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l Paper IF Citations

121 Phi/psiXchologykKRamachandranKrevisitedZKStructureWK1996WKeWKbdjfXeaa 5.2 478

120 StructureKdeterminationKandKrefinementKofKhumanKalphaKclassKglutathioneKtransferaseKrbXbWKandKaK
comparisonKwithKtheKMuKandKPiKclassKenzymesZKJournalloflMolecularlBiologyWK1993WKcdcWKbjcXcbc 6.5 428

119 trystallographicKandKmolecularXmodelingKstudiesKofKlipaseKsKfromKtandidaKantarcticaKrevealKaK
stereospecificityKpocketKforKsecondaryKalcoholsZKBiochemistryWK1995WKdeWKbgidiXfb 3.2 418

118 yighlyKaccurateKproteinKstructureKpredictionKforKtheKhumanKproteomeZKNatureWK2021WKfjgWKfjaXfjg 50.4 399

117 uatabasesKinKproteinKcrystallographyZKActalCrystallographicalSectionlD:lBiologicallCrystallographyWK
1998WKfeWKbbbjXdb 387

116 theckingKyourKimaginationkKapplicationsKofKtheKfreeKRKvalueZKStructureWK1996WKeWKijhXjae 5.2 360

115 rKnewKgenerationKofKcrystallographicKvalidationKtoolsKforKtheKproteinKdataKbankZKStructureWK2011WKbjWKbdjfXebc5.2 335

114 OMvROkKflexibleWKmodelXdrivenKdataKmanagementKforKexperimentalKbiologyZKNaturelMethodsWK2012WK
jWKcefXfd 21.6 313

113 trystalKstructureKofKtheKtcKfragmentKofKstreptococcalKproteinKxKinKcomplexKwithKtheKwcKdomainKofK
humanKzgxZKStructureWK1995WKdWKcgfXhi 5.2 311

112 ProteinKuataKsankkKtheKsingleKglobalKarchiveKforKduKmacromolecularKstructureKdataZKNucleiclAcidsl
ResearchWK2019WKehWKufcaXufci 20.1 308

111 TheKUppsalaKvlectronXuensityKServerZKActalCrystallographicalSectionlD:lBiologicallCrystallographyWK
2004WKgaWKcceaXj 285

110 rpplicationKandKlimitationsKofKXXrayKcrystallographicKdataKinKstructureXbasedKligandKandKdrugKdesignZK
AngewandtelChemiel-lInternationallEditionWK2003WKecWKchbiXdg 16.4 285

109 rlphawoldKProteinKStructureKuatabasekKmassivelyKexpandingKtheKstructuralKcoverageKofK
proteinXsequenceKspaceKwithKhighXaccuracyKmodelsZKNucleiclAcidslResearchWK2021WK 20.1 285

108 RecognitionKofKspatialKmotifsKinKproteinKstructuresZKJournalloflMolecularlBiologyWK1999WKcifWKbiihXjh 6.5 272

107 ProteinKuataKsankKSPusTkKTheKSingleKxlobalKMacromolecularKStructureKrrchiveZKMethodslinl
MolecularlBiologyWK2017WKbgahWKgchXgeb 1.4 271

106 uetectingKfoldingKmotifsKandKsimilaritiesKinKproteinKstructuresZKMethodslinlEnzymologyWK1997WKchhWKfcfXef1.7 255

105 ModelKbuildingKandKrefinementKpracticeZKMethodslinlEnzymologyWK1997WKchhWKcaiXda 1.7 232
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104 PSztQUztKandKPSzStORvkKaccessingKandKscoringKmolecularKinteractionsZKNaturelMethodsWK2011WKiWKfciXj 21.6 227

103 WhereKfreedomKisKgivenWKlibertiesKareKtakenZKStructureWK1995WKdWKfdfXea 5.2 217

102 trystalKstructureKofKanKacetylcholinesteraseXfasciculinKcomplexkKinteractionKofKaKthreeXfingeredK
toxinKfromKsnakeKvenomKwithKitsKtargetZKStructureWK1995WKdWKbdffXgg 5.2 217

101 TheKcrystalKstructureKofKtheKcatalyticKcoreKdomainKofKendoglucanaseKzKfromKTrichodermaKreeseiKatK
dZgKrKresolutionWKandKaKcomparisonKwithKrelatedKenzymesZKJournalloflMolecularlBiologyWK1997WKchcWKdidXjh6.5 215

100 vMuatasankZorgkKunifiedKdataKresourceKforKtryovMZKNucleiclAcidslResearchWK2011WKdjWKuefgXge 20.1 209

99 trystalKstructuresKofKcellularKretinoicKacidKbindingKproteinsKzKandKzzKinKcomplexKwithKallXtransXretinoicK
acidKandKaKsyntheticKretinoidZKStructureWK1994WKcWKbcebXfi 5.2 208

98 vMPzrRkKaKpublicKarchiveKforKrawKelectronKmicroscopyKimageKdataZKNaturelMethodsWK2016WKbdWKdihXi 21.6 206

97 SzwTSkKStructureKzntegrationKwithKwunctionWKTaxonomyKandKSequencesKresourceZKNucleiclAcidsl
ResearchWK2013WKebWKueidXj 20.1 181

96 trystallographicKevidenceKforKsubstrateKringKdistortionKandKproteinKconformationalKchangesKduringK
catalysisKinKcellobiohydrolaseKtebgrKfromKtrichodermaKreeseiZKStructureWK1999WKhWKbadfXef 5.2 150

95 trystallographicKrefinementKofKligandKcomplexesZKActalCrystallographicalSectionlD:lBiologicall
CrystallographyWK2007WKgdWKjeXbaa 149

94 ValidationKofKproteinKcrystalKstructuresZKActalCrystallographicalSectionlD:lBiologicallCrystallographyWK
2000WKfgWKcejXgf 145

93 NotKyourKaverageKdensityZKStructureWK1997WKfWKbffhXgj 5.2 142

92 TowardsKcompleteKvalidatedKmodelsKinKtheKnextKgenerationKofKrRP/wrRPZKActalCrystallographical
SectionlD:lBiologicallCrystallographyWK2004WKgaWKccccXj 137

91 ValidationKofKproteinKmodelsKfromKtalphaKcoordinatesKaloneZKJournalloflMolecularlBiologyWK1997WK
chdWKdhbXg 6.5 135

90 éimitationsKandKlessonsKinKtheKuseKofKXXrayKstructuralKinformationKinKdrugKdesignZKDruglDiscoveryl
TodayWK2008WKbdWKidbXeb 8.8 133

89 OutcomeKofKtheKwirstKwwPusKyybrid/zntegrativeKMethodsKTaskKworceKWorkshopZKStructureWK2015WK
cdWKbbfgXgh 5.2 131

88 ValidationKofKStructuresKinKtheKProteinKuataKsankZKStructureWK2017WKcfWKbjbgXbjch 5.2 130

87 RecommendationsKofKtheKwwPusKNMRKValidationKTaskKworceZKStructureWK2013WKcbWKbfgdXha 5.2 117
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86 TheKactiveKsiteKofKcellobiohydrolaseKtelgrKfromKTrichodermaKreeseikKtheKrolesKofKasparticKacidsKuccbK
andKubhfZKJournalloflthelAmericanlChemicallSocietyWK2002WKbceWKbaabfXce 16.4 116

85 vMuatasankKunifiedKdataKresourceKforKduvMZKNucleiclAcidslResearchWK2016WKeeWKudjgXead 20.1 113

84 PusekKimprovedKaccessibilityKofKmacromolecularKstructureKdataKfromKPusKandKvMusZKNucleiclAcidsl
ResearchWK2016WKeeWKudifXjf 20.1 111

83 PusekKProteinKuataKsankKinKvuropeZKNucleiclAcidslResearchWK2014WKecWKucifXjb 20.1 109

82 vxperimentalKassessmentKofKdifferencesKbetweenKrelatedKproteinKcrystalKstructuresZKActal
CrystallographicalSectionlD:lBiologicallCrystallographyWK1999WKffWKbihiXie 103

81 TheKProteinKuataKsankKatKeakKreflectingKonKtheKpastKtoKprepareKforKtheKfutureZKStructureWK2012WKcaWKdjbXg 5.2 93

80 rnKalternativeKmethodKforKtheKevaluationKofKdockingKperformancekKRSRKvsKRMSuZKJournallofl
ChemicallInformationlandlModelingWK2008WKeiWKbebbXcc 6.1 89

79 OneuepkKUnifiedKwwPusKSystemKforKuepositionWKsiocurationWKandKValidationKofKMacromolecularK
StructuresKinKtheKPusKrrchiveZKStructureWK2017WKcfWKfdgXfef 5.2 86

78 TheKProteinKuataKsankKarchiveKasKanKopenKdataKresourceZKJournalloflComputer-AidedlMolecularl
DesignWK2014WKciWKbaajXbe 4.2 85

77 PoundXwiseKbutKpennyXfoolishkKyowKwellKdoKmicromoleculesKfareKinKmacromolecularKrefinementpZK
StructureWK2003WKbbWKbafbXj 5.2 85

76 vvaluationKofKproteinKfoldKcomparisonKserversZKProteins:lStructurezlFunctionlandlBioinformaticsWK2004
WKfeWKcgaXha 4.2 84

75 PusekKProteinKuataKsankKinKvuropeZKNucleiclAcidslResearchWK2012WKeaWKueefXfc 20.1 75

74 zmplementingKanKXXrayKvalidationKpipelineKforKtheKProteinKuataKsankZKActalCrystallographicalSectionl
D:lBiologicallCrystallographyWK2012WKgiWKehiXid 73

73 ResolutionKofKshapesKdeterminedKfromKsmallXangleKscatteringZKIUCrJWK2016WKdWKeeaXeeh 4.7 69

72 TheKactiveKsiteKofKTrichodermaKreeseiKcellobiohydrolaseKzzkKtheKroleKofKtyrosineKbgjZKProteinl
EngineeringzlDesignlandlSelectionWK1996WKjWKgjbXj 1.9 68

71 rKsurveyKofKleftXhandedKhelicesKinKproteinKstructuresZKJournalloflMolecularlBiologyWK2005WKdehWKcdbXeb 6.5 67

70 ReportKofKtheKwwPusKSmallXrngleKScatteringKTaskKworcekKdataKrequirementsKforKbiomolecularK
modelingKandKtheKPusZKStructureWK2013WKcbWKihfXib 5.2 65

69 TheKfutureKofKtheKProteinKuataKsankZKBiopolymersWK2013WKjjWKcbiXcc 2.2 61
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68 StructureKofKhumanKsemicarbazideXsensitiveKamineKoxidase/vascularKadhesionKproteinXbZKActal
CrystallographicalSectionlD:lBiologicallCrystallographyWK2005WKgbWKbffaXgc 60

67 PusekKtowardsKreusableKdataKdeliveryKinfrastructureKatKproteinKdataKbankKinKvuropeZKNucleiclAcidsl
ResearchWK2018WKegWKueigXuejc 20.1 57

66
vngineeringKofKaKglycosidaseKwamilyKhKcellobiohydrolaseKtoKmoreKalkalineKpyKoptimumkKtheKpyK
behaviourKofKTrichodermaKreeseiKtelhrKandKitsKvccdS/Krccey/éccfV/Tccgr/ucgcxKmutantZK
BiochemicallJournalWK2001WKdfgWKbjXda

3.8 53

65 PusekKimprovedKfindabilityKofKmacromolecularKstructureKdataKinKtheKPusZKNucleiclAcidslResearchWK
2020WKeiWKuddfXuded 20.1 50

64 PusekKProteinKuataKsankKinKvuropeZKNucleiclAcidslResearchWK2011WKdjWKueacXba 20.1 48

63 xenomedukKaKUàKcollaborativeKprojectKtoKannotateKgenomicKsequencesKwithKpredictedKduK
structuresKbasedKonKStOPKandKtrTyKdomainsZKNucleiclAcidslResearchWK2013WKebWKuejjXfah 20.1 48

62
NewKcrystalKstructuresKofKhumanKglutathioneKtransferaseKrbXbKshedKlightKonKglutathioneKbindingK
andKtheKconformationKofKtheKtXterminalKhelixZKActalCrystallographicalSectionlD:lBiologicall
CrystallographyWK2006WKgcWKbjhXcah

45

61 yomoKcrystallographicusXXquoKvadispZKStructureWK2002WKbaWKegfXhc 5.2 45

60 TheKstructuresKofKalphaKcuXglobulinKandKitsKcomplexKwithKaKhyalineKdropletKinducerZKActal
CrystallographicalSectionlD:lBiologicallCrystallographyWK1999WKffWKhfdXgc 43

59 trSPdKcomparativeKmodelingKevaluationZKProteins:lStructurezlFunctionlandlBioinformaticsWK1999WK
SupplKdWKdaXeg 4.2 43

58 tomputerXassistedKassignmentKofKcuKbyKNMRKspectraKofKproteinskKbasicKalgorithmsKandKapplicationK
toKphoratoxinKsZKJournalloflBiomolecularlNMRWK1991WKbWKcdXeh 3 39

57 PracticalKapplicationKofKbioinformaticsKbyKtheKmultidisciplinaryKVzZzvRKconsortiumZKAntivirallResearch
WK2010WKihWKjfXbba 10.8 38

56 OnKvitalKaidkKtheKwhyWKwhatKandKhowKofKvalidationZKActalCrystallographicalSectionlD:lBiologicall
CrystallographyWK2009WKgfWKbdeXj 34

55 uataKmanagementKchallengesKinKthreeXdimensionalKvMZKNaturelStructurallandlMolecularlBiologyWK
2012WKbjWKbcadXh 17.6 34

54 xenomedukKexploitingKstructureKtoKhelpKusersKunderstandKtheirKsequencesZKNucleiclAcidslResearchWK
2015WKedWKudicXg 20.1 33

53 rKduKcellularKcontextKforKtheKmacromolecularKworldZKNaturelStructurallandlMolecularlBiologyWK2014WK
cbWKiebXf 17.6 33

52 StructuralKbasisKofKtheKsuppressedKcatalyticKactivityKofKwildXtypeKhumanKglutathioneKtransferaseK
TbXbKcomparedKtoKitsKWcdeRKmutantZKJournalloflMolecularlBiologyWK2006WKdffWKjgXbaf 6.5 32

51 WorldwideKProteinKuataKsankKbiocurationKsupportingKopenKaccessKtoKhighXqualityKduKstructuralK
biologyKdataZKDatabase:lthelJournalloflBiologicallDatabaseslandlCurationWK2018WKcabiWK 5 31

(2018-2005)
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50 znteractionKmodelKbasedKonKlocalKproteinKsubstructuresKgeneralizesKtoKtheKentireKstructuralK
enzymeXligandKspaceZKJournalloflChemicallInformationlandlModelingWK2008WKeiWKcchiXii 6.1 30

49 ValidationKofKligandsKinKmacromolecularKstructuresKdeterminedKbyKXXrayKcrystallographyZKActal
CrystallographicalSectionlD:lStructurallBiologyWK2018WKheWKcciXcdg 5.5 29

48 uoesKNMRKmeanKMnotKforKmolecularKreplacementMpKUsingKNMRXbasedKsearchKmodelsKtoKsolveK
proteinKcrystalKstructuresZKStructureWK2000WKiWKRcbdXca 5.2 29

47 yowKcommunityKhasKshapedKtheKProteinKuataKsankZKStructureWK2013WKcbWKbeifXjb 5.2 27

46 znteractiveKmotifKandKfoldKrecognitionKinKproteinKstructuresZKJournalloflAppliedlCrystallographyWK
2002WKdfWKbdhXbdj 3.8 27

45 NMRKvxchangeKwormatkKaKunifiedKandKopenKstandardKforKrepresentationKofKNMRKrestraintKdataZK
NaturelStructurallandlMolecularlBiologyWK2015WKccWKeddXe 17.6 26

44 zmprovingKtheKrepresentationKofKpeptideXlikeKinhibitorKandKantibioticKmoleculesKinKtheKProteinKuataK
sankZKBiopolymersWK2014WKbabWKgfjXgi 2.2 26

43 TheKProteinKuataKsankKinKvuropeKSPuseTkKbringingKstructureKtoKbiologyZKActalCrystallographical
SectionlD:lBiologicallCrystallographyWK2011WKghWKdceXda 25

42 ValéigURékKaKserverKforKligandXstructureKcomparisonKandKvalidationZKActalCrystallographicalSectionl
D:lBiologicallCrystallographyWK2007WKgdWKjdfXi 25

41
zncorporationKofKaKsingleKyisKresidueKbyKrationalKdesignKenablesKthiolXesterKhydrolysisKbyKhumanK
glutathioneKtransferaseKrbXbZKProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesl
oflAmericaWK2004WKbabWKbdbgdXh

11.5 25

40 TheKcrystalKstructureKofKvchinococcusKgranulosusKfattyXacidXbindingKproteinKbZKBiochimicalEtl
BiophysicalActal-lProteinslandlProteomicsWK2003WKbgejWKeaXfa 4 25

39 rKchemogenomicsKviewKonKproteinXligandKspacesZKBMClBioinformaticsWK2009WKbaKSupplKgWKSbd 3.6 24

38 WebXbasedKvisualisationKandKanalysisKofKduKelectronXmicroscopyKdataKfromKvMusKandKPusZKJournall
oflStructurallBiologyWK2013WKbieWKbhdXib 3.4 23

37 TheKarchivingKandKdisseminationKofKbiologicalKstructureKdataZKCurrentlOpinionlinlStructurallBiologyWK
2016WKeaWKbhXcc 8.1 23

36
vngineeringKofKaKglycosidaseKwamilyKhKcellobiohydrolaseKtoKmoreKalkalineKpyKoptimumkKtheKpyK
behaviourKofKTrichodermaKreeseiKtelhrKandKitsKvccdS/Krccey/éccfV/Tccgr/ucgcxKmutantZK
BiochemicallJournalWK2001WKdfgWKbjXda

3.8 22

35 uˆ'jˆ KvuKallKoverKagainkKfindingKandKanalyzingKproteinKstructureKsimilaritiesZKStructureWK2004WKbcWKcbadXbb 5.2 16

34 rnwendungKundKxrenzenKkristallographischerKuatenKimKstrukturbezogenenKéigandenXKundK
WirkstoffXuesignZKAngewandtelChemieWK2003WKbbfWKciccXcieb 3.6 16

33 StoringKdiffractionKdataZKNatureWK1996WKdidWKbiXj 50.4 16
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32 RvMszkKRecommendedKMetadataKforKsiologicalKzmagesXenablingKreuseKofKmicroscopyKdataKinK
biologyZKNaturelMethodsWK2021WKbiWKbebiXbecc 21.6 16

31 taseXcontrolledKstructureKvalidationZKActalCrystallographicalSectionlD:lBiologicallCrystallographyWK
2009WKgfWKbeaXh 15

30 OnKtheKprecisionKofKcalculatedKsolventXaccessibleKsurfaceKareasZKActalCrystallographicalSectionlD:l
BiologicallCrystallographyWK2007WKgdWKchaXe 15

29 trSPdKcomparativeKmodelingKevaluationZKProteins:lStructurezlFunctionlandlBioinformaticsWK1999WKdhWKdaXeg4.2 15

28 TheKroleKofKstructuralKbioinformaticsKresourcesKinKtheKeraKofKintegrativeKstructuralKbiologyZKActal
CrystallographicalSectionlD:lBiologicallCrystallographyWK2013WKgjWKhbaXcb 14

27 TowardsKProteomeXWideKznteractionKModelsKUsingKtheKProteochemometricsKrpproachZKMolecularl
InformaticsWK2010WKcjWKejjXfai 3.8 14

26 TheKvszKenzymeKportalZKNucleiclAcidslResearchWK2013WKebWKuhhdXia 20.1 13

25 SeparatingKmodelKoptimizationKandKmodelKvalidationKinKstatisticalKcrossXvalidationKasKappliedKtoK
crystallographyZKActalCrystallographicalSectionlD:lBiologicallCrystallographyWK2007WKgdWKjdjXea 13

24 VivaldikKvisualizationKandKvalidationKofKbiomacromolecularKNMRKstructuresKfromKtheKPusZKProteins:l
StructurezlFunctionlandlBioinformaticsWK2013WKibWKfidXjb 4.2 12

23 WorldwideKProteinKuataKsankKvalidationKinformationkKusageKandKtrendsZKActalCrystallographical
SectionlD:lStructurallBiologyWK2018WKheWKcdhXcee 5.5 11

22 StructuresKofKcellularKretinoicKacidKbindingKproteinsKzKandKzzKinKcomplexKwithKsyntheticKretinoidsZKActal
CrystallographicalSectionlD:lBiologicallCrystallographyWK1999WKffWKbifaXh 11

21 WebXbasedKvolumeKslicerKforKduKelectronXmicroscopyKdataKfromKvMusZKJournalloflStructurallBiologyWK
2016WKbjeWKbgeXha 3.4 9

20 QualityKcontrolKandKvalidationZKMethodslinlMolecularlBiologyWK2007WKdgeWKcffXhc 1.4 9

19 StructuralKbiologyKdataKarchivingKXKwhereKweKareKandKwhatKliesKaheadZKFEBSlLettersWK2018WKfjcWKcbfdXcbgh3.8 8

18 rKversatileKapproachKtowardKtheKpartiallyKautomaticKrecognitionKofKcrossKpeaksKinKcuKbKyKNMRK
spectraZKJournalloflMagneticlResonanceWK1990WKiiWKgabXgai 8

17 SafeguardingKtheKintegrityKofKproteinKarchiveZKNatureWK2010WKegdWKecf 50.4 7

16 StraightforwardKandKcompleteKdepositionKofKNMRKdataKtoKtheKPuseZKJournalloflBiomolecularlNMRWK
2010WKeiWKifXjc 3 7

15 vxperimentalKdataKforKstructureKpapersZKScienceWK2007WKdbhWKbjeXf 33.3 6

(2007-2021)
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14 TowardKautomaticKassignmentKofKproteinKbyKNMRKspectraZKJournalloflMagneticlResonanceWK1989WKifWKbigXbjh 6

13 rKparadigmKshiftKinKstructuralKbiologyZZKNaturelMethodsWK2022WKbjWKcaXcd 21.6 3

12 uataXdepositionKprotocolsKforKcorrelativeKsoftKXXrayKtomographyKandKsuperXresolutionKstructuredK
illuminationKmicroscopyKapplicationsZKSTARlProtocolsWK2021WKcWKbaacfd 1.4 3

11 TheKsiozmageKrrchiveKXKbuildingKaKhomeKforKlifeXsciencesKmicroscopyKdataZZKJournalloflMolecularl
BiologyWK2022WKbghfaf 6.5 3

10 thapterKekrpplicationKandKéimitationsKofKXXRayKtrystallographicKuataKinKStructureXxuidedKéigandK
andKurugKuesignZKRSClBiomolecularlSciencesWK2007WKhdXje 2

9 tommentKonKtimelyKdepositionKofKmacromolecularKstructuresKisKnecessaryKforKpeerKreviewKbyK
JoostenKetKalZKScabdTZKActalCrystallographicalSectionlD:lBiologicallCrystallographyWK2013WKgjWKccjg 1

8 rpplicationKandKéimitationsKofKXXRayKtrystallographicKuataKinKStructureXsasedKéigandKandKurugK
uesignZZKChemInformWK2003WKdeWKno 1

7 xlucomannanKandKbetaXglucanKdegradationKbyKMytilusKedulisKtelefrkKtrystalKstructureKandKactivityK
comparisonKwithKxyefKsubfamilyKrWKsKandKtZKCarbohydratelPolymersWK2022WKchhWKbbihhb 10.3 1

6 torrelativeKmultimodalKimagingkKsuildingKaKcommunityZKMethodslinlCelllBiologyWK2021WKbgcWKebhXeda 1.8 1

5 ValidationKanalysisKofKvMusKentriesZZKActalCrystallographicalSectionlD:lStructurallBiologyWK2022WKhiWKfecXffc5.5 0

4 RetrievalKandKValidationKofKStructuralKznformationK2005WKbifXccc

3 STvéérKandKtérzRvkKrKSeraglioKofKProgramsKforKyumanXridedKrssignmentKofKcuKbyKNMRKSpectraKofK
ProteinsK1991WKechXedh

2 zmageKarchivingKatKvMséXvszKXKvMPzrRKandKtheKsiozmageKrrchiveZKMicroscopylandlMicroanalysisWK
2021WKchWKcidgXcidh 0.5

1 ThreeXdimensionalKStructureKuatabasesKofKsiologicalKMacromoleculesZZKMethodslinlMolecularl
BiologyWK2022WKceejWKedXjb 1.4
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