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j Paper IF Citations

240
ttomicZresolutionLchemicalLcharacterizationLofLUexVjeZkwaLtryptophanLsynthaseLviaLfourZLandL
fiveZdimensionalL—ZdetectedLsolidZstateLNMRaaLProceedingshofhthehNationalhAcademyhofhScienceshofh
thehUnitedhStateshofhAmericaYL2022YLddlYL

11.5 6

239 OptimizationLandLvalidationLofLmultiZstateLNMRLproteinLstructuresLusingLstructuralLcorrelationsaaL
JournalhofhBiomolecularhNMRYL2022YLd 3 0

238 tLuZfactorLforLNOxsraLJournalhofhMagnetichResonanceYL2022YLffkYLdcjdkl 3 0

237 —YLvLandLNLresonanceLassignmentsLandLsolutionLstructuresLofLtheLtwoLRRMLdomainsLofLMatrinZfaL
BiomolecularhNMRhAssignmentsYL2021YLd 0.7

236 ParamagneticLSolidZStateLNMRLtoLβocalizeLtheLMetalZ¹onLvofactorLinLanLOligomericLwnauL—elicaseaL
ChemistryhyhAhEuropeanhJournalYL2021YLejYLjjghZjjhh 4.8 4

235 xvaluationLofLMultiZObjectiveLOptimizationLtlgorithmsLforLNMRLvhemicalLShiftLtssignmentaL
MoleculesYL2021YLeiYL 4.8 1

234 —YLvLandLNLresonanceLassignmentLofLtheLYT—LdomainLofLYT—wveaLBiomolecularhNMRhAssignmentsYL
2021YLdhYLdZj 0.7 0

233 tnLautomatedLiterativeLapproachLforLproteinLstructureLrefinementLusingLpseudocontactLshiftsaL
JournalhofhBiomolecularhNMRYL2021YLjhYLfdlZffg 3 2

232 tutomatedLuackboneLNMRLResonanceLtssignmentLofLβargeLProteinsLUsingLRedundantLβinkingL
fromLaLSingleLSimultaneousLtcquisitionaLJournalhofhthehAmericanhChemicalhSocietyYL2020YLdgeYLhjlfZhjll 16.4 22

231 tutomatedLassignmentLofLmethylLNMRLspectraLfromLlargeLproteinsaLProgresshinhNuclearhMagnetich
ResonancehSpectroscopyYL2020YLddkZddlYLhgZjf 10.4 13

230 uackboneLandLmethylLassignmentLofLbacteriorhodopsinLincorporatedLintoLnanodiscsaLJournalhofh
BiomolecularhNMRYL2020YLjgYLghZic 3 7

229 TheLthreeZdimensionalLstructureLofLhumanL˛†ZendorphinLamyloidLfibrilsaLNaturehStructuralhandh
MolecularhBiologyYL2020YLejYLddjkZddkg 17.6 18

228 ProteinLtllosteryLatLttomicLResolutionaLAngewandtehChemiehyhInternationalhEditionYL2020YLhlYLeedfeZeedfl16.4 6

227 ProteinLtllosteryLatLttomicLResolutionaLAngewandtehChemieYL2020YLdfeYLeefdiZeefef 3.6

226 wynamicsLofLuacteriorhodopsinLinLtheLwarkZtdaptedLStateLfromLSolutionLNuclearLMagneticL
ResonanceLSpectroscopyaLAngewandtehChemiehyhInternationalhEditionYL2020YLhlYLeclihZeclje 16.4 1

225 wynamicsLofLuacteriorhodopsinLinLtheLwarkZtdaptedLStateLfromLSolutionLNuclearLMagneticL
ResonanceLSpectroscopyaLAngewandtehChemieYL2020YLdfeYLeddhdZeddhk 3.6 1

224 tnLatypicalLβ¹RLmotifLwithinLUuthLUubiquitinLlikeLmodifierLactivatingLenzymeLhVLinteractsLwithL
ztutRtPLproteinsLandLmediatesLmembraneLlocalizationLofLUuthaLAutophagyYL2020YLdiYLehiZejc 10.2 16

Peter Gˆ…ntert

2



223 TheLSolutionLStructureLandLwynamicsLofLvdZMetallothioneinLfromLRevealLOptimizationLforLuindingL
vdLoverLZnaLBiochemistryYL2019YLhkYLghjcZghkd 3.2 10

222 ¹ntegratedLNMRLandLcryoZxMLatomicZresolutionLstructureLdeterminationLofLaLhalfZmegadaltonL
enzymeLcomplexaLNaturehCommunicationsYL2019YLdcYLeilj 17.4 46

221 ProteinLStructureLweterminationLinLβivingLvellsaLInternationalhJournalhofhMolecularhSciencesYL2019YL
ecYL 6.3 12

220 zlobalLresponseLofLdiacylglycerolLkinaseLtowardsLsubstrateLbindingLobservedLbyLewLandLfwLMtSL
NMRaLScientifichReportsYL2019YLlYLfllh 4.9 8

219 —ighZResolutionLProteinLfwLStructureLweterminationLinLβivingLxukaryoticLvellsaLAngewandtehChemieh
yhInternationalhEditionYL2019YLhkYLjekgZjekk 16.4 34

218 —ighZResolutionLProteinLfwLStructureLweterminationLinLβivingLxukaryoticLvellsaLAngewandtehChemieYL
2019YLdfdYLjfieZjfii 3.6 5

217 ¹ncludingLProtonsLinLSolidZStateLNMRLResonanceLtssignmentLandLSecondaryLStructureLtnalysismLTheL
xxampleLofLRNtLPolymeraseL¹¹LSubunitsLRpogbjaLFrontiershinhMolecularhBiosciencesYL2019YLiYLdcc 5.6 12

216 tutomaticLstructureZbasedLNMRLmethylLresonanceLassignmentLinLlargeLproteinsaLNatureh
CommunicationsYL2019YLdcYLglee 17.4 18

215 vYtNtL2019YLdZe

214 ProteinLaggregationLofLtheLpifLtranscriptionLfactorLunderliesLsevereLskinLfragilityLinLtxvLsyndromeaL
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaYL2018YLddhYLxlciZxldh 11.5 19

213 vhainLtssemblyLandLwisassemblyLProcessesLwifferentlyLtffectLtheLvonformationalLSpaceLofL
UbiquitinLvhainsaLStructureYL2018YLeiYLeglZehkaeg 5.2 11

212 NoiseLpeakLfilteringLinLmultiZdimensionalLNMRLspectraLusingLconvolutionalLneuralLnetworksaL
BioinformaticsYL2018YLfgYLgfccZgfcd 7.2 12

211 xxtendingLtheLtpplicabilityLofLxxactLNuclearLOverhauserLxnhancementsLtoLβargeLProteinsLandLRNtaL
ChemBioChemYL2018YLdlYLdilh 3.8 9

210 —ighZresolutionLsmallLRNtLstructuresLfromLexactLnuclearLOverhauserLenhancementLmeasurementsL
withoutLadditionalLrestraintsaLCommunicationshBiologyYL2018YLdYLid 6.7 12

209 StructuralLinvestigationLofLglycanLrecognitionLbyLtheLxRtwLqualityLcontrolLlectinLYoslaLJournalhofh
BiomolecularhNMRYL2018YLjeYLdZdc 3 4

208 tutomatedLStructureLweterminationLfromLNMRLSpectraL2018YLgcdZgdk

207 yullyLautomatedLassignmentLofLmethylLresonancesLofLaLfiLkwaLproteinLdimerLfromLsparseLNOxSYL
dataaLJournalhofhPhysics:hConferencehSeriesYL2018YLdcfiYLcdecck 0.3 1

206 StructureLandLdynamicsLconspireLinLtheLevolutionLofLaffinityLbetweenLintrinsicallyLdisorderedL
proteinsaLSciencehAdvancesYL2018YLgYLeaaugdfc 14.3 20

(2018-2019)
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205 ProteomeZwideLanalysisLofLphosphoZregulatedLPwZLdomainLinteractionsaLMolecularhSystemshBiologyYL
2018YLdgYLekdel 12.2 32

204 RegulationLofLtheLtctivityLinLtheLphfLyamilyLwependsLonLtheLOrganizationLofLtheLTransactivationL
womainaLStructureYL2018YLeiYLdcldZddccaeg 5.2 10

203 PeakLpickingLmultidimensionalLNMRLspectraLwithLtheLcontourLgeometryLbasedLalgorithmLvYP¹vΔaL
JournalhofhBiomolecularhNMRYL2017YLijYLifZji 3 21

202 NMRZbasedLautomatedLproteinLstructureLdeterminationaLArchiveshofhBiochemistryhandhBiophysicsYL
2017YLiekYLegZfe 4.1 27

201 SolutionLstructureLofLdiscoidalLhighZdensityLlipoproteinLparticlesLwithLaLshortenedLapolipoproteinL
tZ¹aLNaturehStructuralhandhMolecularhBiologyYL2017YLegYLdkjZdlf 17.6 85

200 weterminationLofLhelixLorientationsLinLaLflexibleLwNtLbyLmultiZfrequencyLxPRLspectroscopyaLPhysicalh
ChemistryhChemicalhPhysicsYL2017YLdlYLelkcdZelkdd 3.6 14

199 SolutionLstructureLofLtheLfirstLRNtLrecognitionLmotifLdomainLofLhumanLspliceosomalLproteinL
SyfbglLandLitsLmodeLofLinteractionLwithLaLSyfbdghLfragmentaLProteinhScienceYL2017YLeiYLekcZeld 6.3 5

198 StructuralLandLfunctionalLdissectionLofLtheLw—LandLP—LdomainsLofLoncogenicLucrZtblLtyrosineL
kinaseaLNaturehCommunicationsYL2017YLkYLedcd 17.4 21

197 TheLxxactLNuclearLOverhauserLxnhancementmLRecentLtdvancesaLMoleculesYL2017YLeeYL 4.8 13

196 tutomatedLStructureLweterminationLfromLNMRLSpectraL2017YLdZdk 1

195 ttomicZresolutionLstructureLofLaLdiseaseZrelevantLt˛†UdZgeVLamyloidLfibrilaLProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaYL2016YLddfYLxgljiZkg 11.5 557

194 NMRL¹nvestigationLofLStructuresLofLzZproteinLvoupledLReceptorLyoldingL¹ntermediatesaLJournalhofh
BiologicalhChemistryYL2016YLeldYLejdjcZejdki 5.4 6

193 TheLvUxLwomainLofLvuedLtlignsLzrowingLUbiquitinLvhainsLwithLUbcjLforLRapidLxlongationaL
MolecularhCellYL2016YLieYLldkZlek 17.6 25

192 NMRZuasedLweterminationLofLtheLfwLStructureLofLtheLβigandZProteinL¹nteractionLSiteLwithoutL
ProteinLResonanceLtssignmentaLJournalhofhthehAmericanhChemicalhSocietyYL2016YLdfkYLgflfZgcc 16.4 38

191 TheLxxactLNOxLasLanLtlternativeLinLxnsembleLStructureLweterminationaLBiophysicalhJournalYL2016YL
ddcYLddfZei 2.9 30

190 SolidZstateLNMRLsequentialLassignmentsLofLtheLNZterminalLdomainLofL—pwnauLhelicaseaL
BiomolecularhNMRhAssignmentsYL2016YLdcYLdfZef 0.7 13

189 ProteinLNMRLStructureLRefinementLbasedLonLuayesianL¹nferenceaLJournalhofhPhysics:hConferenceh
SeriesYL2016YLillYLcdecch 0.3 8

188 ¹mprovedLinZcellLstructureLdeterminationLofLproteinsLatLnearZphysiologicalLconcentrationaLScientifich
ReportsYL2016YLiYLfkfde 4.9 29
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187 SolidZstateLNMRLsequentialLassignmentLofLanLtmyloidZ˛†UdZgeVLfibrilLpolymorphaLBiomolecularhNMRh
AssignmentsYL2016YLdcYLeilZji 0.7 17

186 MechanismLofLTtpjfLinhibitionLbyL˛�NpifLandLstructuralLbasisLofLpifbpjfLheteroZtetramerizationaL
CellhDeathhandhDifferentiationYL2016YLefYLdlfcZdlgc 12.7 22

185 ¹ncreasedLreliabilityLofLnuclearLmagneticLresonanceLproteinLstructuresLbyLconsensusLstructureL
bundlesaLStructureYL2015YLefYLgehZfg 5.2 20

184 TheLR¹NzLdomainLofLhumanLpromyelocyticLleukemiaLproteinLUPMβVaLJournalhofhBiomolecularhNMRYL
2015YLidYLdjfZkc 3 4

183 SystematicLevaluationLofLcombinedLautomatedLNOxLassignmentLandLstructureLcalculationLwithL
vYtNtaLJournalhofhBiomolecularhNMRYL2015YLieYLkdZlh 3 23

182 vombinedLautomatedLNOxLassignmentLandLstructureLcalculationLwithLvYtNtaLJournalhofh
BiomolecularhNMRYL2015YLieYLghfZjd 3 202

181 vomplementarityLandLcongruenceLbetweenLexactLNOxsLandLtraditionalLNMRLprobesLforLspatialL
decodingLofLproteinLdynamicsaLJournalhofhStructuralhBiologyYL2015YLdldYLfciZdj 3.4 14

180 NMRLstructureLcalculationLforLallLsmallLmoleculeLligandsLandLnonZstandardLresiduesLfromLtheLPwuL
vhemicalLvomponentLwictionaryaLJournalhofhBiomolecularhNMRYL2015YLifYLedZfj 3 13

179 ttomicZresolutionLthreeZdimensionalLstructureLofLamyloidL˛†LfibrilsLbearingLtheLOsakaLmutationaL
AngewandtehChemiehyhInternationalhEditionYL2015YLhgYLffdZh 16.4 211

178 vompiledLdataLsetLofLexactLNOxLdistanceLlimitsYLresidualLdipolarLcouplingsLandLscalarLcouplingsLforL
theLproteinLzufaLDatahinhBriefYL2015YLhYLllZdci 1.2 10

177 wieLatomareLdreidimensionaleLStrukturLvonLtmyloidZ˛†ZyibrillenLmitLderLOsakaZMutationaL
AngewandtehChemieYL2015YLdejYLffjZfge 3.6 12

176 tLStructuralLxnsembleLforLtheLxnzymeLvyclophilinLRevealsLanLOrchestratedLModeLofLtctionLatL
ttomicLResolutionaLAngewandtehChemiehyhInternationalhEditionYL2015YLhgYLddihjZid 16.4 23

175 tLStructuralLxnsembleLforLtheLxnzymeLvyclophilinLRevealsLanLOrchestratedLModeLofLtctionLatL
ttomicLResolutionaLAngewandtehChemieYL2015YLdejYLddkefZddkej 3.6 1

174 NMRLxxchangeLyormatmLaLunifiedLandLopenLstandardLforLrepresentationLofLNMRLrestraintLdataaL
NaturehStructuralhandhMolecularhBiologyYL2015YLeeYLgffZg 17.6 26

173
xvaluationLofLtheLreliabilityLofLtheLmaximumLentropyLmethodLforLreconstructingLfwLandLgwL
NOxSYZtypeLNMRLspectraLofLproteinsaLBiochemicalhandhBiophysicalhResearchhCommunicationsYL2015YL
ghjYLeccZh

3.4 4

172 tutomatedLstructureLdeterminationLfromLNMRLspectraaLMethodshinhMolecularhBiologyYL2015YLdeidYLfcfZel1.4 9

171 PeakLpickingLNMRLspectralLdataLusingLnonZnegativeLmatrixLfactorizationaLBMChBioinformaticsYL2014YL
dhYLgi 3.6 13

170 tutomatedLNMRLresonanceLassignmentLstrategyLforLRNtLviaLtheLphosphodiesterLbackboneLbasedL
onLhighZdimensionalLthroughZbondLtPSYLexperimentsaLJournalhofhBiomolecularhNMRYL2014YLhlYLkjZlf 3 15

(2014-2016)
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169 TowardsLaLtrueLproteinLmoviemLaLperspectiveLonLtheLpotentialLimpactLofLtheLensembleZbasedL
structureLdeterminationLusingLexactLNOxsaLJournalhofhMagnetichResonanceYL2014YLegdYLhfZl 3 27

168 tutomatedLresonanceLassignmentLofLtheLedkwaLstereoZarrayLisotopeLlabeledLthioldisulfideL
oxidoreductaseLwsbtaLJournalhofhMagnetichResonanceYL2014YLeglYLkkZlf 3 7

167 SpontaneousLselfZassemblyLofLengineeredLarmadilloLrepeatLproteinLfragmentsLintoLaLfoldedL
structureaLStructureYL2014YLeeYLlkhZlh 5.2 18

166 StructuralLfeaturesLofLpeptoidZpeptideLhybridsLinLlipidZwaterLinterfacesaLFEBShLettersYL2014YLhkkYLfeldZj 3.8 7

165 RuyOXLandLSUPZdeLsandwichLaLzLbaseLtoLcooperativelyLregulateLtissueZspecificLsplicingaLNatureh
StructuralhandhMolecularhBiologyYL2014YLedYLjjkZki 17.6 24

164 ¹nfluenceLofLNMRLwataLvompletenessLonLStructureLweterminationsLofL—omodimericLProteinsaL
JournalhofhthehChinesehChemicalhSocietyYL2014YLidYLdeljZdfci 1.5

163 ¹dentificationLofLresiduesLrequiredLforLstalledZribosomeLrescueLinLtheLcodonZindependentLreleaseL
factorLYaeJaLNucleichAcidshResearchYL2014YLgeYLfdheZif 20.1 28

162 NovelLRNtLrecognitionLmotifLdomainLinLtheLcytoplasmicLpolyadenylationLelementLbindingLproteinLfaL
Proteins:hStructurewhFunctionhandhBioinformaticsYL2014YLkeYLekjlZki 4.2 2

161 vrystalLstructureLofLaLPvPbSfpLcomplexLrevealsLtheLstructuralLbasisLforLcarrierLproteinL
posttranslationalLmodificationaLChemistryhandhBiologyYL2014YLedYLhheZhie 30

160 MultipleZstateLensembleLstructureLdeterminationLfromLeNOxLspectroscopyaLMolecularhPhysicsYL2013
YLdddYLgfjZghg 1.7 21

159 PredictionLofLpeakLoverlapLinLNMRLspectraaLJournalhofhBiomolecularhNMRYL2013YLhiYLddfZef 3

158 PeakmatchmLaLsimpleLandLrobustLmethodLforLpeakLlistLmatchingaLJournalhofhBiomolecularhNMRYL2013YL
hhYLeijZjj 3 7

157 UdV—YLUdfVvYLandLUdhVNLresonanceLassignmentsLofLtheLdsRuwsLofLmouseLRNtLhelicaseLtaLBiomolecularh
NMRhAssignmentsYL2013YLjYLilZje 0.7 1

156 ReliabilityLofLexclusivelyLNOxSYZbasedLautomatedLresonanceLassignmentLandLstructureL
determinationLofLproteinsaLJournalhofhBiomolecularhNMRYL2013YLhjYLdlfZecg 3 23

155 StereospecificLassignmentsLinLproteinsLusingLexactLNOxsaLJournalhofhBiomolecularhNMRYL2013YLhjYLeddZk 3 14

154 xstimatingLstructureLqualityLtrendsLinLtheLProteinLwataLuankLbyLequivalentLresolutionaL
ComputationalhBiologyhandhChemistryYL2013YLgiYLkZdh 3.6 11

153 RecommendationsLofLtheLwwPwuLNMRLValidationLTaskLyorceaLStructureYL2013YLedYLdhifZjc 5.2 117

152 tutomatedLsolidZstateLNMRLresonanceLassignmentLofLproteinLmicrocrystalsLandLamyloidsaLJournalh
ofhBiomolecularhNMRYL2013YLhiYLegfZhg 3 32
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151 MolecularLcrowdingLdrivesLactiveLPindLintoLnonspecificLcomplexesLwithLendogenousLproteinsLpriorL
toLsubstrateLrecognitionaLJournalhofhthehAmericanhChemicalhSocietyYL2013YLdfhYLdfjliZkcf 16.4 60

150 StructuralLbasisLforLphosphorylationZtriggeredLautophagicLclearanceLofLSalmonellaaLBiochemicalh
JournalYL2013YLghgYLghlZii 3.8 71

149 tutomatedLandLassistedLRNtLresonanceLassignmentLusingLNMRLchemicalLshiftLstatisticsaLNucleich
AcidshResearchYL2013YLgdYLedje 20.1 36

148 NMRLsolutionLstructureLofLaLvhymotrypsinLinhibitorLfromLtheLTaiwanLcobraLNajaLnajaLatraaLMolecules
YL2013YLdkYLklciZdk 4.8 4

147 xffectsLofLNMRLspectralLresolutionLonLproteinLstructureLcalculationaLPLoShONEYL2013YLkYLeikhij 3.7 7

146 ulindLtestingLofLroutineYLfullyLautomatedLdeterminationLofLproteinLstructuresLfromLNMRLdataaL
StructureYL2012YLecYLeejZfi 5.2 64

145 RequirementsLonLparamagneticLrelaxationLenhancementLdataLforLmembraneLproteinLstructureL
determinationLbyLNMRaLStructureYL2012YLecYLdcdlZej 5.2 33

144 TheLyirstLstructureLofLaLlantibioticLimmunityLproteinYLSpa¹LfromLuacillusLsubtilisYLrevealsLaLnovelLfoldaL
JournalhofhBiologicalhChemistryYL2012YLekjYLfhekiZfhelk 5.4 19

143 WeNMRmLStructuralLuiologyLonLtheLzridaLJournalhofhGridhComputingYL2012YLdcYLjgfZjij 4.2 142

142 StructuralLinsightLintoLtheLinteractionLofLtwPZriboseLwithLtheLPtRPLWWxLdomainsaLFEBShLettersYL
2012YLhkiYLfkhkZig 3.8 32

141 wiscreteLthreeZdimensionalLrepresentationLofLmacromolecularLmotionLfromLeNOxZbasedLensembleL
calculationaLChimiaYL2012YLiiYLjkjZlc 1.3 8

140 SolutionLstructureLandLsiRNtZmediatedLknockdownLanalysisLofLtheLmitochondrialLdiseaseZrelatedL
proteinLvdeorfihaLProteins:hStructurewhFunctionhandhBioinformaticsYL2012YLkcYLeielZge 4.2 26

139 SpatialLelucidationLofLmotionLinLproteinsLbyLensembleZbasedLstructureLcalculationLusingLexactL
NOxsaLNaturehStructuralhandhMolecularhBiologyYL2012YLdlYLdchfZj 17.6 73

138 ¹nfluenceLofL´„—LchemicalLshiftLassignmentsLofLtheLinterfaceLresiduesLonLstructureLdeterminationsLofL
homodimericLproteinsaLJournalhofhMagnetichResonanceYL2012YLeeeYLliZdcg 3 6

137 tLnewLalgorithmLforLreliableLandLgeneralLNMRLresonanceLassignmentaLJournalhofhthehAmericanh
ChemicalhSocietyYL2012YLdfgYLdekdjZel 16.4 114

136 vharacterizationLofLmolecularLinteractionsLbetweenLtvPLandLhalogenaseLdomainsLinLtheLvuracinLtL
polyketideLsynthaseaLACShChemicalhBiologyYL2012YLjYLfjkZki 4.9 29

135 ProteinLstructureLvalidationLbyLgeneralizedLlinearLmodelLrootZmeanZsquareLdeviationLpredictionaL
ProteinhScienceYL2012YLedYLeelZfk 6.3 38

134 SolutionLstructureLofLtheLsplicingLfactorLmotifLofLtheLhumanLPrpdkLproteinaLProteins:hStructurewh
FunctionhandhBioinformaticsYL2012YLkcYLlikZjg 4.2 3

(2012-2013)
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133 SolutionLstructuresLofLtheLdoubleZstrandedLRNtZbindingLdomainsLfromLRNtLhelicaseLtaLProteins:h
StructurewhFunctionhandhBioinformaticsYL2012YLkcYLdillZjci 4.2 5

132 yastLautomatedLNMRLspectroscopyLofLshortZlivedLbiologicalLsamplesaLChemBioChemYL2012YLdfYLligZj 3.8 2

131 tLuniversalLexpressionLtagLforLstructuralLandLfunctionalLstudiesLofLproteinsaLChemBioChemYL2012YL
dfYLlhlZif 3.8 29

130 SimultaneousLsingleZstructureLandLbundleLrepresentationLofLproteinLNMRLstructuresLinLtorsionL
angleLspaceaLJournalhofhBiomolecularhNMRYL2012YLheYLfhdZig 3 19

129 vomparativeLNMRLanalysisLofLanLkcZresidueLzLproteinZcoupledLreceptorLfragmentLinLtwoLmembraneL
mimeticLenvironmentsaLBiochimicahEthBiophysicahActahyhBiomembranesYL2011YLdkckYLeijgZkg 3.8 11

128 vharacterizationLofLtheLinteractionLofLztutRtPβZdLwithLtheLβ¹RLmotifLofLNuRdaLJournalhofhMolecularh
BiologyYL2011YLgdcYLgjjZkj 6.5 68

127 StructuralLinsightsLintoLRcsLphosphotransfermLtheLnewlyLidentifiedLRcswZtuβLdomainLenhancesL
interactionLwithLtheLresponseLregulatorLRcsuaLStructureYL2011YLdlYLhjjZkj 5.2 14

126 StructureZguidedLfragmentZbasedLinLsilicoLdrugLdesignLofLdengueLproteaseLinhibitorsaLJournalhofh
ComputeryAidedhMolecularhDesignYL2011YLehYLeifZjg 4.2 46

125
OptimizationLofLaminoLacidLtypeZspecificLdfvLandLdhNLlabelingLforLtheLbackboneLassignmentLofL
membraneLproteinsLbyLsolutionZLandLsolidZstateLNMRLwithLtheLUPβtuxβLalgorithmaLJournalhofh
BiomolecularhNMRYL2011YLglYLjhZkg

3 40

124 xxclusivelyLNOxSYZbasedLautomatedLNMRLassignmentLandLstructureLdeterminationLofLproteinsaL
JournalhofhBiomolecularhNMRYL2011YLhcYLdfjZgi 3 25

123 ObjectiveLidentificationLofLresidueLrangesLforLtheLsuperpositionLofLproteinLstructuresaLBMCh
BioinformaticsYL2011YLdeYLdjc 3.6 36

122 StructuresLofLtheLfirstLandLsecondLdoubleZstrandedLRNtZbindingLdomainsLofLhumanLTtRL
RNtZbindingLproteinaLProteinhScienceYL2011YLecYLddkZfc 6.3 45

121 valculationLofLStructuresLfromLNMRLRestraintsL2011YLdhlZdle

120 SolutionLNMRLStructureLofLProteorhodopsinaLAngewandtehChemieYL2011YLdefYLdedgkZdedhe 3.6 15

119 SolutionLNMRLstructureLofLproteorhodopsinaLAngewandtehChemiehyhInternationalhEditionYL2011YLhcYLddlgeZi16.4 150

118 StructuralLbasisLforLtheLdualLRNtZrecognitionLmodesLofLhumanLTraeZ˛†LRRMaLNucleichAcidshResearchYL
2011YLflYLdhfkZhf 20.1 54

117 NMRLproteinLstructureLdeterminationLinLlivingLxaLcoliLcellsLusingLnonlinearLsamplingaLNatureh
ProtocolsYL2010YLhYLdchdZic 18.8 35

116 StructuralLinvestigationLofLtheLvZterminalLcatalyticLfragmentLofLpresenilinLdaLProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaYL2010YLdcjYLliggZl 11.5 68
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115 SolutionLstructureLofLtheLcatalyticLdomainLofLtheLmitochondrialLproteinL¹vTdLthatLisLessentialLforLcellL
vitalityaLJournalhofhMolecularhBiologyYL2010YLgcgYLeicZjf 6.5 44

114 SolutionLstructureLofLpolytheonamideLuYLaLhighlyLcytotoxicLnonribosomalLpolypeptideLfromLmarineL
spongeaLJournalhofhthehAmericanhChemicalhSocietyYL2010YLdfeYLdelgdZh 16.4 71

113 weterminantsLofLactivityLinLglutaredoxinsmLanLinLvitroLevolvedLzrxdZlikeLvariantLofLxscherichiaLcoliL
zrxfaLBiochemicalhJournalYL2010YLgfcYLgkjZlh 3.8 7

112 StructuralLinsightLintoLtheLzincLfingerLvWLdomainLasLaLhistoneLmodificationLreaderaLStructureYL2010YL
dkYLddejZfl 5.2 93

111 StructuralLbasisLforLtheLsequenceZspecificLRNtZrecognitionLmechanismLofLhumanLvUzZuPdLRRMfaL
NucleichAcidshResearchYL2009YLfjYLhdhdZii 20.1 62

110 tutomatedLassignmentLofLNMRLchemicalLshiftsLusingLpeakZparticleLdynamicsLsimulationLwithLtheL
wYNtSS¹zNLalgorithmaLJournalhofhBiomolecularhNMRYL2009YLgfYLljZdcl 3 24

109 tutomatedLNMRLstructureLdeterminationLofLstereoZarrayLisotopeLlabeledLubiquitinLfromLminimalL
setsLofLspectraLusingLtheLSt¹βZyβYtLsystemaLJournalhofhBiomolecularhNMRYL2009YLggYLeidZje 3 25

108 tutomatedLstructureLdeterminationLfromLNMRLspectraaLEuropeanhBiophysicshJournalYL2009YLfkYLdelZgf 1.9 189

107 SolutionLstructureLofLtheLzUvTLdomainLfromLhumanLRNtLhelicaseL¹¹bzuLbetaLrevealsLtheLRRMLfoldYL
butLimplausibleLRNtLinteractionsaLProteins:hStructurewhFunctionhandhBioinformaticsYL2009YLjgYLdffZgg 4.2 9

106 StructureLofLtheLvdtdLvZterminalLdomainmLconservationLofLtheLwingedLhelixLfoldLinLreplicationL
licensingLfactorsaLProteinhScienceYL2009YLdkYLeeheZig 6.3 28
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