
Ora Schueler-Furman

ListhofhPublicationshbyhCitations

Source:hhttps:yyexalyxcomyauthorvpdfy3172957yoravschuelervfurmanvpublicationsvbyvcitationsxpdf

Version:h2024v04v26h

ThishdocumenthhashbeenhgeneratedhbasedhonhthehpublicationshandhcitationshrecordedhbyhexalyxcomxhForh

thehlatesthversionhofhthishpublicationhlistuhvisiththehlinkhgivenhabovex

ThehthirdhcolumnhishthehimpacthfactorhpIFrhofhthehjournaluhandhthehfourthhcolumnhishthehnumberhofh

citationshofhtheharticlex

101
papers

5,679
citations

40
h-index

75
g-index

112
ext. papers

7,052
ext. citations

6.8
avg, IF

5.62
L-index



k Paper IF Citations

101 ProteinYproteinLdockingLwithLsimultaneousLoptimizationLofLrigidYbodyLdisplacementLandLsideYchainL
conformationsaLJournalfoffMolecularfBiologyXL2003XLffdXLekdYll 6.5 858

100 TheLstructuralLbasisLofLpeptideYproteinLbindingLstrategiesaLStructureXL2010XLdkXLdkkYll 5.2 302

99 RosettaLylexPepwockLwebLserverYYhighLresolutionLmodelingLofLpeptideYproteinLinteractionsaLNucleicf
AcidsfResearchXL2011XLflXLWeglYhf 20.1 273

98 SubYangstromLmodelingLofLcomplexesLbetweenLflexibleLpeptidesLandLglobularLproteinsaLProteins:f
StructureufFunctionfandfBioinformaticsXL2010XLjkXLecelYgc 4.2 273

97 ProgressLinLmodelingLofLproteinLstructuresLandLinteractionsaLScienceXL2005XLfdcXLifkYge 33.3 244

96 RosettaLylexPepwockLabYinitiomLsimultaneousLfoldingXLdockingLandLrefinementLofLpeptidesLontoL
theirLreceptorsaLPLoSfONEXL2011XLiXLedklfg 3.7 193

95 ImprovedLsideYchainLmodelingLforLproteinYproteinLdockingaLProteinfScienceXL2005XLdgXLdfekYfl 6.3 182

94 MacromolecularLmodelingLandLdesignLinLRosettamLrecentLmethodsLandLframeworksaLNaturefMethodsXL
2020XLdjXLiihYikc 21.6 165

93 wruggableLproteinYproteinLinteractionsYYfromLhotLspotsLtoLhotLsegmentsaLCurrentfOpinionfinf
ChemicalfBiologyXL2013XLdjXLlheYl 9.7 160

92 RosettaLpredictionsLinLvtSPhmLsuccessesXLfailuresXLandLprospectsLforLcompleteLautomationaLProteins:f
StructureufFunctionfandfBioinformaticsXL2003XLhfLSupplLiXLghjYik 4.2 142

91 StructureYbasedLpredictionLofLbindingLpeptidesLtoLM–vLclassLILmoleculesmLapplicationLtoLaLbroadL
rangeLofLM–vLallelesaLProteinfScienceXL2000XLlXLdkfkYgi 6.3 133

90 vanLselfYinhibitoryLpeptidesLbeLderivedLfromLtheLinterfacesLofLglobularLproteinYproteinL
interactionsraLProteins:fStructureufFunctionfandfBioinformaticsXL2010XLjkXLfdgcYl 4.2 124

89 ProteinYpeptideLdockingmLopportunitiesLandLchallengesaLDrugfDiscoveryfTodayXL2018XLefXLdhfcYdhfj 8.8 118

88 vommunityYwideLassessmentLofLproteinYinterfaceLmodelingLsuggestsLimprovementsLtoLdesignL
methodologyaLJournalfoffMolecularfBiologyXL2011XLgdgXLeklYfce 6.5 114

87 tpplicationLofLasymmetricLstatisticalLpotentialsLtoLantibodyYproteinLdockingaLBioinformaticsXL2012XL
ekXLeickYdg 7.2 108

86 RelacinXLaLnovelLantibacterialLagentLtargetingLtheLStringentLResponseaLPLoSfPathogensXL2012XLkXLedcceleh7.6 105

85 ProteinYproteinLdockingLpredictionsLforLtheLvtPRILexperimentaLProteins:fStructureufFunctionfandf
BioinformaticsXL2003XLheXLddkYee 4.2 93
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84
ProgressLinLproteinYproteinLdockingmLatomicLresolutionLpredictionsLinLtheLvtPRILexperimentLusingL
RosettawockLwithLanLimprovedLtreatmentLofLsideYchainLflexibilityaLProteins:fStructureufFunctionfandf
BioinformaticsXL2005XLicXLdkjYlg

4.2 87

83
yoldingLofLtheLvYterminalLbacterialLbindingLdomainLinLstatherinLuponLadsorptionLontoL
hydroxyapatiteLcrystalsaLProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoff
AmericaXL2006XLdcfXLdickfYk

11.5 84

82 TheLxscherichiaLcoliLextracellularLdeathLfactorLxwyLinducesLtheLendoribonucleolyticLactivitiesLofLtheL
toxinsLMazyLandLvhpuKaLMolecularfCellXL2011XLgdXLiehYfh 17.6 82

81 UbiquitinationLandLdegradationLofLtheLinhibitorsLofLNyYkappauaLColdfSpringfHarborfPerspectivesfinf
BiologyXL2010XLeXLacccdii 10.2 80

80 LearningLM–vLIYYpeptideLbindingaLBioinformaticsXL2006XLeeXLeeejYfh 7.2 74

79 PeptideLdockingLandLstructureYbasedLcharacterizationLofLpeptideLbindingmLfromLknowledgeLtoL
knowYhowaLCurrentfOpinionfinfStructuralfBiologyXL2013XLefXLklgYlce 8.1 72

78
wetectionLofLpeptideYbindingLsitesLonLproteinLsurfacesmLtheLfirstLstepLtowardLtheLmodelingLandL
targetingLofLpeptideYmediatedLinteractionsaLProteins:fStructureufFunctionfandfBioinformaticsXL2013XL
kdXLecliYdch

4.2 71

77 yracturedLgenesmLaLnovelLgenomicLarrangementLinvolvingLnewLsplitLinteinsLandLaLnewLhomingL
endonucleaseLfamilyaLNucleicfAcidsfResearchXL2009XLfjXLehicYjf 20.1 68

76 –ighYresolutionLglobalLpeptideYproteinLdockingLusingLfragmentsYbasedLPIPxRYylexPepwockaLPLoSf
ComputationalfBiologyXL2017XLdfXLedcchlch 5 58

75
MitochondrialLcomplexLIVLdeficiencyXLcausedLbyLmutatedLvOXiudXLisLassociatedLwithL
encephalomyopathyXLhydrocephalusLandLcardiomyopathyaLEuropeanfJournalfoffHumanfGeneticsXL
2015XLefXLdhlYig

5.3 58

74 vlusProLPeptiwockmLefficientLglobalLdockingLofLpeptideLrecognitionLmotifsLusingLyyTaLBioinformaticsXL
2017XLffXLfellYffcd 7.2 54

73 vonservedLresidueLclusteringLandLproteinLstructureLpredictionaLProteins:fStructureufFunctionfandf
BioinformaticsXL2003XLheXLeehYfh 4.2 53

72 tLmodelLofLanthraxLtoxinLlethalLfactorLboundLtoLprotectiveLantigenaLProceedingsfoffthefNationalf
AcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2005XLdceXLdigclYdg 11.5 52

71 PeptideriveLservermLderiveLpeptideLinhibitorsLfromLproteinYproteinLinteractionsaLNucleicfAcidsf
ResearchXL2016XLggXLWhfiYgd 20.1 49

70 RapidLsamplingLofLmolecularLmotionsLwithLpriorLinformationLconstraintsaLPLoSfComputationalf
BiologyXL2009XLhXLedcccelh 5 46

69 IdentificationLofLaLnovelLclassLofLfarnesylationLtargetsLbyLstructureYbasedLmodelingLofLbindingL
specificityaLPLoSfComputationalfBiologyXL2011XLjXLedccedjc 5 46

68 TransLproteinLsplicingLofLcyanobacterialLsplitLinteinsLinLendogenousLandLexogenousLcombinationsaL
BiochemistryXL2007XLgiXLfeeYfc 3.2 45

67 IsLztSdLaLcoYreceptorLforLtheLzwNyLfamilyLofLligandsraLTrendsfinfPharmacologicalfSciencesXL2006XLejXLjeYj 13.2 43
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66 vomputationalLapproachesLtoLinvestigatingLallosteryaLCurrentfOpinionfinfStructuralfBiologyXL2016XL
gdXLdhlYdjd 8.1 43

65 xncounterLcomplexesLandLdimensionalityLreductionLinLproteinYproteinLassociationaLELifeXL2014XLfXLecdfjc8.9 42

64 PathogensLuseLstructuralLmimicryLofLnativeLhostLligandsLasLaLmechanismLforLhostLreceptorL
engagementaLCellfHostfandfMicrobeXL2013XLdgXLifYjf 23.4 41

63 PleiotropicLyunctionsLofLTumorLSuppressorLWWOXLinLNormalLandLvancerLvellsaLJournalfoffBiologicalf
ChemistryXL2015XLelcXLfcjekYfh 5.4 41

62 TheLstructureXLdynamicsXLandLenergeticsLofLproteinLadsorptionYlessonsLlearnedLfromLadsorptionLofL
statherinLtoLhydroxyapatiteaLMagneticfResonancefinfChemistryXL2007XLghLSupplLdXLSfeYgj 2.1 41

61 KnowledgeYbasedLstructureLpredictionLofLM–vLclassLILboundLpeptidesmLaLstudyLofLefLcomplexesaL
FoldingfnfDesignXL1998XLfXLhglYig 40

60 MyelinYassociatedLglycoproteinLgeneLmutationLcausesLPelizaeusYMerzbacherLdiseaseYlikeLdisorderaL
BrainXL2015XLdfkXLehedYfi 11.2 37

59 wiscriminationLofLnearYnativeLstructuresLinLproteinYproteinLdockingLbyLtestingLtheLstabilityLofLlocalL
minimaaLProteins:fStructureufFunctionfandfBioinformaticsXL2008XLjeXLllfYdccg 4.2 36

58 StructureYuasedLIdentificationLofL–wtvkLNonYhistoneLSubstratesaLStructureXL2016XLegXLghkYik 5.2 31

57 InLsilicoLandLinLvitroLelucidationLofLu–fLbindingLspecificityLtowardLuclYeaLBiochemistryXL2012XLhdXLhkgdYhc 3.2 30

56 MinimizingLandLlearningLenergyLfunctionsLforLsideYchainLpredictionaLJournalfoffComputationalf
BiologyXL2008XLdhXLkllYldd 1.7 30

55 yunnelLhuntingLinLaLroughLterrainmLlearningLandLdiscriminatingLnativeLenergyLfunnelsaLStructureXL
2008XLdiXLeilYjl 5.2 27

54 RosettawockLinLvtPRILroundsLiYdeaLProteins:fStructureufFunctionfandfBioinformaticsXL2007XLilXLjhkYif 4.2 26

53 tLbenchmarkLtestingLgroundLforLintegratingLhomologyLmodelingLandLproteinLdockingaLProteins:f
StructureufFunctionfandfBioinformaticsXL2017XLkhXLdcYdi 4.2 24

52 tnchoringLofLbacterialLeffectorsLtoLhostLmembranesLthroughLhostYmediatedLlipidationLbyL
prenylationmLaLcommonLparadigmaLTrendsfinfMicrobiologyXL2011XLdlXLhjfYl 12.4 24

51 IdentifyingLaLcommonLmolecularLmechanismLforLinhibitionLofLMITyLandLSTtTfLbyLPItSfaLBloodXL2006XL
dcjXLekflYgh 2.2 24

50 ModelingLPeptideYProteinLStructureLandLuindingLUsingLMonteLvarloLSamplingLtpproachesmLRosettaL
ylexPepwockLandLylexPepuindaLMethodsfinfMolecularfBiologyXL2017XLdhidXLdflYdil 1.4 22

49 cYtblLphosphorylatesLxitPLandLregulatesLitsLxfLubiquitinLligaseLactivityaLBiochemistryXL2013XLheXLfddlYel 3.2 22
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48 tutophosphorylationLactivatesLwictyosteliumLmyosinLIILheavyLchainLkinaseLtLbyLprovidingLaLligandL
forLanLallostericLbindingLsiteLinLtheLalphaYkinaseLdomainaLJournalfoffBiologicalfChemistryXL2011XLekiXLeicjYdi5.4 22

47 VersatileLcommunicationLstrategiesLamongLtandemLWWLdomainLrepeatsaLExperimentalfBiologyfandf
MedicineXL2015XLegcXLfhdYic 3.7 21

46 xxtendingLRosettawockLwithLwaterXLsugarXLandLp–LforLpredictionLofLcomplexLstructuresLandL
affinitiesLforLvtPRILroundsLecYejaLProteins:fStructureufFunctionfandfBioinformaticsXL2013XLkdXLeecdYl 4.2 20

45 ParkinLSomaticLMutationsLLinkLMelanomaLandLParkinsonSsLwiseaseaLJournalfoffGeneticsfandfGenomics
XL2016XLgfXLfilYjl 4 19

44 isLassociatedLwithLrecessiveLprimaryLfamilialLbrainLcalcificationaLAnnalsfoffClinicalfandfTranslationalf
NeurologyXL2019XLiXLdciYddf 5.3 19

43 –arnessingLproteinLfoldingLneuralLnetworksLforLpeptideYproteinLdockingaaLNaturefCommunicationsXL
2022XLdfXLdji 17.4 18

42 ylexPepwockLlessonsLfromLvtPRILpeptideYproteinLroundsLandLsuggestedLnewLcriteriaLforL
assessmentLofLmodelLqualityLandLutilityaLProteins:fStructureufFunctionfandfBioinformaticsXL2017XLkhXLgghYgie4.2 15

41 uetterLtogethermLxlementsLofLsuccessfulLscientificLsoftwareLdevelopmentLinLaLdistributedL
collaborativeLcommunityaLPLoSfComputationalfBiologyXL2020XLdiXLedccjhcj 5 15

40 yun–untmLmodelLselectionLbasedLonLenergyLlandscapeLcharacteristicsaLBiochemicalfSocietyf
TransactionsXL2008XLfiXLdgdkYed 5.1 15

39
xxaminationLofLpossibleLstructuralLconstraintsLofLM–vYbindingLpeptidesLbyLassessmentLofLtheirL
nativeLstructureLwithinLtheirLsourceLproteinsaLProteins:fStructureufFunctionfandfBioinformaticsXL2001XL
ghXLgjYhg

4.2 15

38 tssessingLtheLenergyLlandscapeLofLvtPRILtargetsLbyLyun–untaLProteins:fStructureufFunctionfandf
BioinformaticsXL2007XLilXLkclYdh 4.2 14

37 RationallyLwesignedLMacrocyclicLPeptidesLasLSynergisticLtgonistsLofLLPSYInducedLInflammatoryL
ResponseaLTetrahedronXL2014XLjcXLjiigYjiik 2.4 13

36 ModelingLpeptideYproteinLinteractionsaLMethodsfinfMolecularfBiologyXL2012XLkhjXLfjhYlk 1.4 13

35 TheLSVgcLcapsidLisLstabilizedLbyLaLconservedLpentapeptideLhingeLofLtheLmajorLcapsidLproteinLVPdaL
JournalfoffMolecularfBiologyXL2009XLfkiXLdfkeYld 6.5 13

34 vrucialLrolesLofLsingleLresiduesLinLbindingLaffinityXLspecificityXLandLpromiscuityLinLtheLcellulosomalL
cohesinYdockerinLinterfaceaLJournalfoffBiologicalfChemistryXL2015XLelcXLdfihgYii 5.4 12

33 xscherichiaLcoliLQuorumYSensingLxwyXLtLPeptideLzeneratedLbyLNovelLMultipleLwistinctLMechanismsL
andLRegulatedLbyLtransYTranslationaLMBioXL2016XLjXLececfgYdh 7.8 12

32 –arnessingLproteinLfoldingLneuralLnetworksLforLpeptideYproteinLdocking 11

31 IndirectLxLIStYbasedLapproachLforLcomparativeLmeasurementLofLhighYaffinityLcohesinYdockerinL
interactionsaLJournalfoffMolecularfRecognitionXL2012XLehXLidiYee 2.6 10
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30 xvolvingLdualLtargetingLofLaLprokaryoticLproteinLinLyeastaLMolecularfBiologyfandfEvolutionXL2013XLfcXLdhifYjf8.3 10

29 OnLtheLuseLofLstructuralLtemplatesLforLhighYresolutionLdockingaLProteins:fStructureufFunctionfandf
BioinformaticsXL2010XLjkXLdlflYgl 4.2 10

28 NovelLStructuralLMechanismLofLtllostericLRegulationLofLtsparticLPeptidasesLviaLanLxvolutionarilyL
vonservedLxxositeaLCellfChemicalfBiologyXL2018XLehXLfdkYfelaeg 8.2 9

27 YeastLaconitaseLmitochondrialLimportLisLmodulatedLbyLinteractionsLofLitsLvLandLNLterminalLdomainsL
andLSsadbeLT–spjcUaLScientificfReportsXL2018XLkXLhlcf 4.9 8

26 –ostLyI–YMediatedLtsparaginylL–ydroxylationLofLTranslocatedLxffectorsaLFrontiersfinfCellularfandf
InfectionfMicrobiologyXL2017XLjXLhg 5.9 8

25 ModelingLbetaYsheetLpeptideYproteinLinteractionsmLRosettaLylexPepwockLinLvtPRILroundsLfkYghaL
Proteins:fStructureufFunctionfandfBioinformaticsXL2020XLkkXLdcfjYdcgl 4.2 8

24 MolecularLpathogenesisLofLhumanLvwhlLdeficiencyaLNeurology:fGeneticsXL2018XLgXLeekc 3.8 8

23 IncreasedLsequenceLconservationLofLdomainLrepeatsLinLprokaryoticLproteinsaLTrendsfinfGeneticsXL
2010XLeiXLfkfYj 8.5 7

22 wetectionLofLPeptideYuindingLSitesLonLProteinLSurfacesLUsingLtheLPeptimapLServeraLMethodsfinf
MolecularfBiologyXL2017XLdhidXLddYec 1.4 5

21 MeasurementsLofLrelativeLbindingLofLcohesinLandLdockerinLmutantsLusingLanLadvancedLxLIStL
techniqueLforLhighYaffinityLinteractionsaLMethodsfinfEnzymologyXL2012XLhdcXLgdjYek 1.7 4

20 MinimizingLandLLearningLxnergyLyunctionsLforLSideYvhainLPredictionL2007XLfkdYflh 4

19 vladeOScopemLfunctionalLinteractionsLthroughLtheLprismLofLcladeYwiseLcoYevolutionaLNARfGenomicsf
andfBioinformaticsXL2021XLfXLlqabceg 3.7 4

18 ProtocolsLforLtllYttomLReconstructionLandL–ighYResolutionLRefinementLofLProteinYPeptideL
vomplexLStructuresaLMethodsfinfMolecularfBiologyXL2020XLedihXLejfYekj 1.4 4

17 PhosphorylationLofLtheLWWOXLProteinLRegulatesLItsLInteractionLwithLpjfaLChemBioChemXL2020XLedXLdkgfYdkhd3.8 3

16 vlusProLinLroundsLfkLtoLghLofLvtPRImLTowardLcombiningLtemplateYbasedLmethodsLwithLfreeL
dockingaLProteins:fStructureufFunctionfandfBioinformaticsXL2020XLkkXLdckeYdclc 4.2 3

15 tLuniqueLYassociatedLvariantLinLaLzeorgianLJewishLfamilyLwithLprobableLNorthLvarolinaLmacularL
dystrophyLandLtheLpossibleLcontributionLofLaLuniqueLvariantaLMolecularfVisionXL2020XLeiXLellYfdc 2.3 3

14 –ighYresolutionLglobalLpeptideYproteinLdockingLusingLfragmentsYbasedLPIPxRYylexPepwock 2

13 xnsuringLscientificLreproducibilityLinLbioYmacromolecularLmodelingLviaLextensiveXLautomatedLbenchmarks 2
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12 –arnessingLproteinLfoldingLneuralLnetworksLforLpeptideYproteinLdocking 2

11 MatchingLproteinLsurfaceLstructuralLpatchesLforLhighYresolutionLblindLpeptideLdockingaaLProceedingsf
offthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2022XLddlXLeededdhfddl 11.5 2

10 StructureYbasedLpredictionLofL–wtviLsubstratesLvalidatedLbyLenzymaticLassayLrevealsLdeterminantsL
ofLpromiscuityLandLdetectsLnewLpotentialLsubstratesaaLScientificfReportsXL2022XLdeXLdjkk 4.9 1

9 wefiningLbindingLmotifsLandLdynamicsLofLtheLmultiYpocketLyxRMLdomainLfromLezrinXLradixinXLmoesinL
andLmerlin 1

8 StructureYbasedLpredictionLofLKwtviLsubstratesLvalidatedLbyLenzymaticLassayLrevealsLdeterminantsL
ofLpromiscuityLandLdetectsLnewLpotentialLsubstrates 1

7 PatchMtNLdockingmLModelingLpeptideYproteinLinteractionsLinLtheLcontextLofLtheLreceptorLsurface 1

6 StructuralLbasisLforLUyMdLtransferLfromLUuthLtoLUyvdaLNaturefCommunicationsXL2021XLdeXLhjck 17.4 1

5 TargetingLanLInteractionLuetweenLTwoLwisorderedLwomainsLbyLUsingLaLwesignedLPeptideaLChemistryf
vfAfEuropeanfJournalXL2020XLeiXLdcegcYdcegl 4.8 0

4 xnsuringLscientificLreproducibilityLinLbioYmacromolecularLmodelingLviaLextensiveXLautomatedL
benchmarksaLNaturefCommunicationsXL2021XLdeXLilgj 17.4 0

3 –ighYresolutionLProteinâ��ProteinLwockingL2010XLeclYefh

2 TargetingLanLInteractionLuetweenLTwoLwisorderedLwomainsLbyLUsingLaLwesignedLPeptideaLChemistryf
vfAfEuropeanfJournalXL2020XLeiXLdcdhi 4.8

1 MultiYsystemLneurologicalLdisorderLassociatedLwithLaLvRYtuLvariantaLNeurogeneticsXL2021XLeeXLddjYdeh 3
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