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j Paper IF Citations

108 uMp–p–aspecificMphosphodiesteraseMregulatesMcyclicMdia–MPMsignalingMinMVibrioMcholeraebbMJournalgofg
BiologicalgChemistryZM2022ZMedejfj 5.4 1

107 StructuralMbasisMofMneuropeptideMYMsignalingMthroughMYeMreceptorbbMNaturegCommunicationsZM2022ZM
egZMlig 17.4 1

106 –alaxyxomxocknMunMubMαnitioMxomainâ��domainMxockingMWebMServerMforMMultiadomainMProteinM
StructureMPredictionbMJournalgofgMoleculargBiologyZM2022ZMejkidl 6.5 0

105 MOL–yN–OnMzindingMNovelMMoleculesMwithMxesiredMylectronicMPropertiesMbyMwapitalizingMonMTheirM
–lobalMOptimizationbMACSgOmegaZM2021ZMjZMfkhihafkhji 3.9 1

104
StructureZMxynamicsZMReceptorMvindingZMandMuntibodyMvindingMofMtheMzullyM–lycosylatedMzullaLengthM
SuRSawoVafMSpikeMProteinMinMaMViralMMembranebMJournalgofgChemicalgTheorygandgComputationZM2021ZM
ekZMfhkmafhlk

6.4 26

103 –alaxyWaterawδ–vnMPredictionMofMWaterMPositionsMonMProteinMStructureMUsingMwδ–vMStatisticalM
PotentialbMJournalgofgChemicalgInformationgandgModelingZM2021ZMjeZMfflgaffmg 6.1 4

102 –alaxy·eteromernMproteinMheterodimerMstructureMpredictionMbyMtemplateabasedMandMabMinitioM
dockingbMNucleicgAcidsgResearchZM2021ZMhmZMWfgkaWfhe 20.1 4

101 ProteinMoligomerMstructureMpredictionMusingM–uLuXYMinMwuSPehbMProteins:gStructurevgFunctiongandg
BioinformaticsZM2021ZMlmZMelhhaelie 4.2 0

100 ussessmentMofMproteinMmodelMstructureMaccuracyMestimationMinMwuSPehnMOldMandMnewMchallengesbM
Proteins:gStructurevgFunctiongandgBioinformaticsZM2021ZMlmZMemhdaemhl 4.2 10

99 ModelingMSuRSawoVafMproteinsMinMtheMwuSPacommonsMexperimentbMProteins:gStructurevgFunctiongandg
BioinformaticsZM2021ZMlmZMemlkaemmj 4.2 8

98 PredictionMofMproteinMassembliesZMtheMnextMfrontiernMTheMwuSPehawuPRαMexperimentbMProteins:g
StructurevgFunctiongandgBioinformaticsZM2021ZMlmZMelddaelfg 4.2 17

97 xiscoveryMofMaMtransdermallyMdeliverableMpentapeptideMforMactivatingMudipoReMtoMpromoteMhairM
growthbMEMBOgMoleculargMedicineZM2021ZMegZMeegkmd 12 2

96 uccurateMproteinMstructureMpredictionnMwhatMcomesMnextsbMBiodesignZM2021ZMmZMhkaid 0 4

95 xynamicMαnteractionsMofMzullyM–lycosylatedMSuRSawoVafMSpikeMProteinMwithMVariousMuntibodiesbM
JournalgofgChemicalgTheorygandgComputationZM2021ZMekZMjiimajijm 6.4 2

94 SymmetryarelatedMresiduesMasMpromisingMhotspotsMforMtheMevolutionMofMoligomericMenzymesbM
ChemicalgScienceZM2021ZMefZMidmeaiede 9.4 3

93 –alaxySagittariusnMStructureaMandMSimilarityavasedMPredictionMofMProteinMTargetsMforMxruglikeM
wompoundsbMJournalgofgChemicalgInformationgandgModelingZM2020ZMjdZMgfhjagfih 6.1 9

92 uldehydeaalcoholMdehydrogenaseMundergoesMstructuralMtransitionMtoMformMextendedMspirosomesMforM
substrateMchannelingbMCommunicationsgBiologyZM2020ZMgZMfml 6.7 6
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91 xevelopingMaMzullyM–lycosylatedMzullaLengthMSuRSawoVafMSpikeMProteinMModelMinMaMViralMMembranebM
JournalgofgPhysicalgChemistrygBZM2020ZMefhZMkeflakegk 3.4 131

90 xevelopingMaMzullyaglycosylatedMzullalengthMSuRSawoVafMSpikeMProteinMModelMinMaMViralMMembraneM
2020ZM 4

89 StructureMpredictionMofMbiologicalMassembliesMusingM–uLuXYMinMwuPRαMroundsMglahibMProteins:g
StructurevgFunctiongandgBioinformaticsZM2020ZMllZMeddmaedek 4.2 2

88 SclerostinMinhibitsMWntMsignalingMthroughMtandemMinteractionMwithMtwoMLRPjMectodomainsbMNatureg
CommunicationsZM2020ZMeeZMigik 17.4 18

87 PredictionMofMMolecularMylectronicMTransitionsMUsingMRandomMzorestsbMJournalgofgChemicalg
InformationgandgModelingZM2020ZMjdZMimlhaimmh 6.1 14

86 ModelingMProteinM·omoaOligomerMStructuresMwithM–alaxy·omomerMWebMServerbMMethodsging
MoleculargBiologyZM2020ZMfejiZMefkaegk 1.4 0

85 –alaxyTongxocknMSymmetricMandMasymmetricMabMinitioMproteinaproteinMdockingMwebMserverMwithM
improvedMenergyMparametersbMJournalgofgComputationalgChemistryZM2019ZMhdZMfhegafhek 3.5 20

84 –alaxyRefinefnMsimultaneousMrefinementMofMinaccurateMlocalMregionsMandMoverallMproteinMstructurebM
NucleicgAcidsgResearchZM2019ZMhkZMWhieaWhii 20.1 31

83 –alaxyxockgnMProteinaligandMdockingMthatMconsidersMtheMfullMligandMconformationalMflexibilitybM
JournalgofgComputationalgChemistryZM2019ZMhdZMfkgmafkhl 3.5 8

82 ussessmentMofMproteinMmodelMstructureMaccuracyMestimationMinMwuSPegnMwhallengesMinMtheMeraMofM
deepMlearningbMProteins:gStructurevgFunctiongandgBioinformaticsZM2019ZMlkZMegieaegjd 4.2 28

81 PredictionMofMproteinMoligomerMstructuresMusingM–uLuXYMinMwuSPegbMProteins:gStructurevgFunctiong
andgBioinformaticsZM2019ZMlkZMefggaefhd 4.2 6

80 vlindMpredictionMofMhomoaMandMheteroaproteinMcomplexesnMTheMwuSPegawuPRαMexperimentbMProteins:g
StructurevgFunctiongandgBioinformaticsZM2019ZMlkZMefddaeffe 4.2 58

79 StructuralMvasisMforMtheMynantioselectivityMofMysteraseMystaYfmMtowardMVSWaδetoprofenbMACSgCatalysisZM
2019ZMmZMkiiakjk 13.1 8

78 NovelMwompoundM·eterozygoteMMutationMinMαLedRuMinMaMPatientMWithMVeryMyarlyaOnsetM
αnflammatoryMvowelMxiseasebMInflammatorygBowelgDiseasesZM2019ZMfiZMhmlaidm 4.5 3

77 unManalysisMandMevaluationMofMtheMWezoldMcollaborativeMforMproteinMstructureMpredictionMandMitsM
pipelinesMinMwuSPeeMandMwuSPefbMScientificgReportsZM2018ZMlZMmmgm 4.9 16

76 viophysicalMandMfunctionalMcharacterizationMofMNorrinMsignalingMthroughMzrizzledhbMProceedingsgofgtheg
NationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaZM2018ZMeeiZMlklkalkmf 11.5 20

75 SimultaneousMrefinementMofMinaccurateMlocalMregionsMandMoverallMstructureMinMtheMwuSPefMproteinM
modelMrefinementMexperimentbMProteins:gStructurevgFunctiongandgBioinformaticsZM2018ZMljMSupplMeZMejlaekj4.2 12

74 TheMchallengeMofMmodelingMproteinMassembliesnMtheMwuSPefawuPRαMexperimentbMProteins:gStructurevg
FunctiongandgBioinformaticsZM2018ZMljMSupplMeZMfikafkg 4.2 56
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73 –alaxy–PwRloopnMTemplateavasedMandMubMαnitioMStructureMSamplingMofMtheMyxtracellularMLoopsMofM
–aProteinawoupledMReceptorsbMJournalgofgChemicalgInformationgandgModelingZM2018ZMilZMefghaefhg 6.1 3

72 woverMαmageZMVolumeMliZMαssueMgbMProteins:gStructurevgFunctiongandgBioinformaticsZM2017ZMliZMwhawh 4.2

71 venchmarkingMpredictionsMofMallosteryMinMliverMpyruvateMkinaseMinMwu–αhbMHumangMutationZM2017ZMglZMeefgaeege4.7 12

70
ubsoluteMbindingMfreeMenergiesMforMoctaaacidsMandMguestsMinMSuMPLiMnMyvaluatingMbindingMfreeM
energiesMforMoctaaacidMandMguestMcomplexesMinMtheMSuMPLiMblindMchallengebMJournalgofg
ComputerwAidedgMoleculargDesignZM2017ZMgeZMedkaeel

4.2 15

69 –alaxyxockMvPfMscorenMaMhybridMscoringMfunctionMforMaccurateMproteinaligandMdockingbMJournalgofg
ComputerwAidedgMoleculargDesignZM2017ZMgeZMjigajjj 4.2 30

68 TemplateabasedMmodelingMandMabMinitioMrefinementMofMproteinMoligomerMstructuresMusingM–uLuXYMinM
wuPRαMroundMgdbMProteins:gStructurevgFunctiongandgBioinformaticsZM2017ZMliZMgmmahdk 4.2 9

67 ubsoluteMbindingMfreeMenergyMcalculationsMofMwvwlipMhostaguestMsystemsMinMtheMSuMPLiMblindM
challengebMJournalgofgComputerwAidedgMoleculargDesignZM2017ZMgeZMkeali 4.2 9

66 –alaxy·omomernMaMwebMserverMforMproteinMhomoaoligomerMstructureMpredictionMfromMaMmonomerM
sequenceMorMstructurebMNucleicgAcidsgResearchZM2017ZMhiZMWgfdaWgfh 20.1 63

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

64 TemplateavasedMPredictionMofMProteinaPeptideMαnteractionsMbyMUsingM–alaxyPepxockbMMethodsging
MoleculargBiologyZM2017ZMeijeZMgkahk 1.4 9

63 –alaxyRefinewomplexnMRefinementMofMproteinaproteinMcomplexMmodelMstructuresMdrivenMbyM
interfaceMrepackingbMScientificgReportsZM2016ZMjZMgfeig 4.9 55

62 –alaxykTMnMflexibleM–PwRaligandMdockingMbyMstructureMrefinementbMNucleicgAcidsgResearchZM2016ZMhhZMWidfaj20.1 25

61 yffectiveMproteinMmodelMstructureMrefinementMbyMloopMmodelingMandMoverallMrelaxationbMProteins:g
StructurevgFunctiongandgBioinformaticsZM2016ZMlhMSupplMeZMfmgagde 4.2 54

60 wrystalMStructureMofMStreptococcusMpyogenesMwaseMandMαtsMαnteractionMwithMwsnfMinMtheMTypeMααM
wRαSPRawasMSystembMStructureZM2016ZMfhZMkdakm 5.2 18

59 yvaluationMofM–alaxyxockMvasedMonMtheMwommunityMStructureauctivityMResourceMfdegMandMfdehM
venchmarkMStudiesbMJournalgofgChemicalgInformationgandgModelingZM2016ZMijZMmllami 6.1 9

58
PredictionMofMhomoproteinMandMheteroproteinMcomplexesMbyMproteinMdockingMandMtemplateabasedM
modelingnMuMwuSPawuPRαMexperimentbMProteins:gStructurevgFunctiongandgBioinformaticsZM2016ZMlhM
SupplMeZMgfgahl

4.2 111

57 vindingMSiteMPredictionMofMProteinsMwithMOrganicMwompoundsMorMPeptidesMUsingM–uLuXYMWebM
ServersbMMethodsgingMoleculargBiologyZM2016ZMehehZMggahi 1.4 4

56 MeasuredMandMpredictedMaffinitiesMofMbindingMandMrelativeMpotenciesMtoMactivateMtheMuhRMofMPu·sM
andMtheirMalkylatedManaloguesbMChemosphereZM2015ZMegmZMfgam 8.4 27
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55 ·igharesolutionMproteinaproteinMdockingMbyMglobalMoptimizationnMrecentMadvancesMandMfutureM
challengesbMCurrentgOpiniongingStructuralgBiologyZM2015ZMgiZMfhage 8.1 30

54 zactorsMaffectingMredoxMpotentialMandMdifferentialMsensitivityMofMSoxRMtoMredoxaactiveMcompoundsbM
MoleculargMicrobiologyZM2015ZMmkZMldlafe 4.1 13

53 –alaxyPepxocknMaMproteinapeptideMdockingMtoolMbasedMonMinteractionMsimilarityMandMenergyM
optimizationbMNucleicgAcidsgResearchZM2015ZMhgZMWhgeai 20.1 149

52 PotentialMupplicationMofMulchemicalMzreeMynergyMSimulationsMtoMxiscriminateM–PwRMLigandMyfficacybM
JournalgofgChemicalgTheorygandgComputationZM2015ZMeeZMefiiajj 6.4 8

51 vlindMpredictionMofMinterfacialMwaterMpositionsMinMwuPRαbMProteins:gStructurevgFunctiongandg
BioinformaticsZM2014ZMlfZMjfdagf 4.2 43

50 –alaxySitenMligandabindingasiteMpredictionMbyMusingMmolecularMdockingbMNucleicgAcidsgResearchZM2014ZM
hfZMWfedah 20.1 55

49 StructureMofMvacciniaMvirusMuhjZManMinhibitorMofMTLRhMsignalingMpathwayZMshowsMtheMconformationMofM
VαPyRMmotifbMProteingScienceZM2014ZMfgZMmdjaeh 6.3 11

48 ProteinMloopMmodelingMusingMaMnewMhybridMenergyMfunctionMandMitsMapplicationMtoMmodelingMinM
inaccurateMstructuralMenvironmentsbMPLoSgONEZM2014ZMmZMeeeglee 3.7 54

47 NewMmolecularMinteractionMofMααuVNtrWMandM·PrMfromMvurkholderiaMpseudomalleiMidentifiedMbyMXarayM
crystallographyMandMdockingMstudiesbMProteins:gStructurevgFunctiongandgBioinformaticsZM2013ZMleZMehmmaidl4.2 2

46 –alaxyxockfnMproteinaligandMdockingMusingMbetaacomplexMandMglobalMoptimizationbMJournalgofg
ComputationalgChemistryZM2013ZMghZMfjhkaij 3.5 44

45 ulternativeMzincabindingMsitesMexplainMtheMredoxMsensitivityMofMzincacontainingMantiasigmaMfactorsbM
Proteins:gStructurevgFunctiongandgBioinformaticsZM2013ZMleZMejhhaif 4.2 6

44 WhatMstabilizesMcloseMarginineMpairingMinMproteinssbMPhysicalgChemistrygChemicalgPhysicsZM2013ZMeiZMilhhaig3.6 30

43 –alaxy–emininMaMwebMserverMforMproteinMhomoaoligomerMstructureMpredictionMbasedMonMsimilaritybM
BioinformaticsZM2013ZMfmZMedklald 7.2 30

42 –alaxyRefinenMProteinMstructureMrefinementMdrivenMbyMsideachainMrepackingbMNucleicgAcidsgResearchZM
2013ZMheZMWglhal 20.1 403

41 SwitchableMNanoporousMSheetsMbyMtheMuqueousMSelfaussemblyMofMuromaticMMacrobicyclesbM
AngewandtegChemieZM2013ZMefiZMjiihajiik 3.6 21

40 wommunityawideMevaluationMofMmethodsMforMpredictingMtheMeffectMofMmutationsMonMproteinaproteinM
interactionsbMProteins:gStructurevgFunctiongandgBioinformaticsZM2013ZMleZMemldak 4.2 78

39 xiscoveryZMdesignMandMsynthesisMofMYashapedMperoxisomeMproliferatoraactivatedMreceptorM˛·MagonistsM
asMpotentMantiaobesityMagentsMinMvivobMEuropeangJournalgofgMedicinalgChemistryZM2012ZMigZMemdafdf 6.8 10

38 –alaxyxocknMproteinaligandMdockingMwithMflexibleMproteinMsideachainsbMJournalgofgChemicalg
InformationgandgModelingZM2012ZMifZMgffiagf 6.1 44

(2012-2015)
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37 PulsatingMtubulesMfromMnoncovalentMmacrocyclesbMScienceZM2012ZMggkZMeifeaj 33.3 250

36 –alaxyWyvMserverMforMproteinMstructureMpredictionMandMrefinementbMNucleicgAcidsgResearchZM2012ZMhdZMWfmhak20.1 335

35 –alaxyTvMnMtemplateabasedMmodelingMbyMbuildingMaMreliableMcoreMandMrefiningMunreliableMlocalM
regionsbMBMCgBioinformaticsZM2012ZMegZMeml 3.6 64

34 RefinementMofMunreliableMlocalMregionsMinMtemplateabasedMproteinMmodelsbMProteins:gStructurevg
FunctiongandgBioinformaticsZM2012ZMldZMemkhalj 4.2 47

33 wontributionMofMwounterionMyntropyMtoMtheMSaltaαnducedMTransitionMvetweenMvaxNuMandMZaxNubM
BulletingofgthegKoreangChemicalgSocietyZM2012ZMggZMgkemagkfj 1.2 2

32 TransmembraneMsignalingMofMchemotaxisMreceptorMtarnMinsightsMfromMmolecularMdynamicsMsimulationM
studiesbMBiophysicalgJournalZM2011ZMeddZMfmiiajg 2.9 32

31 wommunityawideMassessmentMofMproteinainterfaceMmodelingMsuggestsMimprovementsMtoMdesignM
methodologybMJournalgofgMoleculargBiologyZM2011ZMhehZMflmagdf 6.5 114

30 xeMnovoMproteinMstructureMpredictionMbyMdynamicMfragmentMassemblyMandMconformationalMspaceM
annealingbMProteins:gStructurevgFunctiongandgBioinformaticsZM2011ZMkmZMfhdgaek 4.2 46

29 RefinementMofMproteinMterminiMinMtemplateabasedMmodelingMusingMconformationalMspaceMannealingbM
Proteins:gStructurevgFunctiongandgBioinformaticsZM2011ZMkmZMfkfiagh 4.2 19

28 LigxockwSunMproteinaligandMdockingMusingMconformationalMspaceMannealingbMJournalgofg
ComputationalgChemistryZM2011ZMgfZMgffjagf 3.5 29

27 TheMzuLwaLoopMwebMserverMforMproteinMloopMmodelingbMNucleicgAcidsgResearchZM2011ZMgmZMWfedah 20.1 72

26 wooperativityMandMspecificityMofMwysf·isfMzincMfingerMproteinaxNuMinteractionsnMaMmolecularM
dynamicsMsimulationMstudybMJournalgofgPhysicalgChemistrygBZM2010ZMeehZMkjjfake 3.4 33

25 TransitionMbetweenMvaxNuMandMZaxNunMfreeMenergyMlandscapeMforMtheMvaZMjunctionMpropagationbM
JournalgofgPhysicalgChemistrygBZM2010ZMeehZMmlkfale 3.4 24

24 SelfaxissociatingMTubulesMfromM·elicalMStackingMofMNoncovalentMMacrocyclesbMAngewandtegChemieZM
2010ZMeffZMljhmaljig 3.6 17

23 ProteinMloopMmodelingMbyMusingMfragmentMassemblyMandManalyticalMloopMclosurebMProteins:gStructurevg
FunctiongandgBioinformaticsZM2010ZMklZMghflagj 4.2 77

22 StrengthMofMwalphaa·bbbOqwMhydrogenMbondsMinMtransmembraneMproteinsbMJournalgofgPhysicalg
ChemistrygBZM2008ZMeefZMedheal 3.4 35

21 uMstatisticalMrescoringMschemeMforMproteinaligandMdockingnMwonsiderationMofMentropicMeffectbMProteins:g
StructurevgFunctiongandgBioinformaticsZM2008ZMkdZMedkhalg 4.2 24

20 ProteinMLoopMModelingMUsingMzragmentMussemblybMJournalgofgthegKoreangPhysicalgSocietyZM2008ZMifZMeegkaeehf0.6 6
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19 UseMofMtheMWeightedM·istogramMunalysisMMethodMforMtheMunalysisMofMSimulatedMandMParallelM
TemperingMSimulationsbMJournalgofgChemicalgTheorygandgComputationZM2007ZMgZMfjahe 6.4 367

18 ResultantsMandMloopMclosurebMInternationalgJournalgofgQuantumgChemistryZM2006ZMedjZMekjaelm 2.1 39

17 TheMflexibilityMinMtheMprolineMringMcouplesMtoMtheMproteinMbackbonebMProteingScienceZM2005ZMehZMedeeal 6.3 68

16
RotationalMsuperpositionMandMleastMsquaresnMtheMSVxMandMquaternionsMapproachesMyieldMidenticalM
resultsbMReplyMtoMtheMprecedingMcommentMbyM–bMδnellerbMJournalgofgComputationalgChemistryZM2005ZM
fjZMejjgai

3.5 12

15 unalyticMdensityafunctionalMselfaconsistentafieldMtheoryMofMdiblockMcopolymersMnearMpatternedM
surfacesbMJournalgofgChemicalgPhysicsZM2004ZMefdZMkekhalf 3.9 10

14 uMkinematicMviewMofMloopMclosurebMJournalgofgComputationalgChemistryZM2004ZMfiZMiedafl 3.5 206

13 UsingMquaternionsMtoMcalculateMRMSxbMJournalgofgComputationalgChemistryZM2004ZMfiZMelhmaik 3.5 239

12 MOPyxnMmethodMforMoptimizingMphysicalMenergyMparametersMusingMdecoysbMJournalgofgComputationalg
ChemistryZM2003ZMfhZMlmamk 3.5 18

11 ParameterMoptimizationMforMtheM–aussianMmodelMofMproteinMfoldingbMPolymerZM2002ZMhgZMhmiaide 3.9 5

10 PolymerMmeltsMandMpolymerMsolutionsMnearMpatternedMsurfacesbMJournalgofgChemicalgPhysicsZM2000ZM
eefZMjhhgajhie 3.9 19

9 PolymerMblendsMnearMpatternedMsurfacesbMJournalgofgChemicalgPhysicsZM2000ZMeefZMjhifajhjd 3.9 16

8 vulkMandMsurfaceMnucleationMofMtheMorderadisorderMtransitionMinbMJournalgofgPhysicsgCondensedgMatterZM
1998ZMedZMhiajd 1.8 6

7 NucleationMinMnaalkanesnMuMdensityafunctionalMapproachbMJournalgofgChemicalgPhysicsZM1998ZMedmZMkmlfakmmd3.9 31

6 MechanismMofMugYMorderingMinMugαbMPhysicalgReviewgBZM1998ZMilZMiehjaiehl 3.3 8

5
αnsertionaduplicationMmutagenesisMinMStreptococcusMpneumoniaenMtargetingMfragmentMlengthMisMaM
criticalMparameterMinMuseMasMaMrandomMinsertionMtoolbMAppliedgandgEnvironmentalgMicrobiologyZM1998ZM
jhZMhkmjaldf

4.8 33

4 OrderMaMdisorderMtransitionMinMnMaMdensityMfunctionalMapproachbMJournalgofgPhysicsgCondensedgMatterZM
1997ZMmZMlkaedf 1.8 10

3 PhaseMtransitionsMinMugαbMPhysicalgReviewgBZM1997ZMijZMeehliaeehmf 3.3 20

2 StructureZMxynamicsZMReceptorMvindingZMandMuntibodyMvindingMofMzullyaglycosylatedMzullalengthM
SuRSawoVafMSpikeMProteinMinMaMViralMMembrane 1

(-2007)
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1 –alaxyWaterawNNnMPredictionMofMWaterMPositionsMonMtheMProteinMStructureMbyMaMgxawonvolutionalM
NeuralMNetworkbMJournalgofgChemicalgInformationgandgModelingZ 6.1 1

Chaok Seok

8


