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50 NuclearLporesLdilateLandLconstrictLinLcellulodLSciencebL2021bLinkbLeabdpnnm 33.3 32

49 IntegrativeLstructuralLmodelingLofLmacromolecularLcomplexesLusingLxssemblinedLNaturepProtocolsbL
2021bL 18.8 3

48 StructureLofLtheLmycobacterialLESXclLtypeLVIILsecretionLsystemLporeLcomplexdLSciencepAdvancesbL
2021bLnbL 14.3 7

47 IntegrativeLStructuralLyiologyLinLtheLEraLofLxccurateLStructureLPredictiondLJournalpofpMolecularp
BiologybL2021bLkiibLgmnghn 6.5 10

46 StructuralLroleLofLessentialLlightLchainsLinLtheLapicomplexanLglideosomedLCommunicationspBiologybL
2020bLibLlmo 6.7 6

45 StructureLofLtheLTFIIIzLsubcomplexLˇ�xLprovidesLinsightsLintoLRNxLpolymeraseLIIILprecinitiationL
complexLformationdLNaturepCommunicationsbL2020bLggbLkpfl 17.4 7

44 InccellLarchitectureLofLtheLnuclearLporeLandLsnapshotsLofLitsLturnoverdLNaturebL2020bLlombLnpmcoff 50.4 71

43 MolecularLbasisLofLtRNxLrecognitionLbyLtheLElongatorLcomplexdLSciencepAdvancesbL2019bLlbLeaawhihm 14.3 21

42
StructureLofLPrototypicLPeptideLTransporterLτtpxLfromLEdLcoliLinLzomplexLwithLValganciclovirL
ProvidesLInsightsLintoLτrugLyindingLofLHumanLPepTgdLJournalpofpthepAmericanpChemicalpSocietybL
2019bLgkgbLhkfkchkgh

16.4 22

41 SystematicLanalysisLofLproteinLturnoverLinLprimaryLcellsdLNaturepCommunicationsbL2018bLpbLmop 17.4 145

40 FromLtheLresolutionLrevolutionLtoLevolutionqLstructuralLinsightsLintoLtheLevolutionaryLrelationshipsL
betweenLvesicleLcoatsLandLtheLnuclearLporedLCurrentpOpinionpinpStructuralpBiologybL2018bLlhbLihckf 8.1 14

39 InLsituLarchitectureLofLtheLalgalLnuclearLporeLcomplexdLNaturepCommunicationsbL2018bLpbLhimg 17.4 76

38 xrchitectureLofLtheLyeastLElongatorLcomplexdLEMBOpReportsbL2017bLgobLhmkchnp 6.5 53

37 xLshortLlinearLmotifLinLscaffoldLNupgklzLconnectsLYccomplexLwithLprecassembledLouterLringLNupohL
complexdLNaturepCommunicationsbL2017bLobLggfn 17.4 23

36 StructuralLinsightsLintoLtranscriptionLinitiationLbyLyeastLRNxLpolymeraseLIdLEMBOpJournalbL2017bLimbLhmpochnfp13 45

35 SpecializationLversusLconservationqLHowLPolLILandLPolLIIILuseLtheLconservedLarchitectureLofLtheL
precinitiationLcomplexLforLspecializedLtranscriptiondLTranscriptionbL2016bLnbLghncih 4.8 6

34 InfluenzaLPolymeraseLzanLxdoptLanLxlternativeLzonfigurationLInvolvingLaLRadicalLRepackingLofLPyhL
τomainsdLMolecularpCellbL2016bLmgbLghlcin 17.6 92
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33 HighercorderLassembliesLofLoligomericLcargoLreceptorLcomplexesLformLtheLmembraneLscaffoldLofL
theLzvtLvesicledLEMBOpReportsbL2016bLgnbLgfkkcmf 6.5 20

32 MolecularLarchitectureLofLtheLinnerLringLscaffoldLofLtheLhumanLnuclearLporeLcomplexdLSciencebL2016bL
ilhbLimicl 33.3 216

31 xutomatedLstructureLmodelingLofLlargeLproteinLassembliesLusingLcrosslinksLasLdistanceLrestraintsdL
NaturepMethodsbL2016bLgibLlglchf 21.6 44

30 InLsituLstructuralLanalysisLofLtheLhumanLnuclearLporeLcomplexdLNaturebL2015bLlhmbLgkfcgki 50.4 267

29 MolecularLstructuresLofLunboundLandLtranscribingLRNxLpolymeraseLIIIdLNaturebL2015bLlhobLhigcm 50.4 127

28 XlinkLxnalyzerqLsoftwareLforLanalysisLandLvisualizationLofLcrossclinkingLdataLinLtheLcontextLofL
threecdimensionalLstructuresdLJournalpofpStructuralpBiologybL2015bLgopbLgnncoi 3.4 104

27 MOτexplorerqLanLintegratedLtoolLforLexploringLproteinLsequencebLstructureLandLfunctionL
relationshipsdLBioinformaticsbL2013bLhpbLplick 7.2 13

26 ImprovingLyourLtargetctemplateLalignmentLwithLMOτaligndLBioinformaticsbL2012bLhobLgfiocp 7.2 10

25 REPxIRtoireccaLdatabaseLofLτNxLrepairLpathwaysdLNucleicpAcidspResearchbL2011bLipbLτnoocph 20.1 44

24 PhysiologicalLtruncationLandLdomainLorganizationLofLaLnovelLuracilcτNxcdegradingLfactordLFEBSp
JournalbL2010bLhnnbLghklclp 5.7 5

23 IdentificationLofLLynchLsyndromeLmutationsLinLtheLMLHgcPMShLinterfaceLthatLdisturbLdimerizationL
andLmismatchLrepairdLHumanpMutationbL2010bLigbLpnlcoh 4.7 43

22 TemplateLyasedLPredictionLofLThreecτimensionalLProteinLStructuresqLFoldLRecognitionLandL
zomparativeLModelingL2008bLoncggm 1

21 TheLPMShLsubunitLofLhumanLMutLalphaLcontainsLaLmetalLionLbindingLdomainLofLtheLironcdependentL
repressorLproteinLfamilydLJournalpofpMolecularpBiologybL2008bLiohbLmgfchn 6.5 51

20 PhylogeneticLanalysisLofLhaloalkaneLdehalogenasesdLProteins:pStructure,pFunctionpandpBioinformaticsbL
2007bLmnbLiflcgm 4.2 71

19
xLmodelLofLrestrictionLendonucleaseLMvaILinLcomplexLwithLτNxqLaLtemplateLforLinterpretationLofL
experimentalLdataLandLaLguideLforLspecificityLengineeringdLProteins:pStructure,pFunctionpandp
BioinformaticsbL2007bLmobLihkcim

4.2 12

18 NovelLproteinLfoldLdiscoveredLinLtheLPabILfamilyLofLrestrictionLenzymesdLNucleicpAcidspResearchbL
2007bLilbLgpfocgo 20.1 45

17 StructureLandLevolutionaryLoriginLofLzaVhaXcdependentLherringLtypeLIILantifreezeLproteindLPLoSpONEbL
2007bLhbLelko 3.7 55

16 zrystalLstructureLofLyacillusLsubtilisLTrmybLtheLtRNxLVmnGkmXLmethyltransferasedLNucleicpAcidsp
ResearchbL2006bLikbLgphlcik 20.1 31

(2006-2016)

3



15 IdentifyingLanLinteractionLsiteLbetweenLMutHLandLtheLzcterminalLdomainLofLMutLLbyLcrosslinkingbL
affinityLpurificationbLchemicalLcodingLandLmassLspectrometrydLNucleicpAcidspResearchbL2006bLikbLigmpcof 20.1 40

14
TheoreticalLmodelLofLrestrictionLendonucleaseLHpaILinLcomplexLwithLτNxbLpredictedLbyLfoldL
recognitionLandLvalidatedLbyLsitecdirectedLmutagenesisdLProteins:pStructure,pFunctionpandp
BioinformaticsbL2006bLmibLgflpcmo

4.2 7

13 xnalysisLofLtheLquaternaryLstructureLofLtheLMutLLzcterminalLdomaindLJournalpofpMolecularpBiologybL
2005bLilgbLoplcpfp 6.5 53

12
TheLPτcVτeEXXKLsuperfamilyLrevisitedqLidentificationLofLnewLmembersLamongLproteinsLinvolvedLinL
τNxLmetabolismLandLfunctionalLpredictionsLforLdomainsLofLVhithertoXLunknownLfunctiondLBMCp
BioinformaticsbL2005bLmbLgnh

3.6 70

11 FRankensteinLbecomesLaLcyborgqLtheLautomaticLrecombinationLandLrealignmentLofLfoldLrecognitionL
modelsLinLzxSPmdLProteins:pStructure,pFunctionpandpBioinformaticsbL2005bLmgLSupplLnbLgfmcgi 4.2 63

10 MvaghmpIqLaLmonomericLtypeLIISLrestrictionLendonucleaseLfromLMicrococcusLvariansLwithLtwoLEcoRIcL
andLFokIclikeLcatalyticLdomainsdLJournalpofpBiologicalpChemistrybL2005bLhofbLkglokcpk 5.4 24

9 ProbabilisticLcrossclinkLanalysisLandLexperimentLplanningLforLhighcthroughputLelucidationLofLproteinL
structuredLProteinpSciencebL2004bLgibLihpocigi 6.3 13

8
xLNFRankensteinTsLmonsterNLapproachLtoLcomparativeLmodelingqLmergingLtheLfinestLfragmentsLofL
FoldcRecognitionLmodelsLandLiterativeLmodelLrefinementLaidedLbyLiτLstructureLevaluationdL
Proteins:pStructure,pFunctionpandpBioinformaticsbL2003bLliLSupplLmbLimpcnp

4.2 146

7 InLsituLarchitectureLofLtheLalgalLnuclearLporeLcomplex 1

6 xrtificialLintelligenceLrevealsLnuclearLporeLcomplexity 7

5 InLcellLarchitectureLofLtheLnuclearLporeLcomplexLandLsnapshotsLofLitsLturnover 4

4 NuclearLporesLconstrictLuponLenergyLdepletion 14

3 StructureLofLtheLmycobacterialLESXclLTypeLVIILSecretionLSystemLhexamericLporeLcomplex 4

2 StructuralLroleLofLessentialLlightLchainsLinLtheLapicomplexanLglideosome 2

1 IntegrativeLstructuralLmodellingLofLmacromolecularLcomplexesLusingLxssembline 3
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