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o Paper IF Citations

194 sLlargeYscaleLevaluationLofLcomputationalLproteinLfunctionLpredictionZLNaturefMethodsXL2013XLbaXLccbYh 21.6 587

193 snLexpandedLevaluationLofLproteinLfunctionLpredictionLmethodsLshowsLanLimprovementLinL
accuracyZLGenomefBiologyXL2016XLbhXLbie 18.3 218

192 LimitationsLandLpotentialsLofLcurrentLmotifLdiscoveryLalgorithmsZLNucleicfAcidsfResearchXL2005XLddXLeikkYkbd20.1 166

191 vevelopmentLandLlargeLscaleLbenchmarkLtestingLofLtheLPROSPwuTOR_dLthreadingLalgorithmZL
Proteins:fStructureufFunctionfandfBioinformaticsXL2004XLfgXLfacYbi 4.2 137

190 TOUuzSTONwlLanLabLinitioLproteinLstructureLpredictionLmethodLthatLusesLthreadingYbasedLtertiaryL
restraintsZLProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2001XLkiXLbabcfYda11.5 131

189 LocalLenergyLlandscapeLflatteninglLparallelLhyperbolicLMonteLuarloLsamplingLofLproteinLfoldingZL
Proteins:fStructureufFunctionfandfBioinformaticsXL2002XLeiXLbkcYcab 4.2 118

188 vefrostingLtheLfrozenLapproximationlLPROSPwuTORâ��LsLnewLapproachLtoLthreadingZLProteins:f
StructureufFunctionfandfBioinformaticsXL2001XLecXLdbkYddb 4.2 117

187 ProteinYproteinLdockingLusingLregionYbasedLdvLZernikeLdescriptorsZLBMCfBioinformaticsXL2009XLbaXLeah 3.6 116

186 uommunityYwideLassessmentLofLproteinYinterfaceLmodelingLsuggestsLimprovementsLtoLdesignL
methodologyZLJournalfoffMolecularfBiologyXL2011XLebeXLcikYdac 6.5 114

185
PredictionLofLhomoproteinLandLheteroproteinLcomplexesLbyLproteinLdockingLandLtemplateYbasedL
modelinglLsLusSPYusPR—LexperimentZLProteins:fStructureufFunctionfandfBioinformaticsXL2016XLieL
SupplLbXLdcdYei

4.2 111

184 TheLusxsLchallengeLreportsLimprovedLproteinLfunctionLpredictionLandLnewLfunctionalLannotationsL
forLhundredsLofLgenesLthroughLexperimentalLscreensZLGenomefBiologyXL2019XLcaXLcee 18.3 111

183 wnhancedLautomatedLfunctionLpredictionLusingLdistantlyLrelatedLsequencesLandLcontextualL
associationLbyLPxPZLProteinfScienceXL2006XLbfXLbffaYg 6.3 109

182 StructureLandLinhibitionLofLwVYvgiXLaLvirusLthatLcausesLrespiratoryLillnessLinLchildrenZLScienceXL2015XL
dehXLhbYe 33.3 105

181 TheLPvtLisLaLcoveringLsetLofLsmallLproteinLstructuresZLJournalfoffMolecularfBiologyXL2003XLddeXLhkdYiac 6.5 101

180 xastLproteinLtertiaryLstructureLretrievalLbasedLonLglobalLsurfaceLshapeLsimilarityZLProteins:fStructureuf
FunctionfandfBioinformaticsXL2008XLhcXLbcfkYhd 4.2 92

179 PxPlLsutomatedLpredictionLofLgeneLontologyLfunctionalLannotationsLwithLconfidenceLscoresLusingL
proteinLsequenceLdataZLProteins:fStructureufFunctionfandfBioinformaticsXL2009XLheXLfggYic 4.2 89

178 TheLeffectLofLlongYrangeLinteractionsLonLtheLsecondaryLstructureLformationLofLproteinsZLProteinf
ScienceXL2005XLbeXLbkffYgd 6.3 81
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177 uommunityYwideLevaluationLofLmethodsLforLpredictingLtheLeffectLofLmutationsLonLproteinYproteinL
interactionsZLProteins:fStructureufFunctionfandfBioinformaticsXL2013XLibXLbkiaYh 4.2 78

176 uharacterizationLofLlocalLgeometryLofLproteinLsurfacesLwithLtheLvisibilityLcriterionZLProteins:f
StructureufFunctionfandfBioinformaticsXL2008XLhbXLghaYid 4.2 72

175 wSylLextendedLsimilarityLgroupLmethodLforLautomatedLproteinLfunctionLpredictionZLBioinformaticsXL
2009XLcfXLbhdkYef 7.2 71

174 xunctionLpredictionLofLuncharacterizedLproteinsZLJournalfoffBioinformaticsfandfComputationalf
BiologyXL2007XLfXLbYda 1 70

173 TOUuzSTONwlLaLunifiedLapproachLtoLproteinLstructureLpredictionZLProteins:fStructureufFunctionfandf
BioinformaticsXL2003XLfdLSupplLgXLegkYhk 4.2 69

172 PotentialLforLproteinLsurfaceLshapeLanalysisLusingLsphericalLharmonicsLandLdvLZernikeLdescriptorsZL
CellfBiochemistryfandfBiophysicsXL2009XLfeXLcdYdc 3.2 68

171 MolecularLsurfaceLrepresentationLusingLdvLZernikeLdescriptorsLforLproteinLshapeLcomparisonLandL
dockingZLCurrentfProteinfandfPeptidefScienceXL2011XLbcXLfcaYda 2.8 67

170 RapidLcomparisonLofLpropertiesLonLproteinLsurfaceZLProteins:fStructureufFunctionfandfBioinformaticsXL
2008XLhdXLbYba 4.2 63

169 dvYSURxwRlLsoftwareLforLhighYthroughputLproteinLsurfaceLcomparisonLandLanalysisZLBioinformaticsXL
2009XLcfXLciedYe 7.2 62

168 tlindLpredictionLofLhomoYLandLheteroYproteinLcomplexeslLTheLusSPbdYusPR—LexperimentZLProteins:f
StructureufFunctionfandfBioinformaticsXL2019XLihXLbcaaYbccb 4.2 58

167 MultiYLZervlLmultipleLproteinLdockingLforLasymmetricLcomplexesZLProteins:fStructureufFunctionfandf
BioinformaticsXL2012XLiaXLbibiYdd 4.2 53

166 QualityLassessmentLofLproteinLstructureLmodelsZLCurrentfProteinfandfPeptidefScienceXL2009XLbaXLcbgYci 2.8 53

165 RealYtimeLligandLbindingLpocketLdatabaseLsearchLusingLlocalLsurfaceLdescriptorsZLProteins:fStructureuf
FunctionfandfBioinformaticsXL2010XLhiXLcaahYci 4.2 49

164 ProteinLdockingLpredictionLusingLpredictedLproteinYproteinLinterfaceZLBMCfBioinformaticsXL2012XLbdXLh 3.6 48

163 TheLstructureLofLtheLcatalyticLdomainLofLaLplantLcelluloseLsynthaseLandLitsLassemblyLintoLdimersZL
PlantfCellXL2014XLcgXLckkgYdaak 11.6 46

162 wnergeticsYbasedLdiscoveryLofLproteinYligandLinteractionsLonLaLproteomicLscaleZLJournalfoff
MolecularfBiologyXL2011XLeaiXLbehYgc 6.5 46

161 —nLsilicoLstructureYbasedLapproachesLtoLdiscoverLproteinYproteinLinteractionYtargetingLdrugsZL
MethodsXL2017XLbdbXLccYdc 4.6 44

160 vetectingLlocalLligandYbindingLsiteLsimilarityLinLnonhomologousLproteinsLbyLsurfaceLpatchL
comparisonZLProteins:fStructureufFunctionfandfBioinformaticsXL2012XLiaXLbbhhYkf 4.2 44

(2012-2013)
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159 sLproteomicLstrategyLforLglobalLanalysisLofLplantLproteinLcomplexesZLPlantfCellXL2014XLcgXLdighYic 11.6 40

158 veLnovoLmainYchainLmodelingLforLwMLmapsLusingLMs—NMsSTZLNaturefCommunicationsXL2018XLkXLbgbi 17.4 39

157 spplicationLofLdvLZernikeLdescriptorsLtoLshapeYbasedLligandLsimilarityLsearchingZLJournalfoff
CheminformaticsXL2009XLbXLbk 8.6 39

156 sbLinitioLproteinLstructureLpredictionLonLaLgenomicLscalelLapplicationLtoLtheLMycoplasmaLgenitaliumL
genomeZLProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2002XLkkXLfkkdYi11.5 39

155 yenomeYscaleLidentificationLandLcharacterizationLofLmoonlightingLproteinsZLBiologyfDirectXL2014XLkXLda 7.2 36

154 ModelingLdisorderedLproteinLinteractionsLfromLbiophysicalLprinciplesZLPLoSfComputationalfBiologyXL
2017XLbdXLebaafeif 5 36

153 ThreeYdimensionalLcompoundLcomparisonLmethodsLandLtheirLapplicationLinLdrugLdiscoveryZL
MoleculesXL2015XLcaXLbciebYgc 4.8 35

152 LargeYscaleLbindingLligandLpredictionLbyLimprovedLpatchYbasedLmethodLPatchYSurfercZaZL
BioinformaticsXL2015XLdbXLhahYbd 7.2 35

151 TOUuzSTONwXlLproteinLstructureLpredictionLwithLsparseLNMRLdataZLProteins:fStructureufFunctionf
andfBioinformaticsXL2003XLfdXLckaYdag 4.2 35

150 PredictingLpermanentLandLtransientLproteinYproteinLinterfacesZLProteins:fStructureufFunctionfandf
BioinformaticsXL2013XLibXLiafYbi 4.2 34

149 StatisticalLpotentialYbasedLaminoLacidLsimilarityLmatricesLforLaligningLdistantlyLrelatedLproteinL
sequencesZLProteins:fStructureufFunctionfandfBioinformaticsXL2006XLgeXLfihYgaa 4.2 34

148
TuningLofLPectinLMethylesterificationlLPwuT—NLMwTzYLwSTwRsSwL—Nz—t—TORLhLMOvULsTwSLTzwL
PROuwSS—VwLsuT—V—TYLOxLuOYwXPRwSSwvLPwuT—NLMwTzYLwSTwRsSwLdL—NLsLpzYvwPwNvwNTL
MsNNwRZLJournalfoffBiologicalfChemistryXL2015XLckaXLcddcaYdf

5.4 33

147 xittingLmultimericLproteinLcomplexesLintoLelectronLmicroscopyLmapsLusingLdvLZernikeLdescriptorsZL
JournalfoffPhysicalfChemistryfBXL2012XLbbgXLgifeYgb 3.4 32

146 wMvlLanLensembleLalgorithmLforLdiscoveringLregulatoryLmotifsLinLvNsLsequencesZLBMCf
BioinformaticsXL2006XLhXLdec 3.6 32

145 uomputationalLmethodsLforLconstructingLproteinLstructureLmodelsLfromLdvLelectronLmicroscopyL
mapsZLJournalfoffStructuralfBiologyXL2013XLbieXLkdYbac 3.4 31

144 NaviyOlLinteractiveLtoolLforLvisualizationLandLfunctionalLsimilarityLandLcoherenceLanalysisLwithLgeneL
ontologyZLBMCfBioinformaticsXL2017XLbiXLbhh 3.6 31

143 tindingLligandLpredictionLforLproteinsLusingLpartialLmatchingLofLlocalLsurfaceLpatchesZLInternationalf
JournalfoffMolecularfSciencesXL2010XLbbXLfaakYcg 6.3 31

142 uomputationalLMethodsLforLPredictingLProteinYProteinL—nteractionsLUsingLVariousLProteinLxeaturesZL
CurrentfProtocolsfinfProteinfScienceXL2018XLkdXLegc 3.1 30
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141 ProteinLsecondaryLstructureLdetectionLinLintermediateYresolutionLcryoYwMLmapsLusingLdeepL
learningZLNaturefMethodsXL2019XLbgXLkbbYkbh 21.6 30

140 MicrobialLgenomesLhaveLoverLhcQLstructureLassignmentLbyLtheLthreadingLalgorithmL
PROSPwuTOR_QZLProteins:fStructureufFunctionfandfBioinformaticsXL2004XLffXLegeYhd 4.2 30

139 wffectiveLinterYresidueLcontactLdefinitionsLforLaccurateLproteinLfoldLrecognitionZLBMCfBioinformatics
XL2012XLbdXLckc 3.6 29

138 PairwiseLandLmultimericLproteinYproteinLdockingLusingLtheLLZervLprogramLsuiteZLMethodsfinf
MolecularfBiologyXL2014XLbbdhXLcakYde 1.4 29

137 NewLparadigmLinLproteinLfunctionLpredictionLforLlargeLscaleLomicsLanalysisZLMolecularfBioSystemsXL
2008XLeXLccdYdb 27

136 NYterminalLylyTcceUYylyTebbULdomainLinLListeriaLadhesionLproteinLinteractsLwithLhostLreceptorL
zspgaZLPLoSfONEXL2011XLgXLecagke 3.7 27

135 ProteinLdockingLmodelLevaluationLbyLdvLdeepLconvolutionalLneuralLnetworksZLBioinformaticsXL2020XL
dgXLcbbdYcbbi 7.2 27

134 sssessmentLofLproteinLsideYchainLconformationLpredictionLmethodsLinLdifferentLresidueL
environmentsZLProteins:fStructureufFunctionfandfBioinformaticsXL2014XLicXLbkhbYie 4.2 25

133 TheLtalancingLsctLofL—ntrinsicallyLvisorderedLProteinslLwnablingLxunctionalLviversityLwhileL
MinimizingLPromiscuityZLJournalfoffMolecularfBiologyXL2019XLedbXLbgfaYbgha 6.5 24

132 yenomeYscaleLpredictionLofLmoonlightingLproteinsLusingLdiverseLproteinLassociationLinformationZL
BioinformaticsXL2016XLdcXLccibYi 7.2 24

131 uomputationalLcharacterizationLofLmoonlightingLproteinsZLBiochemicalfSocietyfTransactionsXL2014XL
ecXLbhiaYf 5.1 23

130 StructureYfunctionLanalysisLofLtheLvNsLtranslocatingLportalLofLtheLbacteriophageLTeLpackagingL
machineZLJournalfoffMolecularfBiologyXL2014XLecgXLbabkYdi 6.5 22

129 sLnovelLmethodLforLproteinYproteinLinteractionLsiteLpredictionLusingLphylogeneticLsubstitutionL
modelsZLProteins:fStructureufFunctionfandfBioinformaticsXL2012XLiaXLbcgYeb 4.2 22

128 uryoYwMLmodelLvalidationLrecommendationsLbasedLonLoutcomesLofLtheLcabkLwMvataResourceL
challengeZLNaturefMethodsXL2021XLbiXLbfgYbge 21.6 22

127 uomputationalLidentificationLofLproteinYproteinLinteractionsLinLmodelLplantLproteomesZLScientificf
ReportsXL2019XLkXLihea 4.9 21

126 uomparisonLofLimageLpatchesLusingLlocalLmomentLinvariantsZLIEEEfTransactionsfonfImagefProcessingXL
2014XLcdXLcdgkYhk 8.7 21

125 StructureYLandLsequenceYbasedLfunctionLpredictionLforLnonYhomologousLproteinsZLJournalfoff
StructuralfandfFunctionalfGenomicsXL2012XLbdXLbbbYcd 21

124 wffectLofLusingLsuboptimalLalignmentsLinLtemplateYbasedLproteinLstructureLpredictionZLProteins:f
StructureufFunctionfandfBioinformaticsXL2011XLhkXLdbfYde 4.2 20

(2011-2019)
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123 wstimatingLqualityLofLtemplateYbasedLproteinLmodelsLbyLalignmentLstabilityZLProteins:fStructureuf
FunctionfandfBioinformaticsXL2008XLhbXLbcffYhe 4.2 20

122 —mprovedLproteinLsurfaceLcomparisonLandLapplicationLtoLlowYresolutionLproteinLstructureLdataZL
BMCfBioinformaticsXL2010XLbbLSupplLbbXLSc 3.6 19

121 ProteinLstructureLpredictionLusingLresidueYLandLfragmentYenvironmentLpotentialsLinLusSPbbZL
Proteins:fStructureufFunctionfandfBioinformaticsXL2016XLieLSupplLbXLbafYbh 4.2 19

120 PxP_wSylLautomatedLproteinLfunctionLpredictionLserversLenhancedLwithLyeneLOntologyL
visualizationLtoolZLBioinformaticsXL2015XLdbXLchbYc 7.2 18

119 snLiterativeLcompoundLscreeningLcontestLmethodLforLidentifyingLtargetLproteinLinhibitorsLusingLtheL
tyrosineYproteinLkinaseLYesZLScientificfReportsXL2017XLhXLbcadi 4.9 18

118 yenotaselLcomprehensiveLresourceLdatabaseLofLwscherichiaLcoliLKYbcZLNucleicfAcidsfResearchXL2015XL
edXLvgagYbh 20.1 18

117 wvaluationLofLfunctionLpredictionsLbyLPxPXLwSyXandLPS—YtLsSTLforLmoonlightingLproteinsZLBMCf
ProceedingsXL2012XLgLSupplLhXLSf 2.3 18

116 StructuralLfeaturesLthatLpredictLrealYvalueLfluctuationsLofLglobularLproteinsZLProteins:fStructureuf
FunctionfandfBioinformaticsXL2012XLiaXLbecfYdf 4.2 18

115 ProteinLdomainLrecurrenceLandLorderLcanLenhanceLpredictionLofLproteinLfunctionsZLBioinformaticsXL
2012XLciXLieeeYiefa 7.2 18

114 SurveyLofLMachineLLearningLTechniquesLforLPredictionLofLtheL—soformLSpecificityLofLuytochromeL
PefaLSubstratesZLCurrentfDrugfMetabolismXL2019XLcaXLcckYcdf 3.5 18

113 NavigatingLdvLelectronLmicroscopyLmapsLwithLwMYSURxwRZLBMCfBioinformaticsXL2015XLbgXLbib 3.6 17

112
PLYPatchSurferclL—mprovedLLocalLSurfaceLMatchingYtasedLVirtualLScreeningLMethodLThatL—sL
TolerantLtoLTargetLandLLigandLStructureLVariationZLJournalfoffChemicalfInformationfandfModelingXL
2016XLfgXLbghgYkb

6.1 17

111 PredictionLofLproteinLassembliesXLtheLnextLfrontierlLTheLusSPbeYusPR—LexperimentZLProteins:f
StructureufFunctionfandfBioinformaticsXL2021XLikXLbiaaYbicd 4.2 17

110 PLYPatchSurferlLaLnovelLmolecularLlocalLsurfaceYbasedLmethodLforLexploringLproteinYligandL
interactionsZLInternationalfJournalfoffMolecularfSciencesXL2014XLbfXLbfbccYef 6.3 16

109 xunctionalLenrichmentLanalysesLandLconstructionLofLfunctionalLsimilarityLnetworksLwithLhighL
confidenceLfunctionLpredictionLbyLPxPZLBMCfBioinformaticsXL2010XLbbXLcgf 3.6 16

108 —mprovedLperformanceLinLusPR—LroundLdhLusingLLZervLdockingLandLtemplateYbasedLmodelingLwithL
combinedLscoringLfunctionsZLProteins:fStructureufFunctionfandfBioinformaticsXL2018XLigLSupplLbXLdbbYdca 4.2 15

107 zumanLandLserverLdockingLpredictionLforLusPR—LroundLdaYdfLusingLLZervLwithLcombinedLscoringL
functionsZLProteins:fStructureufFunctionfandfBioinformaticsXL2017XLifXLfbdYfch 4.2 15

106 vextMPlLdeepLdiveLintoLtextLforLpredictingLmoonlightingLproteinsZLBioinformaticsXL2017XLddXLiidYikb 7.2 14
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105 ModelingLtheLassemblyLorderLofLmultimericLheteroproteinLcomplexesZLPLoSfComputationalfBiologyXL
2018XLbeXLebaafkdh 5 14

104 xormylYcoenzymeLsLTuosUloxalateLuosYtransferaseLfromLtheLacidophileLscetobacterLacetiLhasLaL
distinctiveLelectrostaticLsurfaceLandLinherentLacidLstabilityZLProteinfScienceXL2012XLcbXLgigYkg 6.3 14

103 LZervLwebserverLforLpairwiseLandLmultipleLproteinYproteinLdockingZLNucleicfAcidsfResearchXL2021XL
ekXLWdfkYWdgf 20.1 14

102 uurrentLprogressLandLfutureLperspectivesLofLpolypharmacologyLlLxromLtheLviewLofLnonYsmallLcellL
lungLcancerZLSeminarsfinfCancerfBiologyXL2021XLgiXLieYkb 12.7 14

101 TheLPxPLandLwSyLproteinLfunctionLpredictionLmethodsLinLcabelLeffectLofLdatabaseLupdatesLandL
ensembleLapproachesZLGigaScienceXL2015XLeXLed 7.6 13

100 sdvancesLinLStructureLModelingLMethodsLforLuryoYwlectronLMicroscopyLMapsZLMoleculesXL2019XLcfXL 4.8 13

99 RankingLproteinYproteinLdockingLresultsLusingLsteeredLmolecularLdynamicsLandLpotentialLofLmeanL
forceLcalculationsZLJournalfoffComputationalfChemistryXL2016XLdhXLbigbYf 3.5 13

98 sLglobalLmapLofLtheLproteinLshapeLuniverseZLPLoSfComputationalfBiologyXL2019XLbfXLebaagkgk 5 12

97 PhyloYPxPlLimprovedLautomatedLproteinLfunctionLpredictionLusingLphylogeneticLdistanceLofL
distantlyLrelatedLsequencesZLBioinformaticsXL2019XLdfXLhfdYhfk 7.2 12

96 SubYsQUslLrealYvalueLqualityLassessmentLofLproteinLstructureLmodelsZLProteinfEngineeringufDesignf
andfSelectionXL2010XLcdXLgbhYdc 1.9 12

95 veLnovoLmainYchainLmodelingLwithLMs—NMsSTLinLcabf_cabgLwMLModelLuhallengeZLJournalfoff
StructuralfBiologyXL2018XLcaeXLdfbYdfk 3.4 12

94 —sSlL—nteractionLSpecificLyOLTermLsssociationsLforLPredictingLProteinYProteinL—nteractionLNetworksZL
IEEEyACMfTransactionsfonfComputationalfBiologyfandfBioinformaticsXL2018XLbfXLbcehYbcfi 3 11

93 VariabilityLofLProteinLStructureLModelsLfromLwlectronLMicroscopyZLStructureXL2017XLcfXLfkcYgacZec 5.2 10

92 OnLtheLoriginLofLproteinLsuperfamiliesLandLsuperfoldsZLScientificfReportsXL2015XLfXLibgg 4.9 10

91 ProteinLstructureLmodelLrefinementLinLusSPbcLusingLshortLandLlongLmolecularLdynamicsL
simulationsLinLimplicitLsolventZLProteins:fStructureufFunctionfandfBioinformaticsXL2018XLigLSupplLbXLbikYcab4.2 10

90 QuantificationLofLproteinLgroupLcoherenceLandLpathwayLassignmentLusingLfunctionalLassociationZL
BMCfBioinformaticsXL2011XLbcXLdhd 3.6 10

89 ThreadingLwithoutLoptimizingLweightingLfactorsLforLscoringLfunctionZLProteins:fStructureufFunctionf
andfBioinformaticsXL2008XLhdXLfibYkg 4.2 10

88 uurrentLuhallengesLandLOpportunitiesLinLvesigningLProteinYProteinL—nteractionLTargetedLvrugsZL
AdvancesfandfApplicationsfinfBioinformaticsfandfChemistryXL2020XLbdXLbbYcf 1.5 10

(2020-2018)
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87 ffLYearsLofLtheLRossmannLxoldZLMethodsfinfMolecularfBiologyXL2019XLbkfiXLbYbd 1.4 9

86 uomputationalLstructureLmodelingLforLdiverseLcategoriesLofLmacromolecularLinteractionsZLCurrentf
OpinionfinfStructuralfBiologyXL2020XLgeXLbYi 8.1 9

85 uombinedLspproachLofLPatchYSurferLandLPLYPatchSurferLforLProteinYLigandLtindingLPredictionLinL
uSsRLcabdLandLcabeZLJournalfoffChemicalfInformationfandfModelingXL2016XLfgXLbaiiYkk 6.1 9

84 wvaluationLofLmultipleLproteinLdockingLstructuresLusingLcorrectlyLpredictedLpairwiseLsubunitsZLBMCf
BioinformaticsXL2012XLbdLSupplLcXLSg 3.6 9

83 —dentificationLofLaLnovelLeffectorLdomainLofLt—NbLforLcancerLsuppressionZLJournalfoffCellularf
BiochemistryXL2011XLbbcXLckkcYdaab 4.7 9

82 snalysisLofLProteinLuomplexesLinLtheLUnicellularLuyanobacteriumLuyanotheceLsTuuLfbbecZLJournalf
offProteomefResearchXL2018XLbhXLdgciYdged 5.6 9

81
viscoveryLofLNicotinamideLsdenineLvinucleotideLtindingLProteinsLinLtheLwscherichiaLcoliLProteomeL
UsingLaLuombinedLwnergeticYLandLStructuralYtioinformaticsYtasedLspproachZLJournalfoffProteomef
ResearchXL2017XLbgXLehaYeia

5.6 8

80 ThreeYvimensionalLKrawtchoukLvescriptorsLforLProteinLLocalLSurfaceLShapeLuomparisonZLPatternf
RecognitionXL2019XLkdXLfdeYfef 7.7 8

79 uharacterizationLandLulassificationLofLLocalLProteinLSurfacesLUsingLSelfYOrganizingLMapZL
InternationalfJournalfoffKnowledgefDiscoveryfinfBioinformaticsXL2010XLbXLdcYeh 8

78 wnswTlLsLSelfYTrainedLxrameworkLforLSemiYSupervisedLandLSupervisedLLearningLWithLwnsembleL
TransformationsZLIEEEfTransactionsfonfImagefProcessingXL2021XLdaXLbgdkYbgeh 8.7 8

77 PredictionLofLLocalLQualityLofLProteinLStructureLModelsLuonsideringLSpatialLNeighborsLinLyraphicalL
ModelsZLScientificfReportsXL2017XLhXLeagck 4.9 7

76 PatchSurferslLTwoLmethodsLforLlocalLmolecularLpropertyYbasedLbindingLligandLpredictionZLMethodsXL
2016XLkdXLebYfa 4.6 7

75 vetectingLlocalLresidueLenvironmentLsimilarityLforLrecognizingLnearYnativeLstructureLmodelsZL
Proteins:fStructureufFunctionfandfBioinformaticsXL2014XLicXLdcffYhc 4.2 7

74 uonstructingLpatchYbasedLligandYbindingLpocketLdatabaseLforLpredictingLfunctionLofLproteinsZLBMCf
BioinformaticsXL2012XLbdLSupplLcXLSh 3.6 7

73 dvYSURxwRLcZalLwebLplatformLforLrealYtimeLsearchLandLcharacterizationLofLproteinLsurfacesZL
MethodsfinfMolecularfBiologyXL2014XLbbdhXLbafYbh 1.4 7

72 TheLusxsLchallengeLreportsLimprovedLproteinLfunctionLpredictionLandLnewLfunctionalLannotationsL
forLhundredsLofLgenesLthroughLexperimentalLscreens 7

71 vetectingLproteinLandLvNs_RNsLstructuresLinLcryoYwMLmapsLofLintermediateLresolutionLusingLdeepL
learningZLNaturefCommunicationsXL2021XLbcXLcdac 17.4 7

70 MassLspectrometryYbasedLproteomicLplatformsLforLbetterLunderstandingLofLSsRSYuoVYcLinducedL
pathogenesisLandLpotentialLdiagnosticLapproachesZLProteomicsXL2021XLcbXLecaaachk 4.8 7
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69 ProteinLvockingLModelLwvaluationLbyLyraphLNeuralLNetworksZLFrontiersfinfMolecularfBiosciencesXL
2021XLiXLgehkbf 5.6 7

68 NNToxlLyeneLOntologyYtasedLProteinLToxicityLPredictionLUsingLNeuralLNetworkZLScientificfReportsXL
2019XLkXLbhkcd 4.9 7

67 ProteinLdvLStructureLandLwlectronLMicroscopyLMapLRetrievalLUsingLdvYSURxwRcZaLandLwMYSURxwRZL
CurrentfProtocolsfinfBioinformaticsXL2017XLgaXLdZbeZbYdZbeZbf 24.2 6

66 sLyatedLSelfYattentionLMemoryLNetworkLforLsnswerLSelectionL2019XL 6

65 PerformanceLandLenhancementLofLtheLLZervLproteinLassemblyLpipelineLinLusPR—LdiYegZLProteins:f
StructureufFunctionfandfBioinformaticsXL2020XLiiXLkeiYkgb 4.2 6

64 SzRwuLcacalLulassificationLinLcryoYelectronLtomogramsZLComputersfandfGraphicsXL2020XLkbXLchkYcik 1.8 6

63 snalyzingLeffectLofLquadrupleLmultipleLsequenceLalignmentsLonLdeepLlearningLbasedLproteinL
interYresidueLdistanceLpredictionZLScientificfReportsXL2021XLbbXLhfhe 4.9 6

62 wnergeticLuouplingLbetweenLLigandLtindingLandLvimerizationLinLwscherichiaLcoliLPhosphoglycerateL
MutaseZLBiochemistryXL2016XLffXLbhbbYcd 3.2 6

61 UsingLPxPLandLwSyLProteinLxunctionLPredictionLWebLServersZLMethodsfinfMolecularfBiologyXL2017XL
bgbbXLbYbe 1.4 5

60 LocalLsurfaceLshapeYbasedLproteinLfunctionLpredictionLusingLZernikeLdescriptorsZLBiophysicalf
JournalXL2009XLkgXLgfaa 2.9 5

59 tioinformaticsLresourcesLforLcancerLresearchLwithLanLemphasisLonLgeneLfunctionLandLstructureL
predictionLtoolsZLCancerfInformaticsXL2007XLcXLcfYdf 2.4 5

58 uomputationalLProteinLxunctionLPredictionlLxrameworkLandLuhallengesL2011XLbYbh 5

57 PhageLyLStructureLatLgZbLˆ�LResolutionXLuondensedLvNsXLandLzostL—dentityLRevisionLtoLaL
LysinibacillusZLJournalfoffMolecularfBiologyXL2020XLedcXLebdkYebfd 6.5 5

56 wnsembleYbasedLevaluationLforLproteinLstructureLmodelsZLBioinformaticsXL2016XLdcXLidbeYidcb 7.2 5

55 SzRwuLcacalLMultiYdomainLproteinLshapeLretrievalLchallengeZLComputersfandfGraphicsXL2020XLkbXLbikYbki1.8 5

54 sLprospectiveLcompoundLscreeningLcontestLidentifiedLbroaderLinhibitorsLforLSirtuinLbZLScientificf
ReportsXL2019XLkXLbkfif 4.9 5

53 tindML_tindMLWlLvetectingLProteinYProteinL—nteractionL—nterfaceLPropensityLfromLsminoLscidL
SubstitutionLPatternsZLMethodsfinfMolecularfBiologyXL2017XLbfckXLchkYcik 1.4 4

52 LactoseLderivativesLasLpotentialLinhibitorsLofLpectinLmethylesterasesZLInternationalfJournalfoff
BiologicalfMacromoleculesXL2019XLbdcXLbbeaYbbeg 7.9 4

(2019-2021)
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51 sLSimpleLtutLwffectiveLtertLModelLforLvialogLStateLTrackingLonLResourceYLimitedLSystemsL2020XL 4

50 VirtualLLigandLScreeningLUsingLPLYPatchSurfercXLaLMolecularLSurfaceYtasedLProteinYLigandLvockingL
MethodZLMethodsfinfMolecularfBiologyXL2018XLbhgcXLbafYbcb 1.4 4

49 —nYdepthLperformanceLevaluationLofLPxPLandLwSyLsequenceYbasedLfunctionLpredictionLmethodsLinL
usxsLcabbLexperimentZLBMCfBioinformaticsXL2013XLbeLSupplLdXLSc 3.6 4

48 wffectLofLconformationLsamplingLstrategiesLinLgeneticLalgorithmLforLmultipleLproteinLdockingZLBMCf
ProceedingsXL2012XLgLSupplLhXLSe 2.3 4

47 uombiningLgeneLsequenceLsimilarityLandLtextualLinformationLforLgeneLfunctionLannotationLinLtheL
literatureZLInformationfRetrievalXL2008XLbbXLdikYeae 1.8 4

46 tioinformaticsLResourcesLforLuancerLResearchLwithLanLwmphasisLonLyeneLxunctionLandLStructureL
PredictionLToolsZLCancerfInformaticsXL2006XLcXLbbhgkdfbagaacaa 2.4 4

45 ProteinLtindingLLigandLPredictionLUsingLMomentsYtasedLMethodsL2011XLbefYbgd 4

44 KineticLandLstructuralLparametersLgoverningLxicYmediatedLadenylylation_sMPylationLofLtheLzsphaL
chaperoneXLtiP_yRPhiZLCellfStressfandfChaperonesXL2021XLcgXLgdkYgfg 4 4

43 —dentificationLofLMoonlightingLProteinsLinLyenomesLUsingLTextLMiningLTechniquesZLProteomicsXL
2018XLbiXLebiaaaid 4.8 4

42 RealYtimeLstructureLsearchLandLstructureLclassificationLforLslphaxoldLproteinLmodelsZZL
CommunicationsfBiologyXL2022XLfXLdbg 6.7 4

41 MPxitlLuomputationalLToolLforLPredictingLMoonlightingLProteinsZLMethodsfinfMolecularfBiologyXL
2017XLbgbbXLefYfh 1.4 3

40 Ms—NMsSTseglLsutomatedLMapLSegmentationLMethodLforLuryoYwMLvensityLMapsLwithLSymmetryZL
JournalfoffChemicalfInformationfandfModelingXL2020XLgaXLcgdeYcged 6.1 3

39 —mplementationLofLpharmacophoreYbasedLdvLQSsRLmodelLandLscaffoldLanalysisLinLorderLtoL
excavateLpristineLsLKLinhibitorsZLMedicinalfChemistryfResearchXL2019XLciXLbhcgYbhdk 2.2 3

38 yraphicalLModelsLforLProteinLxunctionLandLStructureLPredictionL2013XLbkbYccc 3

37 PredictingLRealYValuedLProteinLResidueLxluctuationLUsingLxlexPredZLMethodsfinfMolecularfBiologyXL
2017XLbeieXLbhfYbig 1.4 3

36 sutomatedLPredictionLofLProteinLxunctionLfromLSequenceL2008XLgdYif 3

35 LZervLProteinYProteinLvockingLWebserverLwnhancedLWithLStructureLPredictionZLFrontiersfinf
MolecularfBiosciencesXL2021XLiXLhcekeh 5.6 3

34 SzRwuLcacblLRetrievalLandLclassificationLofLproteinLsurfacesLequippedLwithLphysicalLandLchemicalL
propertiesZLComputersfandfGraphicsXL2021XLkkXLbYcb 1.8 3
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33 ModelingLproteinYproteinLinteractionsLwithLintrinsicallyLdisorderedLproteinsL2019XLbikYcag 2

32 MissingLgeneLidentificationLusingLfunctionalLcoherenceLscoresZLScientificfReportsXL2016XLgXLdbhcf 4.9 2

31 StudyLofLtheLVariabilityLofLtheLNativeLProteinLStructureL2019XLgagYgbk 2

30 TracingLLineageLinLMultiYversionLScientificLvatabasesL2007XL 2

29 RealYTimeLStructureLSearchLandLStructureLulassificationLforLslphaxoldLProteinLModels 2

28 uryoxoldlLdeterminingLproteinLstructuresLandLensemblesLfromLcryoYwMLdata 2

27 ProteinLuontactLMapLRefinementLforL—mprovingLStructureLPredictionLUsingLyenerativeLsdversarialL
NetworksZLBioinformaticsXL2021XL 7.2 2

26 SuperYResolutionLuryoYwMLMapsLWithLdvLveepLyenerativeLNetworks 2

25 uryoxoldlLveterminingLproteinLstructuresLandLdataYguidedLensemblesLfromLcryoYwMLdensityLmapsZL
MatterXL2021XL 12.7 2

24 cvKvlLaLtoolkitLforLcontentYbasedLlocalLimageLsearchZLSourcefCodefforfBiologyfandfMedicineXL2020XL
bfXLb 1.9 1

23 uomputingLandLVisualizingLyeneLxunctionLSimilarityLandLuoherenceLwithLNaviyOZLMethodsfinf
MolecularfBiologyXL2018XLbiahXLbbdYbda 1.4 1

22 SurfaceYbasedLproteinLdomainsLretrievalLmethodsLfromLaLSzRwucacbLchallengeZZLJournalfoff
MolecularfGraphicsfandfModellingXL2021XLbbbXLbaibad 2.8 1

21 —vPYLZervlLSoftwareLforLModelingLvisorderedLProteinL—nteractionsZLMethodsfinfMolecularfBiologyXL
2020XLcbgfXLcdbYcee 1.4 1

20 ProteinLuontactLMapLvenoisingLUsingLyenerativeLsdversarialLNetworks 1

19 wnhancedLSequenceYtasedLxunctionLPredictionLMethodsLandLspplicationLtoLxunctionalLSimilarityL
NetworksL2011XLbkYde 1

18 VwSPwRlLglobalLandLlocalLcryoYwMLmapLalignmentLusingLlocalLdensityLvectorsZLNaturef
CommunicationsXL2021XLbcXLcaka 17.4 1

17 PredictionLofLproteinLgroupLfunctionLbyLiterativeLclassificationLonLfunctionalLrelevanceLnetworkZL
BioinformaticsXL2019XLdfXLbdiiYbdke 7.2 1

16 yenotypeLRLphenotypeLinLLoweLSyndromelLspecificLOuRLbLpatientLmutationsLdifferentiallyLimpactL
cellularLphenotypesZLHumanfMolecularfGeneticsXL2021XLdaXLbkiYcbc 5.6 1

(2021-2019)
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15 PredictingLbindingLposesLandLaffinityLrankingLinLvdRLyrandLuhallengeLusingLPLYPatchSurfercZaZL
JournalfoffComputervAidedfMolecularfDesignXL2019XLddXLbaidYbake 4.2 0

14 ProteinLStructureLModelingLfromLuryoYwMLMapLUsingLMs—NMsSTLandLMs—NMsSTYyU—LPluginZL
MethodsfinfMolecularfBiologyXL2020XLcbgfXLdbhYddg 1.4 0

13 wvolutionaryLvynamicsLofL—ndelsLinLSsRSYuoVYcLSpikeLylycoproteinZZLEvolutionaryfBioinformaticsXL
2021XLbhXLbbhgkdedcbbagegbg 1.9 0

12 wfficientLxlexibleLxittingLRefinementLwithLsutomaticLwrrorLxixingLforLveLNovoLStructureLModelingL
fromLuryoYwMLvensityLMapsZLJournalfoffChemicalfInformationfandfModelingXL2021XLgbXLdfbgYdfci 6.1 0

11 tenchmarkingLofLstructureLrefinementLmethodsLforLproteinLcomplexLmodelsZLProteins:fStructureuf
FunctionfandfBioinformaticsXL2021XLkaXLid 4.2 0

10 sctivationLofLgeneLexpressionLbyLdetergentYlikeLproteinLdomainsZLIScienceXL2021XLceXLbadabh 6.1 0

9 MultiYlevelLanalysisLofLintrinsicallyLdisorderedLproteinLdockingLmethodsZLMethodsXL2022XLcaeXLffYgd 4.6 0

8 wnhancementLforLMs—NMsSTXLveLNovoLMainYuhainLTracingLMethodlLSymmetricLMultiYuhainL
ModelingXLLocalLRefinementXLandLyraphicalLUserL—nterfaceZLMicroscopyfandfMicroanalysisXL2019XLcfXLbegYbeh0.5

7 tindingLsiteLidentificationLinLtargetLproteinsL2013XLcaeYcca

6 wrrorLwstimationLofLTemplateYtasedLProteinLStructureLModelsL2011XLckfYdbe

5 uharacterizationLandLulassificationLofLLocalLProteinLSurfacesLUsingLSelfYOrganizingLMapekYgf

4 ProteinLxunctionLPredictionLinLProteomicsLwraL2007XLbedYbei

3 PathYLZervlLPredictingLsssemblyLOrderLofLMultimericLProteinLuomplexesZLMethodsfinfMolecularf
BiologyXL2020XLcaheXLkfYbbc 1.4

2 MatchingLofLwMLMapLSegmentsLtoLStructurallyYRelevantLtioYmolecularLRegionsZLCommunicationsfinf
ComputerfandfInformationfScienceXL2020XLegeYehi 0.3

1 TurningLPointsLinLMyLuareerLPathZLSeibutsufButsuriXL2021XLgbXLaeeYaef 0
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