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k Paper IF Citations

70 PywxdmmxI–MzcosystemoM–oundationalMSemanticMToolsMforMStructuralMwiologyccMJournalloflMolecularl
BiologyaM2022aMfkljnn 6.5 1

69 vlpha–oldMProteinMStructureMyatabaseoMmassivelyMexpandingMtheMstructuralMcoverageMofM
proteinbsequenceMspaceMwithMhighbaccuracyMmodelscMNucleiclAcidslResearchaM2021aM 20.1 285

68 PywebKwoMcollaborativelyMdefiningMtheMbiologicalMcontextMofMstructuralMdatacMNucleiclAcidslResearchaM
2021aM 20.1 7

67 TheMimpactMofMstructuralMbioinformaticsMtoolsMandMresourcesMonMSvRSbxoVbgMresearchMandM
therapeuticMstrategiescMBriefingslinlBioinformaticsaM2021aMggaMligblkm 13.4 16

66 znhancedMvalidationMofMsmallbmoleculeMligandsMandMcarbohydratesMinMtheMProteinMyataMwankcM
StructureaM2021aMgnaMhnhbieecef 5.2 7

65 ModernizedMuniformMrepresentationMofMcarbohydrateMmoleculesMinMtheMProteinMyataMwankcM
GlycobiologyaM2021aMhfaMfgeibfgfm 5.8 5

64 MolWMVieweroMmodernMwebMappMforMhyMvisualizationMandManalysisMofMlargeMbiomolecularMstructurescM
NucleiclAcidslResearchaM2021aMinaMWihfbWihl 20.1 113

63 PyweMvggregatedMvPIoMProgrammaticMaccessMtoManMintegrativeMknowledgeMgraphMofMmolecularM
structureMdatacMBioinformaticsaM2021aM 7.2 2

62 TheMProteinMyataMwankMvrchivecMMethodslinlMolecularlBiologyaM2021aMghejaMhbgf 1.4 12

61 HighlyMaccurateMproteinMstructureMpredictionMforMtheMhumanMproteomecMNatureaM2021aMjnkaMjnebjnk 50.4 399

60 PywexI–oManMopenbsourceMmmxI–dxI–MparsingMandMprocessingMpackagecMBMClBioinformaticsaM2021aMggaMhmh3.6

59 NewMrestraintsMandMvalidationMapproachesMforMnucleicMacidMstructuresMinMPywbRzyOcMActal
CrystallographicalSectionlD:lStructurallBiologyaM2021aMllaMffglbffif 5.5 0

58 PredictionMofMproteinMassembliesaMtheMnextMfrontieroMTheMxvSPfibxvPRIMexperimentcMProteins:l
Structure,lFunctionlandlBioinformaticsaM2021aMmnaMfmeebfmgh 4.2 17

57 TheMzLIXIRMxoreMyataMResourcesoMfundamentalMinfrastructureMforMtheMlifeMsciencescMBioinformaticsaM
2020aMhkaMgkhkbgkig 7.2 29

56 PyweoMimprovedMfindabilityMofMmacromolecularMstructureMdataMinMtheMPywcMNucleiclAcidslResearchaM
2020aMimaMyhhjbyhih 20.1 50

55 HighbperformanceMmacromolecularMdataMdeliveryMandMvisualizationMforMtheMwebcMActal
CrystallographicalSectionlD:lStructurallBiologyaM2020aMlkaMffklbfflh 5.5 0

54 vMcommunityMproposalMtoMintegrateMstructuralMbioinformaticsMactivitiesMinMzLIXIRMUhybwioinfoM
xommunityVcMF1000ResearchaM2020aMnaM 3.6 9
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53 winaryxI–MandMxI–ToolsbLightweightaMefficientMandMextensibleMmacromolecularMdataMmanagementcM
PLoSlComputationallBiologyaM2020aMfkaMefeemgil 5 5

52 ModelingMproteinbproteinaMproteinbpeptideaMandMproteinboligosaccharideMcomplexesoMxvPRIMlthM
editioncMProteins:lStructure,lFunctionlandlBioinformaticsaM2020aMmmaMnfkbnhm 4.2 41

51 GenomehyoMintegratingMaMcollaborativeMdataMpipelineMtoMexpandMtheMdepthMandMbreadthMofM
consensusMproteinMstructureMannotationcMNucleiclAcidslResearchaM2020aMimaMyhfibyhfn 20.1 7

50 PywebKwoMaMcommunitybdrivenMresourceMforMstructuralMandMfunctionalMannotationscMNucleiclAcidsl
ResearchaM2020aMimaMyhiibyhjh 20.1 50

49 wlindMpredictionMofMhomobMandMheterobproteinMcomplexesoMTheMxvSPfhbxvPRIMexperimentcMProteins:l
Structure,lFunctionlandlBioinformaticsaM2019aMmlaMfgeebfggf 4.2 58

48 WestbLifeoMvMVirtualMResearchMznvironmentMforMstructuralMbiologycMJournalloflStructurallBiology:lXaM
2019aMfaMfeeeek 2.9 1

47 –indingMenzymeMcofactorsMinMProteinMyataMwankcMBioinformaticsaM2019aMhjaMhjfebhjff 7.2 7

46 vnnouncingMmandatoryMsubmissionMofMPywxdmmxI–MformatMfilesMforMcrystallographicMdepositionsMtoM
theMProteinMyataMwankMUPywVcMActalCrystallographicalSectionlD:lStructurallBiologyaM2019aMljaMijfbiji 5.5 32

45 vutomaticMannotationMofMproteinMresiduesMinMpublishedMpaperscMActalCrystallographicalSectionlF,l
StructurallBiologylCommunicationsaM2019aMljaMkkjbklg 1.1 2

44 ProteinMyataMwankoMtheMsingleMglobalMarchiveMforMhyMmacromolecularMstructureMdatacMNucleiclAcidsl
ResearchaM2019aMilaMyjgebyjgm 20.1 308

43
SI–TSoMupdatedMStructureMIntegrationMwithM–unctionaMTaxonomyMandMSequencesMresourceMallowsM
iebfoldMincreaseMinMcoverageMofMstructurebbasedMannotationsMforMproteinscMNucleiclAcidslResearchaM
2019aMilaMyimgbyimn

20.1 69

42 StructuralMbiologyMdataMarchivingMbMwhereMweMareMandMwhatMliesMaheadcMFEBSlLettersaM2018aMjngaMgfjhbgfkl3.8 8

41 ValidationMofMligandsMinMmacromolecularMstructuresMdeterminedMbyMXbrayMcrystallographycMActal
CrystallographicalSectionlD:lStructurallBiologyaM2018aMliaMggmbghk 5.5 29

40 WorldwideMProteinMyataMwankMvalidationMinformationoMusageMandMtrendscMActalCrystallographical
SectionlD:lStructurallBiologyaM2018aMliaMghlbgii 5.5 11

39 TheMchallengeMofMmodelingMproteinMassembliesoMtheMxvSPfgbxvPRIMexperimentcMProteins:lStructure,l
FunctionlandlBioinformaticsaM2018aMmkMSupplMfaMgjlbglh 4.2 56

38 WorldwideMProteinMyataMwankMbiocurationMsupportingMopenMaccessMtoMhighbqualityMhyMstructuralM
biologyMdatacMDatabase:lthelJournalloflBiologicallDatabaseslandlCurationaM2018aMgefmaM 5 31

37 PyweoMtowardsMreusableMdataMdeliveryMinfrastructureMatMproteinMdataMbankMinMzuropecMNucleiclAcidsl
ResearchaM2018aMikaMyimkbying 20.1 57

36 xoverMImageaMVolumeMmjaMIssueMhcMProteins:lStructure,lFunctionlandlBioinformaticsaM2017aMmjaMxfbxf 4.2

(2017-2020)
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35 OneyepoMUnifiedMwwPywMSystemMforMyepositionaMwiocurationaMandMValidationMofMMacromolecularM
StructuresMinMtheMPywMvrchivecMStructureaM2017aMgjaMjhkbjij 5.2 86

34 ProteinMyataMwankMUPywVoMTheMSingleMGlobalMMacromolecularMStructureMvrchivecMMethodslinl
MolecularlBiologyaM2017aMfkelaMkglbkif 1.4 271

33 PywbyevoMaMPrototypeMSystemMforMyepositingMIntegrativedHybridMStructuralMModelscMStructureaM2017aM
gjaMfhflbfhfm 5.2 58

32 ValidationMofMStructuresMinMtheMProteinMyataMwankcMStructureaM2017aMgjaMfnfkbfngl 5.2 130

31 LiteMolMsuiteoMinteractiveMwebbbasedMvisualizationMofMlargebscaleMmacromolecularMstructureMdatacM
NaturelMethodsaM2017aMfiaMffgfbffgg 21.6 106

30 ModelingMproteinbproteinMandMproteinbpeptideMcomplexesoMxvPRIMkthMeditioncMProteins:lStructure,l
FunctionlandlBioinformaticsaM2017aMmjaMhjnbhll 4.2 148

29 PolymyxinsMandMquinazolinesMareMLSyfdKyMfvMinhibitorsMwithMunusualMstructuralMfeaturescMSciencel
AdvancesaM2016aMgaMefkefefl 14.3 39

28 PyweoMimprovedMaccessibilityMofMmacromolecularMstructureMdataMfromMPywMandMzMywcMNucleiclAcidsl
ResearchaM2016aMiiaMyhmjbnj 20.1 111

27 PatternsMofMdatabaseMcitationMinMarticlesMandMpatentsMindicateMlongbtermMscientificMandMindustryMvalueM
ofMbiologicalMdataMresourcescMF1000ResearchaM2016aMjaM 3.6 13

26
PredictionMofMhomoproteinMandMheteroproteinMcomplexesMbyMproteinMdockingMandMtemplatebbasedM
modelingoMvMxvSPbxvPRIMexperimentcMProteins:lStructure,lFunctionlandlBioinformaticsaM2016aMmiM
SupplMfaMhghbim

4.2 111

25 TheMarchivingMandMdisseminationMofMbiologicalMstructureMdatacMCurrentlOpinionlinlStructurallBiologyaM
2016aMieaMflbgg 8.1 23

24 OutcomeMofMtheM–irstMwwPywMHybriddIntegrativeMMethodsMTaskM–orceMWorkshopcMStructureaM2015aM
ghaMffjkbkl 5.2 131

23 TheMchemicalMcomponentMdictionaryoMcompleteMdescriptionsMofMconstituentMmoleculesMinM
experimentallyMdeterminedMhyMmacromoleculesMinMtheMProteinMyataMwankcMBioinformaticsaM2015aMhfaMfglibm7.2 75

22 vssessingMStructuralMPredictionsMofMProteinâ��ProteinMRecognitionoMTheMxvPRIMzxperimentcMReviewslinl
ComputationallChemistryaM2015aMfhlbflh 3

21 TheMcomplexMportalbbanMencyclopaediaMofMmacromolecularMcomplexescMNucleiclAcidslResearchaM2015aM
ihaMyilnbmi 20.1 68

20 GenomehyoMexploitingMstructureMtoMhelpMusersMunderstandMtheirMsequencescMNucleiclAcidslResearchaM
2015aMihaMyhmgbk 20.1 33

19 NMRMzxchangeM–ormatoMaMunifiedMandMopenMstandardMforMrepresentationMofMNMRMrestraintMdatacM
NaturelStructurallandlMolecularlBiologyaM2015aMggaMihhbi 17.6 26

18 PyweoMProteinMyataMwankMinMzuropecMNucleiclAcidslResearchaM2014aMigaMygmjbnf 20.1 109
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17 UnixhemoMaMunifiedMchemicalMstructureMcrossbreferencingMandMidentifierMtrackingMsystemcMJournallofl
CheminformaticsaM2013aMjaMh 8.6 90

16 wioJSoManMopenMsourceMJavaScriptMframeworkMforMbiologicalMdataMvisualizationcMBioinformaticsaM2013aM
gnaMffehbi 7.2 88

15 TheMroleMofMstructuralMbioinformaticsMresourcesMinMtheMeraMofMintegrativeMstructuralMbiologycMActal
CrystallographicalSectionlD:lBiologicallCrystallographyaM2013aMknaMlfebgf 14

14 TheMzwIMenzymeMportalcMNucleiclAcidslResearchaM2013aMifaMyllhbme 20.1 13

13 SI–TSoMStructureMIntegrationMwithM–unctionaMTaxonomyMandMSequencesMresourcecMNucleiclAcidsl
ResearchaM2013aMifaMyimhbn 20.1 181

12 GenomehyoMaMUKMcollaborativeMprojectMtoMannotateMgenomicMsequencesMwithMpredictedMhyM
structuresMbasedMonMSxOPMandMxvTHMdomainscMNucleiclAcidslResearchaM2013aMifaMyinnbjel 20.1 48

11 xommunitybwideMevaluationMofMmethodsMforMpredictingMtheMeffectMofMmutationsMonMproteinbproteinM
interactionscMProteins:lStructure,lFunctionlandlBioinformaticsaM2013aMmfaMfnmebl 4.2 78

10 ImplementingManMXbrayMvalidationMpipelineMforMtheMProteinMyataMwankcMActalCrystallographicalSectionl
D:lBiologicallCrystallographyaM2012aMkmaMilmbmh 73

9 PSIxQUIxMandMPSISxORzoMaccessingMandMscoringMmolecularMinteractionscMNaturelMethodsaM2011aMmaMjgmbn 21.6 227

8 TheMProteinMyataMwankMinMzuropeMUPyweVoMbringingMstructureMtoMbiologycMActalCrystallographical
SectionlD:lBiologicallCrystallographyaM2011aMklaMhgibhe 25

7 zMyatawankcorgoMunifiedMdataMresourceMforMxryozMcMNucleiclAcidslResearchaM2011aMhnaMyijkbki 20.1 209

6 PyweoMProteinMyataMwankMinMzuropecMNucleiclAcidslResearchaM2011aMhnaMyiegbfe 20.1 48

5 PyweoMProteinMyataMwankMinMzuropecMNucleiclAcidslResearchaM2010aMhmaMyhembfl 20.1 86

4 StraightforwardMandMcompleteMdepositionMofMNMRMdataMtoMtheMPywecMJournalloflBiomolecularlNMRaM
2010aMimaMmjbng 3 7

3 RemediationMofMtheMproteinMdataMbankMarchivecMNucleiclAcidslResearchaM2008aMhkaMyigkbhh 20.1 124

2 UnconventionalMinteractionsMbetweenMwaterMandMheterocyclicMnitrogensMinMproteinMstructurescM
Proteins:lStructure,lFunctionlandlBioinformaticsaM2004aMjlaMfbm 4.2 37

1 vMstructuralMbiologyMcommunityMassessmentMofMvlpha–oldMgMapplications 19
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