
Michael Feig

ListgofgPublicationsgbygYearging
DescendinggOrder

Source:ghttps:xxexalyvcomxauthorupdfx2y98335xmichaelufeigupublicationsubyuyearvpdf

Version:g2y24uy4uy9g

ThisgdocumentghasgbeenggeneratedgbasedgongthegpublicationsgandgcitationsgrecordedgbygexalyvcomvgForg

theglatestgversiongofgthisgpublicationglisttgvisitgtheglinkggivengabovev

ThegthirdgcolumngisgthegimpactgfactorgoIFpgofgthegjournaltgandgthegfourthgcolumngisgthegnumbergofg

citationsgofgthegarticlev

165
papers

16,371
citations

49
h-index

127
g-index

180
ext. papers

19,487
ext. citations

5.7
avg, IF

6.99
L-index



j Paper IF Citations

165 σroteinLassemblyLandLcrowdingLsimulationsbbLCurrentgOpiniongingStructuralgBiologyYL2022YLkgYLedfghd 8.1 5

164 σhysicsabasedLproteinLstructureLrefinementLinLtheLeraLofLartificialLintelligencebLProteins:gStructurevg
FunctiongandgBioinformaticsYL2021YLlmYLelkdaellk 4.2 5

163 χeducedLefficacyLofLaLψrcLkinaseLinhibitorLinLcrowdedLproteinLsolutionbLNaturegCommunicationsYL
2021YLefYLhdmm 17.4 5

162 βewLparallelLcomputingLalgorithmLofLmolecularLdynamicsLforLextremelyLhugeLscaleLbiologicalL
systemsbLJournalgofgComputationalgChemistryYL2021YLhfYLfgeafhe 3.5 8

161 “mprovedLψamplingLψtrategiesLforLσroteinLαodelLχefinementLvasedLonLαolecularLxynamicsL
ψimulationbLJournalgofgChemicalgTheorygandgComputationYL2021YLekYLemgeaemhg 6.4 8

160
viosynthesisLandLtraffickingLofLhemeLandLhemeLnLnewLstructuralLinsightsLandLtheirLimplicationsLforL
reactionLmechanismsLandLprenylatedLhemeLtransferbLCriticalgReviewsgingBiochemistrygandgMolecularg
BiologyYL2021YLijYLjhdajjl

8.7 2

159 wrowdingLaffectsLstructuralLdynamicsLandLcontributesLtoLmembraneLassociationLofLtheLβψgchuL
complexbLBiophysicalgJournalYL2021YLefdYLgkmiagldj 2.9 2

158 whargeadrivenLcondensationLofLχβuLandLproteinsLsuggestsLbroadLroleLofLphaseLseparationLinL
cytoplasmicLenvironmentsbLELifeYL2021YLedYL 8.9 4

157 TheLendoplasmicLreticulumLacetyltransferasesLuTaseecβuTlvLandLuTasefcβuTlLareLdifferentiallyL
regulatedLtoLadjustLengagementLofLtheLsecretoryLpathwaybLJournalgofgNeurochemistryYL2020YLeihYLhdhahfg6 4

156 ψhortLdisorderedLproteinLsegmentLregulatesLcrossaspeciesLtransmissionLofLaLyeastLprionbLNatureg
ChemicalgBiologyYL2020YLejYLkijakji 11.7 10

155 αodelingLofLψevereLucuteLχespiratoryLψyndromeLworonavirusLfLTψuχψawoVafULσroteinsLbyLαachineL
LearningLandLσhysicsavasedLχefinementL2020YL 42

154 HighaaccuracyLproteinLstructuresLbyLcombiningLmachinealearningLwithLphysicsabasedLrefinementbL
Proteins:gStructurevgFunctiongandgBioinformaticsYL2020YLllYLjgkajhf 4.2 21

153
ucceleratingLtheLGeneralizedLvornLwithLαolecularLVolumeLandLψolventLuccessibleLψurfaceLureaL
“mplicitLψolventLαodelLUsingLGraphicsLσrocessingLUnitsbLJournalgofgComputationalgChemistryYL2020YL
heYLlgdalgl

3.5 7

152 wrowdedLenvironmentLaffectsLtheLactivityLandLinhibitionLofLtheLβψgchuLproteasebLBiochimieYL2020YL
ekjYLejmaeld 4.6 10

151 ThermalLψtabilityLofLσeptideLβucleicLucidLwomplexesbLJournalgofgPhysicalgChemistrygBYL2019YLefgYLlejlalekk3.4 9

150 yffectLofLproteinaproteinLinteractionsLandLsolventLviscosityLonLtheLrotationalLdiffusionLofLproteinsLinL
crowdedLenvironmentsbLPhysicalgChemistrygChemicalgPhysicsYL2019YLfeYLlkjallg 3.6 27

149 xrivenLtoLnearaexperimentalLaccuracyLbyLrefinementLviaLmolecularLdynamicsLsimulationsbLProteins:g
StructurevgFunctiongandgBioinformaticsYL2019YLlkYLefjgaefki 4.2 29
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148 WholeawellLαodelsLandLψimulationsLinLαolecularLxetailbLAnnualgReviewgofgCellgandgDevelopmentalg
BiologyYL2019YLgiYLemeafee 12.6 24

147 αodelingLwrowdedLynvironmentLinLαolecularLψimulationsbLFrontiersgingMoleculargBiosciencesYL2019YL
jYLlj 5.6 17

146 TheLphageLLLcapsidLdecorationLproteinLhasLaLnovelLπvafoldLandLanLunusualLcapsidLbindingLstrategybL
ELifeYL2019YLlYL 8.9 6

145 wlusteringLandLdynamicsLofLcrowdedLproteinsLnearLmembranesLandLtheirLinfluenceLonLmembraneL
bendingbLProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaYL2019YLeejYLfhijfafhijk11.5 21

144 σredictionLofLαembraneLσermeationLofLxrugLαoleculesLbyLwombiningLanL“mplicitLαembraneLαodelL
withLαachineLLearningbLJournalgofgChemicalgInformationgandgModelingYL2019YLimYLeehkaeejf 6.1 14

143 ψtructureLrefinementLofLmembraneLproteinsLviaLmolecularLdynamicsLsimulationsbLProteins:g
StructurevgFunctiongandgBioinformaticsYL2018YLljYLkglakid 4.2 12

142 σχyzαxnLaLwebLserverLforLproteinLstructureLrefinementLviaLmolecularLdynamicsLsimulationsbL
BioinformaticsYL2018YLghYLedjgaedji 7.2 20

141 HigharesolutionLgxLmodelsLofLwaulobacterLcrescentusLchromosomeLrevealLgenomeLstructuralL
variabilityLandLorganizationbLNucleicgAcidsgResearchYL2018YLhjYLgmgkagmif 20.1 19

140 WhatLmakesLitLdifficultLtoLrefineLproteinLmodelsLfurtherLviaLmolecularLdynamicsLsimulationssbL
Proteins:gStructurevgFunctiongandgBioinformaticsYL2018YLljLψupplLeYLekkaell 4.2 28

139 HighaσerformanceLxataLunalysisLonLtheLvigLTrajectoryLxataLofLwellularLψcaleLullaatomLαolecularL
xynamicsLψimulationsbLJournalgofgPhysics:gConferencegSeriesYL2018YLedgjYL 0.3 4

138 whallengesLandLopportunitiesLinLconnectingLsimulationsLwithLexperimentsLviaLmolecularLdynamicsL
ofLcellularLenvironmentsbLJournalgofgPhysics:gConferencegSeriesYL2018YLedgjYL 0.3 10

137 χoleLofLproteinLinteractionsLinLstabilizingLcanonicalLxβuLfeaturesLinLsimulationsLofLxβuLinLcrowdedL
environmentsbLBMCgBiophysicsYL2018YLeeYLl 0 2

136 yxperimentalLaccuracyLinLproteinLstructureLrefinementLviaLmolecularLdynamicsLsimulationsbL
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaYL2018YLeeiYLegfkjaegfle11.5 43

135 “ntramolecularLxiffusionLinL˛–aψynucleinnL“tLxependsLonLHowLYouLαeasureL“tbLBiophysicalgJournalYL
2018YLeeiYLeemdaeemm 2.9 5

134 “mprovedLzorceLzieldsLforLσeptideLβucleicLucidsLwithLπptimizedLvackboneLTorsionLσarametersbL
JournalgofgChemicalgTheorygandgComputationYL2018YLehYLgjdgagjfd 6.4 10

133 “nfluenceLofLproteinLcrowderLsizeLonLhydrationLstructureLandLdynamicsLinLmacromolecularL
crowdingbLChemicalgPhysicsgLettersYL2017YLjkeYLjgakd 2.5 27

132 –ineticsLofLnucleotideLentryLintoLχβuLpolymeraseLactiveLsiteLprovidesLmechanismLforLefficiencyLandL
fidelitybLBiochimicagEtgBiophysicagActagwgGenegRegulatorygMechanismsYL2017YLeljdYLhlfahmd 6 6

131
HeterogeneousLdielectricLgeneralizedLvornLmodelLwithLaLvanLderLWaalsLtermLprovidesLimprovedL
associationLenergeticsLofLmembraneaembeddedLtransmembraneLhelicesbLJournalgofgComputationalg
ChemistryYL2017YLglYLegdlaegfd

3.5 8
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130 xiscriminationLofLβativealikeLψtatesLofLαembraneLσroteinsLwithL“mplicitLαembraneabasedLψcoringL
zunctionsbLJournalgofgChemicalgTheorygandgComputationYL2017YLegYLgdhmagdim 6.4 5

129 womputationalLproteinLstructureLrefinementnLulmostLthereYLyetLstillLsoLfarLtoLgobLWileyg
InterdisciplinarygReviews:gComputationalgMoleculargScienceYL2017YLkYLeegdk 7.9 49

128 HybridLullautomcwoarseaGrainedLψimulationsLofLσroteinsLbyLxirectLwouplingLofLwHuχααLandL
σχ“απLzorceLzieldsbLJournalgofgChemicalgTheorygandgComputationYL2017YLegYLikigaikji 6.4 23

127 xeterminationLofLHydrophobicLLengthsLofLαembraneLσroteinsLwithLtheLHxGvL“mplicitLαembraneL
αodelbLJournalgofgChemicalgInformationgandgModelingYL2017YLikYLgdgfagdhf 6.1 7

126 “nteractionLofLintramembraneLmetalloproteaseLψpo“VzvLwithLsubstrateLσroaˇ�bLProceedingsgofgtheg
NationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaYL2017YLeehYLyedjkkayedjlj 11.5 10

125 ψlowaxownLinLxiffusionLinLwrowdedLσroteinLψolutionsLworrelatesLwithLTransientLwlusterLzormationbL
JournalgofgPhysicalgChemistrygBYL2017YLefeYLeedkfaeedlh 3.4 62

124 wrowdingLinLwellularLynvironmentsLatLanLutomisticLLevelLfromLwomputerLψimulationsbLJournalgofg
PhysicalgChemistrygBYL2017YLefeYLlddmaldfi 3.4 89

123 wHuχααgjmnLanLimprovedLforceLfieldLforLfoldedLandLintrinsicallyLdisorderedLproteinsbLNatureg
MethodsYL2017YLehYLkeakg 21.6 1819

122 αolecularLxynamicsLψimulationsLofLviomoleculesLinLwellularLynvironmentsbLMoleculargScienceYL2017YL
eeYLuddmh 0 2

121
ThermodynamicsLofLαacromolecularLussociationLinLHeterogeneousLwrowdingLynvironmentsnL
TheoreticalLandLψimulationLψtudiesLwithLaLψimplifiedLαodelbLJournalgofgPhysicalgChemistrygBYL2016YL
efdYLeelijaeelji

3.4 20

120 xnawLtrapsLxnavLasLanLopenLringLandLremodelsLtheLdomainLthatLbindsLprimasebLNucleicgAcidsg
ResearchYL2016YLhhYLfedafd 20.1 21

119 αolecularLdynamicsLsimulationsLofLbiologicalLmembranesLandLmembraneLproteinsLusingLenhancedL
conformationalLsamplingLalgorithmsbLBiochimicagEtgBiophysicagActagwgBiomembranesYL2016YLelilYLejgiaie3.8 88

118 LongaχangeLψignalingLinLαutψLandLαψHLHomologsLviaLψwitchingLofLxynamicLwommunicationL
σathwaysbLPLoSgComputationalgBiologyYL2016YLefYLeeddieim 5 6

117 viomolecularLinteractionsLmodulateLmacromolecularLstructureLandLdynamicsLinLatomisticLmodelLofL
aLbacterialLcytoplasmbLELifeYL2016YLiYL 8.9 161

116 σroteinLstructureLrefinementLviaLmolecularadynamicsLsimulationsnLWhatLworksLandLwhatLdoesLnotsbL
Proteins:gStructurevgFunctiongandgBioinformaticsYL2016YLlhLψupplLeYLflfamf 4.2 52

115 LocalLσroteinLψtructureLχefinementLviaLαolecularLxynamicsLψimulationsLwithLlocσχyzαxbLJournalg
ofgChemicalgInformationgandgModelingYL2016YLijYLegdhaef 6.1 39

114 “ntrinsicLvaseaσairLχearrangementLinLtheLHairpinLχibozymeLxirectsLχβuLwonformationalLψamplingL
andLTertiaryL“nterfaceLzormationbLJournalgofgPhysicalgChemistrygBYL2016YLefdYLedlliaedlml 3.4 3

113 ziveLcheckpointsLmaintainingLtheLfidelityLofLtranscriptionLbyLχβuLpolymerasesLinLstructuralLandL
energeticLdetailsbLNucleicgAcidsgResearchYL2015YLhgYLeeggahj 20.1 18
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112
TheLyvolutionarilyLwonservedLwaterminalLxomainsLinLtheLαammalianLχetinoblastomaLTumorL
ψuppressorLzamilyLψerveLasLxualLχegulatorsLofLσroteinLψtabilityLandLTranscriptionalLσotencybL
JournalgofgBiologicalgChemistryYL2015YLfmdYLehhjfaki

5.4 6

111 αolecularLyvidenceLforLzunctionalLxivergenceLandLxecayLofLaLTranscriptionLzactorLxerivedLfromL
WholeaGenomeLxuplicationLinLurabidopsisLthalianabLPlantgPhysiologyYL2015YLejlYLekekagh 6.6 20

110
Gyβyψ“ψnLaLhybridaparallelLandLmultiascaleLmolecularLdynamicsLsimulatorLwithLenhancedLsamplingL
algorithmsLforLbiomolecularLandLcellularLsimulationsbLWileygInterdisciplinarygReviews:gComputationalg
MoleculargScienceYL2015YLiYLgedagfg

7.9 107

109 wompleteLatomisticLmodelLofLaLbacterialLcytoplasmLforLintegratingLphysicsYLbiochemistryYLandL
systemsLbiologybLJournalgofgMoleculargGraphicsgandgModellingYL2015YLilYLeam 2.8 49

108 αutationalLandLwomputationalLyvidenceLThatLaLβickelaTransferLTunnelLinLUrexL“sLUsedLforL
uctivationLofL–lebsiellaLaerogenesLUreasebLBiochemistryYL2015YLihYLjgmfahde 3.2 26

107 χoleLofLtheLnWeLaminoLacidLresidueLonLtheLdeamidationLofLasparagineLinLpentapeptidesbLMolecularg
PhysicsYL2015YLeegYLglgmaglhl 1.7 1

106 xensityabiasedLsamplingnLaLrobustLcomputationalLmethodLforLstudyingLporeLformationLinL
membranesbLJournalgofgChemicalgTheorygandgComputationYL2015YLeeYLghgaid 6.4 17

105 “nteractionsLofLaminoLacidLsideachainLanalogsLwithinLmembraneLenvironmentsbLJournalgofgPhysicalg
ChemistrygBYL2015YLeemYLflkkali 3.4 15

104
TransferringLtheLσχ“απLwoarseaGrainedLzorceLzieldLtoLtheLαembraneLynvironmentnLψimulationsLofL
αembraneLσroteinsLandLHelixaHelixLussociationbLJournalgofgChemicalgTheorygandgComputationYL2014YL
edYLghimaghkf

6.4 26

103 wonformationalLpreferencesLofLxβuLinLreducedLdielectricLenvironmentsbLJournalgofgPhysicalg
ChemistrygBYL2014YLeelYLedlkhale 3.4 21

102 xifferentialLmismatchLrecognitionLspecificitiesLofLeukaryoticLαutψLhomologsYLαutψ˛–LandLαutψ˛†bL
BiophysicalgJournalYL2014YLedjYLfhlgamf 2.9 18

101 σhysicsabasedLproteinLstructureLrefinementLthroughLmultipleLmolecularLdynamicsLtrajectoriesLandL
structureLaveragingbLProteins:gStructurevgFunctiongandgBioinformaticsYL2014YLlfLψupplLfYLemjafdk 4.2 86

100 vindingLsiteLmultiplicityLwithLfattyLacidLligandsnLimplicationsLforLtheLregulationLofLσ–χLkinaseL
autophosphorylationLwithLpalmitatebLProteins:gStructurevgFunctiongandgBioinformaticsYL2014YLlfYLfhfmahf 4.2 3

99 χecentLadvancesLinLtransferableLcoarseagrainedLmodelingLofLproteinsbLAdvancesgingProteingChemistryg
andgStructuralgBiologyYL2014YLmjYLehgald 5.3 33

98 χoleLofLtheLessentialLlightLchainLinLtheLactivationLofLsmoothLmuscleLmyosinLbyLregulatoryLlightLchainL
phosphorylationbLJournalgofgStructuralgBiologyYL2014YLeliYLgkialf 3.4 25

97 womputationalLsimulationLstrategiesLforLanalysisLofLmultisubunitLχβuLpolymerasesbLChemicalg
ReviewsYL2013YLeegYLlihjajj 68.1 15

96 xβuLbendingLpropensityLinLtheLpresenceLofLbaseLmismatchesnLimplicationsLforLxβuLrepairbLJournalg
ofgPhysicalgChemistrygBYL2013YLeekYLjemhafdi 3.4 31

95 χeachingLnewLlevelsLofLrealismLinLmodelingLbiologicalLmacromoleculesLinLcellularLenvironmentsbL
JournalgofgMoleculargGraphicsgandgModellingYL2013YLhiYLehhaij 2.8 49

(2013-2015)
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94 ynergeticLandLstructuralLdetailsLofLtheLtriggeraloopLclosingLtransitionLinLχβuLpolymeraseL““bL
BiophysicalgJournalYL2013YLediYLkjkaki 2.9 25

93 xynamicLHeterogeneousLxielectricLGeneralizedLvornLTxHxGvUnLunLimplicitLmembraneLmodelLwithLaL
dynamicallyLvaryingLbilayerLthicknessbLJournalgofgChemicalgTheorygandgComputationYL2013YLmYLekdmaekem 6.4 40

92 σχ“απnLuLTransferableLwoarseagrainedLzorceLzieldLforLσroteinsbLJournalgofgChemicalgTheorygandg
ComputationYL2013YLmYLgkjmagkll 6.4 71

91 σroteinLψtructureLχefinementLthroughLψtructureLψelectionLandLuveragingLfromLαolecularLxynamicsL
ynsemblesbLJournalgofgChemicalgTheorygandgComputationYL2013YLmYLefmhaegdg 6.4 75

90 χeducedLnativeLstateLstabilityLinLcrowdedLcellularLenvironmentLdueLtoLproteinaproteinLinteractionsbL
JournalgofgthegAmericangChemicalgSocietyYL2013YLegiYLgjmjakde 16.4 121

89
“nterionicLhydrationLstructuresLofLβawlLinLaqueousLsolutionnLaLcombinedLstudyLofLquantumL
mechanicalLclusterLcalculationsLandLφαcyzσaαxLsimulationsbLJournalgofgPhysicalgChemistrygBYL2013YL
eekYLflmami

3.4 37

88 χoleLofLconformationalLsamplingLofLψerejLandLThrekaphosphorylatedLphospholambanLinL
interactionsLwithLψyχwubLBiochimicagEtgBiophysicagActagwgBiomembranesYL2013YLelflYLikkali 3.8 13

87 ψolventLelectronicLpolarizationLeffectsLonLβaTWUaβaTWULandLwlTaUawlTaULpairLassociationsLinLaqueousL
solutionbLJournalgofgPhysicalgChemistrygBYL2013YLeekYLmfkgam 3.4 19

86 fσefdLwonformationalLψamplingLofLβucleicLucidsLinLwellularLynvironmentsTdiubLβucleicLacidnL
ψtructureLRLσropertyYσosterUbLSeibutsugButsuriYL2013YLigYLψekl 0

85 αolecularLdynamicsLtrajectoryLcompressionLwithLaLcoarseagrainedLmodelbLIEEE/ACMgTransactionsgong
ComputationalgBiologygandgBioinformaticsYL2012YLmYLhkjalj 3 6

84 wonformationalLsamplingLofLpeptidesLinLtheLpresenceLofLproteinLcrowdersLfromLuucwGamultiscaleL
simulationsbLJournalgofgPhysicalgChemistrygBYL2012YLeejYLljedafd 3.4 42

83 “nclusionLofLmanyabodyLeffectsLinLtheLadditiveLwHuχααLproteinLwαuσLpotentialLresultsLinL
enhancedLcooperativityLofL˛–ahelixLandL˛†ahairpinLformationbLBiophysicalgJournalYL2012YLedgYLedhiaie 2.9 105

82
πptimizationLofLtheLadditiveLwHuχααLallaatomLproteinLforceLfieldLtargetingLimprovedLsamplingLofL
theLbackboneLˇ�YLˇ�LandLsideachainLˇ�TeULandLˇ�TfULdihedralLanglesbLJournalgofgChemicalgTheorygandg
ComputationYL2012YLlYLgfikagfkg

6.4 2511

81 VariableLinteractionsLbetweenLproteinLcrowdersLandLbiomolecularLsolutesLareLimportantLinL
understandingLcellularLcrowdingbLJournalgofgPhysicalgChemistrygBYL2012YLeejYLimmajdi 3.4 104

80 σroteinLcrowdingLaffectsLhydrationLstructureLandLdynamicsbLJournalgofgthegAmericangChemicalg
SocietyYL2012YLeghYLhlhfam 16.4 146

79 vaseaflippingLmechanismLinLpostmismatchLrecognitionLbyLαutψbLBiophysicalgJournalYL2011YLedeYLfffgage 2.9 21

78 wonformationalLψamplingLinLψtructureLσredictionLandLχefinementLwithLutomisticLandL
woarseaGrainedLαodelsL2011YLliaedm 3

77 yffectLofLflankingLresiduesLonLtheLconformationalLsamplingLofLtheLinternalLfusionLpeptideLfromL
ybolaLvirusbLProteins:gStructurevgFunctiongandgBioinformaticsYL2011YLkmYLeedmaek 4.2 11
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76 αolecularLmechanismLbyLwhichLpalmitateLinhibitsLσ–χLautophosphorylationbLBiochemistryYL2011YLidYLeeedam3.2 9

75 ψubstrateLspecificityLofLψpo““GuYLaLsignalatransducingLasparticLproteaseLinLvacillibLJournalgofg
BiochemistryYL2011YLehmYLjjiake 3.1 7

74 αolecularLψimulationLαethodsbLACSgSymposiumgSeriesYL2010YLeiiaekl 0.4 1

73
uLdistinctLtypeLofLglycerolagaphosphateLacyltransferaseLwithLsnafLpreferenceLandLphosphataseL
activityLproducingLfamonoacylglycerolbLProceedingsgofgthegNationalgAcademygofgSciencesgofgtheg
UnitedgStatesgofgAmericaYL2010YLedkYLefdhdai

11.5 137

72 yffectLofLmembraneLthicknessLonLconformationalLsamplingLofLphospholambanLfromLcomputerL
simulationsbLBiophysicalgJournalYL2010YLmlYLldiaeh 2.9 20

71 χβuLpolymeraseL““LwithLopenLandLclosedLtriggerLloopsnLactiveLsiteLdynamicsLandLnucleicLacidL
translocationbLBiophysicalgJournalYL2010YLmmYLfikkalj 2.9 49

70 wonformationalLsamplingLofLinfluenzaLfusionLpeptideLinLmembraneLbilayersLasLaLfunctionLofLterminiL
andLprotonationLstatesbLJournalgofgPhysicalgChemistrygBYL2010YLeehYLehdkaej 3.4 25

69 wonformationalLcouplingYLbridgeLhelixLdynamicsLandLactiveLsiteLdehydrationLinLcatalysisLbyLχβuL
polymerasebLBiochimicagEtgBiophysicagActagwgGenegRegulatorygMechanismsYL2010YLekmmYLikialk 6 26

68 wonformationalLsamplingLofLψaLandLχawarfarinLinLpolarLsolventsnL“mplicationsLforLstereoselectiveL
complexLformationbLComputationalgandgTheoreticalgChemistryYL2010YLmhmYLheaie

67 χβuLpolymeraseL““LflexibilityLduringLtranslocationLfromLnormalLmodeLanalysisbLProteins:gStructurevg
FunctiongandgBioinformaticsYL2010YLklYLhghahj 4.2 22

66 σχ“απcσχ“απβunLaLcoarseagrainedLmodelLforLproteinsLandLnucleicLacidsLthatLpreservesL
nearaatomisticLaccuracybLProteins:gStructurevgFunctiongandgBioinformaticsYL2010YLklYLefjjale 4.2 78

65 ψcoringLconfidenceLindexnLstatisticalLevaluationLofLligandLbindingLmodeLpredictionsbLJournalgofg
ComputerwAidedgMoleculargDesignYL2009YLfgYLflmamm 4.2 10

64 xecipheringLtheLmismatchLrecognitionLcycleLinLαutψLandLαψHfaαψHjLusingLnormalamodeLanalysisbL
BiophysicalgJournalYL2009YLmjYLekdkafd 2.9 22

63 wonformationalLchangeLinLαψHfaαψHjLuponLbindingLxβuLcoupledLtoLuTσaseLactivitybLBiophysicalg
JournalYL2009YLmjYLLjgai 2.9 18

62 wonformationalLsamplingLofLpeptidesLinLcellularLenvironmentsbLBiophysicalgJournalYL2008YLmhYLkhkaim 2.9 47

61 “sLulanineLxipeptideLaLGoodLαodelLforLχepresentingLtheLTorsionalLσreferencesLofLσroteinL
vackbonessbLJournalgofgChemicalgTheorygandgComputationYL2008YLhYLeiiiajh 6.4 65

60 yvidenceLthatLtheLvacillusLsubtilisLψpo““GuLproteinLisLaLnovelLtypeLofLsignalatransducingLasparticL
proteasebLJournalgofgBiologicalgChemistryYL2008YLflgYLeiflkamm 5.4 19

59 “mplicitLψolventLψimulationsLofLviomoleculesLinLwellularLynvironmentsbLAnnualgReportsging
ComputationalgChemistryYL2008YLedkaefe 1.8 3

(2008-2011)
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58
ψamplingLofLnearanativeLproteinLconformationsLduringLproteinLstructureLrefinementLusingLaL
coarseagrainedLmodelYLnormalLmodesYLandLmolecularLdynamicsLsimulationsbLProteins:gStructurevg
FunctiongandgBioinformaticsYL2008YLkdYLeghiaij

4.2 33

57 HighlyLaccurateLbiomolecularLelectrostaticsLinLcontinuumLdielectricLenvironmentsbLJournalgofg
ComputationalgChemistryYL2008YLfmYLlkamk 3.5 89

56 uccurateLpredictionLofLprotonationLstateLasLaLprerequisiteLforLreliableLααaσvTGvUψuLbindingLfreeL
energyLcalculationsLofLH“VaeLproteaseLinhibitorsbLJournalgofgComputationalgChemistryYL2008YLfmYLjkgali 3.5 59

55 σredictionLofLproteinLloopLconformationsLusingLmultiscaleLmodelingLmethodsLwithLphysicalLenergyL
scoringLfunctionsbLJournalgofgComputationalgChemistryYL2008YLfmYLlfdage 3.5 37

54 “mplicitLmembraneLmodelsLforLmembraneLproteinLsimulationbLMethodsgingMoleculargBiologyYL2008YL
hhgYLeleamj 1.4 23

53 –ineticsLfromL“mplicitLψolventLψimulationsLofLviomoleculesLasLaLzunctionLofLViscositybLJournalgofg
ChemicalgTheorygandgComputationYL2007YLgYLekghahl 6.4 59

52 σurificationLandLcharacterizationLofLtheLze““aLandLalphaaketoglutarateadependentLxanthineL
hydroxylaseLfromLuspergillusLnidulansbLBiochemistryYL2007YLhjYLifmgagdh 3.2 26

51 yxtendingLtheLhorizonnLtowardsLtheLefficientLmodelingLofLlargeLbiomolecularLcomplexesLinLatomicL
detailbLTheoreticalgChemistrygAccountsYL2006YLeejYLemhafdi 1.9 47

50
valancingLanLaccurateLrepresentationLofLtheLmolecularLsurfaceLinLgeneralizedLbornLformalismsLwithL
integratorLstabilityLinLmolecularLdynamicsLsimulationsbLJournalgofgComputationalgChemistryYL2006YL
fkYLkemafm

3.5 78

49 TheLunorthodoxLψβuσidLzincLfingerLdomainLcontributesLtoLcooperativeLpromoterLrecognitionLbyL
humanLψβuσwbLJournalgofgBiologicalgChemistryYL2006YLfleYLgedidajd 5.4 13

48 αolecularLdynamicsLsimulationsLofLlargeLintegralLmembraneLproteinsLwithLanLimplicitLmembraneL
modelbLJournalgofgPhysicalgChemistrygBYL2006YLeedYLihlaij 3.4 66

47
ψyntheticLcurcuminoidsLmodulateLtheLarachidonicLacidLmetabolismLofLhumanLplateletL
efalipoxygenaseLandLreduceLsproutLformationLofLhumanLendothelialLcellsbLMoleculargCancerg
TherapeuticsYL2006YLiYLegkealf
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