN2016aNfjaNfmhebif 5.6 14

48 PenultimateNprolineNinNneuropeptidescNAnalyticalgChemistryaN2015aNmlaNmikkblg 7.8 13

47 vssessmentNofNblindNpredictionsNofNtheNclinicalNsignificanceNofNwRxvfNandNwRxvgNvariantscNHumang
MutationaN2019aNieaNfjikbfjjk 4.7 13

46 PhysicochemicalNsequenceNcharacteristicsNthatNinfluenceNSbpalmitoylationNpropensitycNJournalgofg
BiomoleculargStructuregandgDynamicsaN2017aNhjaNghhlbghje 3.6 13

45 vnNintegratedNregulatoryNnetworkNrevealsNpervasiveNcrossbregulationNamongNtranscriptionNandN
splicingNfactorscNPLoSgComputationalgBiologyaN2012aNmaNefeegkeh 5 13

44 RegulatoryNSinglebNucleotideNVariantNPredictorNIncreasesNPredictiveNPerformanceNofNαunctionalN
RegulatoryNVariantscNHumangMutationaN2016aNhlaNffhlbffih 4.7 12

(2016-2018)
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43 UnravelingNtheNnatureNofNtheNsegmentationNclockoNIntrinsicNdisorderNofNclockNproteinsNandNtheirN
interactionNmapcNComputationalgBiologygandgChemistryaN2006aNheaNgifbm 3.6 12

42 ImprovingNsequenceNalignmentsNforNintrinsicallyNdisorderedNproteinscNPacificgSymposiumgong
BiocomputinggPacificgSymposiumgongBiocomputingaN2002aNjmnbkee 1.3 12

41 OnNtheNsplitNpersonalityNofNpenultimateNprolinecNJournalgofgthegAmericangSocietygforgMassg
SpectrometryaN2015aNgkaNiiibjg 3.5 11

40 TheNLossNandNGainNofNαunctionalNvminoNvcidNResiduesNIsNaNxommonNMechanismNxausingNHumanN
InheritedNyiseasecNPLoSgComputationalgBiologyaN2016aNfgaNefeejenf 5 11

39 NewNLongbTermNMemoryNGenesNRevealedNbyNvssessingNxomputationalNαunctionNPredictionN
MethodscNG3:gGenesugGenomesugGeneticsaN2019aNnaNgjfbgkl 3.2 11

38 vssessmentNofNmethodsNforNpredictingNtheNeffectsNofNPTzNNandNTPMTNproteinNvariantscNHumang
MutationaN2019aNieaNfinjbfjek 4.7 10

37 IntrinsicNSizeNParametersNforNPalmitoylatedNandNxarboxyamidomethylatedNPeptidescNInternationalg
JournalgofgMassgSpectrometryaN2014aNhkmaNkbfi 1.9 9

36 zxtendingNtheNcoverageNofNspectralNlibrariesoNaNneighborbbasedNapproachNtoNpredictingNintensitiesNofN
peptideNfragmentationNspectracNProteomicsaN2013aNfhaNljkbkj 4.8 9

35 ProteinNidentificationNproblemNfromNaNwayesianNpointNofNviewcNStatisticsgandgItsgInterfaceaN2012aNjaNgfbhl 0.4 8

34 ImpactNofNvmidinationNonNPeptideNαragmentationNandNIdentificationNinNShotgunNProteomicscNJournalg
ofgProteomegResearchaN2016aNfjaNhkjkbhkkj 5.6 7

33 GeneralizedNgraphletNkernelsNforNprobabilisticNinferenceNinNsparseNgraphscNNetworkgScienceaN2014aNgaNgjibglk2.9 7

32 TheNxvαvNchallengeNreportsNimprovedNproteinNfunctionNpredictionNandNnewNfunctionalNannotationsN
forNhundredsNofNgenesNthroughNexperimentalNscreens 7

31 PredictingNvenousNthromboembolismNriskNfromNexomesNinNtheNxriticalNvssessmentNofNGenomeN
InterpretationNVxvGIWNchallengescNHumangMutationaN2019aNieaNfhfibfhge 4.7 5

30 vNnewNclassNofNmetricsNforNlearningNonNrealbvaluedNandNstructuredNdatacNDatagMininggandgKnowledgeg
DiscoveryaN2019aNhhaNnnjbfefk 5.6 5

29 xvGINSickKidsNchallengesoNvssessmentNofNphenotypeNandNvariantNpredictionsNderivedNfromNclinicalN
andNgenomicNdataNofNchildrenNwithNundiagnosedNdiseasescNHumangMutationaN2019aNieaNfhlhbfhnf 4.7 5

28 GlobalNhumanNfrequenciesNofNpredictedNnuclearNpathogenicNvariantsNandNtheNroleNplayedNbyNproteinN
hydrophobicityNinNpathogenicityNpotentialcNScientificgReportsaN2014aNiaNlfjj 4.9 5

27 InvestigationNofNVUVNPhotodissociationNPropensitiesNUsingNPeptideNLibrariescNInternationalgJournalg
ofgMassgSpectrometryaN2011aNhemaNfigbfji 1.9 5

26 vssessingNtheNperformanceNofNinNsilicoNmethodsNforNpredictingNtheNpathogenicityNofNvariantsNinNtheN
geneNxHzKgaNamongNHispanicNfemalesNwithNbreastNcancercNHumangMutationaN2019aNieaNfkfgbfkgg 4.7 4
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25 vssessmentNofNpatientNclinicalNdescriptionsNandNpathogenicNvariantsNfromNgeneNpanelNsequencesNinN
theNxvGIbjNintellectualNdisabilityNchallengecNHumangMutationaN2019aNieaNfhhebfhij 4.7 4

24 vssessmentNofNpredictedNenzymaticNactivityNofN˛–bNbacetylglucosaminidaseNvariantsNofNunknownN
significanceNforNxvGINgefkcNHumangMutationaN2019aNieaNfjfnbfjgn 4.7 4

23 zstimatingNclassificationNaccuracyNinNpositivebunlabeledNlearningoNcharacterizationNandNcorrectionN
strategiescNPacificgSymposiumgongBiocomputinggPacificgSymposiumgongBiocomputingaN2019aNgiaNfgibfhj 1.3 4

22 znumeratingNconsistentNsubbgraphsNofNdirectedNacyclicNgraphsoNanNinsightNintoNbiomedicalN
ontologiescNBioinformaticsaN2018aNhiaNihfhbihgg 7.2 4

21 IdentifiabilityNofNtwobcomponentNskewNnormalNmixturesNwithNoneNknownNcomponentcNScandinaviang
JournalgofgStatisticsaN2019aNikaNnjjbnmk 0.8 3

20 PositionNofNProlineNMediatesNtheNReactivityNofNSbPalmitoylationcNACSgChemicalgBiologyaN2015aNfeaNgjgnbhk 4.9 3

19 vssessingNcomputationalNpredictionsNofNtheNphenotypicNeffectNofNcystathioninebbetabsynthaseN
variantscNHumangMutationaN2019aNieaNfjhebfjij 4.7 3

18 vnalysisNofNαeaturesNfromNProteinbproteinNHeterobcomplexNStructuresNtoNPredictNProteinNInteractionN
InterfacesNUsingNMachineNLearningcNProcediagTechnologyaN2013aNfeaNkgbkk 3

17 ISxwNcomputationalNbiologyNWikipediaNcompetitioncNPLoSgComputationalgBiologyaN2013aNnaNefeehgig 5 3

16 IMPROVINGNSzQUzNxzNvLIGNMzNTSNαORNINTRINSIxvLLYNyISORyzRzyNPROTzINSN2001aN 3

15 NewNyrosophilaNlongbtermNmemoryNgenesNrevealedNbyNassessingNcomputationalNfunctionNpredictionNmethods 3

14 yistinctNerrorNratesNforNreferenceNandNnonreferenceNgenotypesNestimatedNbyNpedigreeNanalysiscN
GeneticsaN2021aNgflaNfbfe 4 3

13 IdentificationNofNNbterminalNproteinNprocessingNsitesNbyNchemicalNlabelingNmassNspectrometrycNRapidg
CommunicationsgingMassgSpectrometryaN2019aNhhaNfefjbfegh 2.2 2

12 ProteomicNzvidenceNforNInbαrameNandNOutbofbαrameNvlternativelyNSplicedNIsoformsNinNHumanNandN
MousecNIEEEyACMgTransactionsgongComputationalgBiologygandgBioinformaticsaN2018aNfjaNfgmibfgmn 3 2

11 vNlinkNgraphbbasedNapproachNtoNidentifyNforumNspamcNSecuritygandgCommunicationgNetworksaN2015aN
maNflkbfmm 1.9 2

10 ImprovingNphosphopeptideNidentificationNinNshotgunNproteomicsNbyNsupervisedNfilteringNofN
peptidebspectrumNmatchesN2013aN 2

9 αastNNonparametricNzstimationNofNxlassNProportionsNinNtheNPositivebUnlabeledNxlassificationN
SettingcNProceedingsgofgthegAAAIgConferencegongArtificialgIntelligenceaN2020aNhiaNklgnbklhk 5 2

8 NewNmixtureNmodelsNforNdecoybfreeNfalseNdiscoveryNrateNestimationNinNmassNspectrometryN
proteomicscNBioinformaticsaN2020aNhkaNilijbiljh 7.2 2

(2020-2019)
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7 TheNsequencingNandNinterpretationNofNtheNgenomeNobtainedNfromNaNSerbianNindividualcNPLoSgONEaN
2018aNfhaNeegemnef 3.7 2

6 ISMwdzxxwNgefnNProceedingscNBioinformaticsaN2019aNhjaNifbig 7.2 1

5 xlassificationNinNbiologicalNnetworksNwithNhypergraphletNkernelscNBioinformaticsaN2021aNhlaNfeeebfeel 7.2 1

4 PrioritizingNdeNnovoNautismNriskNvariantsNwithNcalibratedNgenebNandNvariantbscoringNmodelscNHumang
GeneticsaN2021aNf 6.3 0

3 vnNexaminationNofNcitationbbasedNimpactNofNtheNcomputationalNbiologyNconferencescNBioinformaticsaN
2020aNhkaNgnjmbgnkg 7.2

2 ISMwNgefmNproceedingscNBioinformaticsaN2018aNhiaNigbih 7.2

1 ProteinNStructureNPredictionoNwioinformaticsNvpproachcNBriefingsgingBioinformaticsaN2004aNjaNgelbgen 13.4
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