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InformationgandgModelingZM2012ZMifZMgffiagf 6.1 44
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ChemistrygBZM2008ZMeefZMedheal 3.4 35
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dynamicsMsimulationMstudybMJournalgofgPhysicalgChemistrygBZM2010ZMeehZMkjjfake 3.4 33

78
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70 LigxockwSunMproteinaligandMdockingMusingMconformationalMspaceMannealingbMJournalgofg
ComputationalgChemistryZM2011ZMgfZMgffjagf 3.5 29
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67
StructureZMxynamicsZMReceptorMvindingZMandMuntibodyMvindingMofMtheMzullyM–lycosylatedMzullaLengthM
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63 SwitchableMNanoporousMSheetsMbyMtheMuqueousMSelfaussemblyMofMuromaticMMacrobicyclesbM
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improvedMenergyMparametersbMJournalgofgComputationalgChemistryZM2019ZMhdZMfhegafhek 3.5 20
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59 RefinementMofMproteinMterminiMinMtemplateabasedMmodelingMusingMconformationalMspaceMannealingbM
Proteins:gStructurevgFunctiongandgBioinformaticsZM2011ZMkmZMfkfiagh 4.2 19

58 PolymerMmeltsMandMpolymerMsolutionsMnearMpatternedMsurfacesbMJournalgofgChemicalgPhysicsZM2000ZM
eefZMjhhgajhie 3.9 19

57 wrystalMStructureMofMStreptococcusMpyogenesMwaseMandMαtsMαnteractionMwithMwsnfMinMtheMTypeMααM
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55 SclerostinMinhibitsMWntMsignalingMthroughMtandemMinteractionMwithMtwoMLRPjMectodomainsbMNatureg
CommunicationsZM2020ZMeeZMigik 17.4 18
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42 OrderMaMdisorderMtransitionMinMnMaMdensityMfunctionalMapproachbMJournalgofgPhysicsgCondensedgMatterZM
1997ZMmZMlkaedf 1.8 10
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34 –alaxyxockgnMProteinaligandMdockingMthatMconsidersMtheMfullMligandMconformationalMflexibilitybM
JournalgofgComputationalgChemistryZM2019ZMhdZMfkgmafkhl 3.5 8

33 PotentialMupplicationMofMulchemicalMzreeMynergyMSimulationsMtoMxiscriminateM–PwRMLigandMyfficacybM
JournalgofgChemicalgTheorygandgComputationZM2015ZMeeZMefiiajj 6.4 8

32 MechanismMofMugYMorderingMinMugαbMPhysicalgReviewgBZM1998ZMilZMiehjaiehl 3.3 8

31 StructuralMvasisMforMtheMynantioselectivityMofMysteraseMystaYfmMtowardMVSWaδetoprofenbMACSgCatalysisZM
2019ZMmZMkiiakjk 13.1 8

30 ModelingMSuRSawoVafMproteinsMinMtheMwuSPacommonsMexperimentbMProteins:gStructurevgFunctiongandg
BioinformaticsZM2021ZMlmZMemlkaemmj 4.2 8

29 uldehydeaalcoholMdehydrogenaseMundergoesMstructuralMtransitionMtoMformMextendedMspirosomesMforM
substrateMchannelingbMCommunicationsgBiologyZM2020ZMgZMfml 6.7 6

28 PredictionMofMproteinMoligomerMstructuresMusingM–uLuXYMinMwuSPegbMProteins:gStructurevgFunctiong
andgBioinformaticsZM2019ZMlkZMefggaefhd 4.2 6

27 ulternativeMzincabindingMsitesMexplainMtheMredoxMsensitivityMofMzincacontainingMantiasigmaMfactorsbM
Proteins:gStructurevgFunctiongandgBioinformaticsZM2013ZMleZMejhhaif 4.2 6

26 wellacellMadhesionMinMmetazoansMreliesMonMevolutionarilyMconservedMfeaturesMofMtheM
˛–acatenin´•˛†acateninabindingMinterfacebMJournalgofgBiologicalgChemistryZM2017ZMfmfZMejhkkaejhmd 5.4 6

25 vulkMandMsurfaceMnucleationMofMtheMorderadisorderMtransitionMinbMJournalgofgPhysicsgCondensedgMatterZM
1998ZMedZMhiajd 1.8 6

24 ProteinMLoopMModelingMUsingMzragmentMussemblybMJournalgofgthegKoreangPhysicalgSocietyZM2008ZMifZMeegkaeehf0.6 6

23 ParameterMoptimizationMforMtheM–aussianMmodelMofMproteinMfoldingbMPolymerZM2002ZMhgZMhmiaide 3.9 5

22 xevelopingMaMzullyaglycosylatedMzullalengthMSuRSawoVafMSpikeMProteinMModelMinMaMViralMMembraneM
2020ZM 4

21 –alaxyWaterawδ–vnMPredictionMofMWaterMPositionsMonMProteinMStructureMUsingMwδ–vMStatisticalM
PotentialbMJournalgofgChemicalgInformationgandgModelingZM2021ZMjeZMfflgaffmg 6.1 4

20 –alaxy·eteromernMproteinMheterodimerMstructureMpredictionMbyMtemplateabasedMandMabMinitioM
dockingbMNucleicgAcidsgResearchZM2021ZMhmZMWfgkaWfhe 20.1 4
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19 vindingMSiteMPredictionMofMProteinsMwithMOrganicMwompoundsMorMPeptidesMUsingM–uLuXYMWebM
ServersbMMethodsgingMoleculargBiologyZM2016ZMehehZMggahi 1.4 4

18 uccurateMproteinMstructureMpredictionnMwhatMcomesMnextsbMBiodesignZM2021ZMmZMhkaid 0 4

17 NovelMwompoundM·eterozygoteMMutationMinMαLedRuMinMaMPatientMWithMVeryMyarlyaOnsetM
αnflammatoryMvowelMxiseasebMInflammatorygBowelgDiseasesZM2019ZMfiZMhmlaidm 4.5 3

16 –alaxy–PwRloopnMTemplateavasedMandMubMαnitioMStructureMSamplingMofMtheMyxtracellularMLoopsMofM
–aProteinawoupledMReceptorsbMJournalgofgChemicalgInformationgandgModelingZM2018ZMilZMefghaefhg 6.1 3

15 SymmetryarelatedMresiduesMasMpromisingMhotspotsMforMtheMevolutionMofMoligomericMenzymesbM
ChemicalgScienceZM2021ZMefZMidmeaiede 9.4 3

14 NewMmolecularMinteractionMofMααuVNtrWMandM·PrMfromMvurkholderiaMpseudomalleiMidentifiedMbyMXarayM
crystallographyMandMdockingMstudiesbMProteins:gStructurevgFunctiongandgBioinformaticsZM2013ZMleZMehmmaidl4.2 2

13 wontributionMofMwounterionMyntropyMtoMtheMSaltaαnducedMTransitionMvetweenMvaxNuMandMZaxNubM
BulletingofgthegKoreangChemicalgSocietyZM2012ZMggZMgkemagkfj 1.2 2

12 StructureMpredictionMofMbiologicalMassembliesMusingM–uLuXYMinMwuPRαMroundsMglahibMProteins:g
StructurevgFunctiongandgBioinformaticsZM2020ZMllZMeddmaedek 4.2 2

11 xiscoveryMofMaMtransdermallyMdeliverableMpentapeptideMforMactivatingMudipoReMtoMpromoteMhairM
growthbMEMBOgMoleculargMedicineZM2021ZMegZMeegkmd 12 2

10 xynamicMαnteractionsMofMzullyM–lycosylatedMSuRSawoVafMSpikeMProteinMwithMVariousMuntibodiesbM
JournalgofgChemicalgTheorygandgComputationZM2021ZMekZMjiimajijm 6.4 2

9 uMp–p–aspecificMphosphodiesteraseMregulatesMcyclicMdia–MPMsignalingMinMVibrioMcholeraebbMJournalgofg
BiologicalgChemistryZM2022ZMedejfj 5.4 1

8 MOL–yN–OnMzindingMNovelMMoleculesMwithMxesiredMylectronicMPropertiesMbyMwapitalizingMonMTheirM
–lobalMOptimizationbMACSgOmegaZM2021ZMjZMfkhihafkhji 3.9 1
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6 StructuralMbasisMofMneuropeptideMYMsignalingMthroughMYeMreceptorbbMNaturegCommunicationsZM2022ZM
egZMlig 17.4 1

5 –alaxyWaterawNNnMPredictionMofMWaterMPositionsMonMtheMProteinMStructureMbyMaMgxawonvolutionalM
NeuralMNetworkbMJournalgofgChemicalgInformationgandgModelingZ 6.1 1

4 ProteinMoligomerMstructureMpredictionMusingM–uLuXYMinMwuSPehbMProteins:gStructurevgFunctiongandg
BioinformaticsZM2021ZMlmZMelhhaelie 4.2 0

3 ModelingMProteinM·omoaOligomerMStructuresMwithM–alaxy·omomerMWebMServerbMMethodsging
MoleculargBiologyZM2020ZMfejiZMefkaegk 1.4 0

2 –alaxyxomxocknMunMubMαnitioMxomainâ��domainMxockingMWebMServerMforMMultiadomainMProteinM
StructureMPredictionbMJournalgofgMoleculargBiologyZM2022ZMejkidl 6.5 0
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