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38 ComputedVstructuresVofVcoreVeukaryoticVproteinVcomplexesoVSciencemV2021mVtxumVeabmuyqv 33.3 51

37 TheVtrRosettaVserverVforVfastVandVaccurateVproteinVstructureVpredictionoVNatureuProtocolsmV2021mVrwmVvwtunvwvr18.8 36

36 DeVnovoVproteinVdesignVbyVdeepVnetworkVhallucinationoVNaturemV2021mV 50.4 33

35 ProteinVsequenceVdesignVbyVconformationalVlandscapeVoptimizationoVProceedingsuofutheuNationalu
AcademyuofuSciencesuofutheuUniteduStatesuofuAmericamV2021mVrrymV 11.5 29

34 ImprovedVproteinVstructureVrefinementVguidedVbyVdeepVlearningVbasedVaccuracyVestimationoVNatureu
CommunicationsmV2021mVrsmVrtuq 17.4 50

33 InVsilicoVdetectionVofVSARSnCoVnsVspecificVBncellVepitopesVandVvalidationVinVELISAVforVserologicalV
diagnosisVofVCOVIDnrzoVScientificuReportsmV2021mVrrmVuszq 4.9 9

32 AccurateVpredictionVofVproteinVstructuresVandVinteractionsVusingVaVthreentrackVneuralVnetworkoV
SciencemV2021mVtxtmVyxrnyxw 33.3 522

31 ProteinVtertiaryVstructureVpredictionVandVrefinementVusingVdeepVlearningVandVRosettaVinVCASPruoV
Proteins:uStructure,uFunctionuanduBioinformaticsmV2021mVyzmVrxssnrxtt 4.2 9

30 ProteinVoligomerVmodelingVguidedVbyVpredictedVinterchainVcontactsVinVCASPruoVProteins:uStructure,u
FunctionuanduBioinformaticsmV2021mVyzmVrysunrytt 4.2 4

29 DeepVlearningVenablesVtheVatomicVstructureVdeterminationVofVtheVFanconiVAnemiaVcoreVcomplexV
fromVcryoEMoVIUCrJmV2020mVxmVyyrnyzs 4.7 5

28 ImprovedVproteinVstructureVpredictionVusingVpredictedVinterresidueVorientationsoVProceedingsuofutheu
NationaluAcademyuofuSciencesuofutheuUniteduStatesuofuAmericamV2020mVrrxmVruzwnrvqt 11.5 496

27 StructuralVbasisVforVautophagyVinhibitionVbyVtheVhumanVRubiconnRabxVcomplexoVProceedingsuofutheu
NationaluAcademyuofuSciencesuofutheuUniteduStatesuofuAmericamV2020mVrrxmVrxqqtnrxqrq 11.5 9

26 ProteinVcontactVpredictionVusingVmetagenomeVsequenceVdataVandVresidualVneuralVnetworksoV
BioinformaticsmV2020mVtwmVurnuy 7.2 43

25 HighnaccuracyVrefinementVusingVRosettaVinVCASPrtoVProteins:uStructure,uFunctionuanduBioinformaticsmV
2019mVyxmVrsxwnrsys 4.2 26

24 TemplatenbasedVmodelingVbyVClusProVinVCASPrtVandVtheVpotentialVforVusingVconevolutionaryV
informationVinVdockingoVProteins:uStructure,uFunctionuanduBioinformaticsmV2019mVyxmVrsurnrsuy 4.2 7

23 ProteinVinteractionVnetworksVrevealedVbyVproteomeVcoevolutionoVSciencemV2019mVtwvmVryvnryz 33.3 112

22 GeneVontologyVimprovesVtemplateVselectionVinVcomparativeVproteinVdockingoVProteins:uStructure,u
FunctionuanduBioinformaticsmV2019mVyxmVsuvnsvt 4.2 2
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21 ModelingVCAPRIVtargetsVrrqnrsqVbyVtemplatenbasedVandVfreeVdockingVusingVcontactVpotentialVandV
combinedVscoringVfunctionoVProteins:uStructure,uFunctionuanduBioinformaticsmV2018mVywVSupplVrmVtqsntrq 4.2 13

20 Dockground:VAVcomprehensiveVdataVresourceVforVmodelingVofVproteinVcomplexesoVProteinuSciencemV
2018mVsxmVrxsnryr 6.3 32

19 ContactVPotentialVforVStructureVPredictionVofVProteinsVandVProteinVComplexesVfromVPottsVModeloV
BiophysicaluJournalmV2018mVrrvmVyqznysr 2.9 12

18 OriginsVofVcoevolutionVbetweenVresiduesVdistantVinVproteinVtDVstructuresoVProceedingsuofutheu
NationaluAcademyuofuSciencesuofutheuUniteduStatesuofuAmericamV2017mVrrumVzrssnzrsx 11.5 92

17 ModelingVcomplexesVofVmodeledVproteinsoVProteins:uStructure,uFunctionuanduBioinformaticsmV2017mVyvmVuxqnuxy4.2 18

16 StructuralVqualityVofVunrefinedVmodelsVinVproteinVdockingoVProteins:uStructure,uFunctionuandu
BioinformaticsmV2017mVyvmVtznuv 4.2 4

15
PredictionVofVhomoproteinVandVheteroproteinVcomplexesVbyVproteinVdockingVandVtemplatenbasedV
modeling:VAVCASPnCAPRIVexperimentoVProteins:uStructure,uFunctionuanduBioinformaticsmV2016mVyuV
SupplVrmVtstnuy

4.2 111

14 ProteinVmodelsVdockingVbenchmarkVsoVProteins:uStructure,uFunctionuanduBioinformaticsmV2015mVytmVyzrnx 4.2 17

13 StructuralVtemplatesVforVcomparativeVproteinVdockingoVProteins:uStructure,uFunctionuandu
BioinformaticsmV2015mVytmVrvwtnxq 4.2 19

12 ProteinVmodels:VtheVGrandVChallengeVofVproteinVdockingoVProteins:uStructure,uFunctionuandu
BioinformaticsmV2014mVysmVsxynyx 4.2 18

11 StructuralVbasisVforVautophagyVinhibitionVbyVtheVhumanVRubiconnRabxVcomplex 1

10 DeepVlearningVmethodsVforVdesigningVproteinsVscaffoldingVfunctionalVsites 4

9 StructuresVofVcoreVeukaryoticVproteinVcomplexes 7

8 DeepVlearningVenablesVtheVatomicVstructureVdeterminationVofVtheVFanconiVAnemiaVcoreVcomplexV
fromVcryoEM 1

7 InVsilicoVdetectionVofVSARSnCoVnsVspecificVBncellVepitopesVandVvalidationVinVELISAVforVserologicalV
diagnosisVofVCOVIDnrz 4

6 ImprovedVproteinVstructureVrefinementVguidedVbyVdeepVlearningVbasedVaccuracyVestimation 10

5 DeVnovoVproteinVdesignVbyVdeepVnetworkVhallucination 26

4 ProteinVsequenceVdesignVbyVexplicitVenergyVlandscapeVoptimization 4
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3 DesignVofVproteinsVpresentingVdiscontinuousVfunctionalVsitesVusingVdeepVlearning 8

2 ImprovedVproteinVstructureVpredictionVusingVpredictedVinternresidueVorientations 17

1 AccurateVpredictionVofVproteinVstructuresVandVinteractionsVusingVaVtntrackVnetwork 9
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