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52 AccurateSpredictionSofSproteinSstructuresSandSinteractionsSusingSaSthreejtrackSneuralSnetworkkS
ScienceiS2021iSptpiSutnjuts 33.3 522

51 ImprovedSproteinSstructureSpredictionSusingSpredictedSinterresidueSorientationskSProceedingsnofnthen
NationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmericaiS2020iSnntiSnqvsjnrmp 11.5 496

50
AssessingStheSutilitySofScoevolutionjbasedSresiduejresidueScontactSpredictionsSinSaSsequencejSandS
structurejrichSerakSProceedingsnofnthenNationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmericaiS
2013iSnnmiSnrstqjv

11.5 423

49 RobustSandSaccurateSpredictionSofSresiduejresidueSinteractionsSacrossSproteinSinterfacesSusingS
evolutionarySinformationkSELifeiS2014iSpiSemompm 8.9 397

48 ProteinSstructureSdeterminationSusingSmetagenomeSsequenceSdatakSScienceiS2017iSprriSovqjovu 33.3 346

47 LargejscaleSdeterminationSofSpreviouslySunsolvedSproteinSstructuresSusingSevolutionaryS
informationkSELifeiS2015iSqiSemvoqu 8.9 173

46 MacromolecularSmodelingSandSdesignSinSRosettawSrecentSmethodsSandSframeworkskSNaturenMethodsiS
2020iSntiSssrjsum 21.6 165

45 DeSnovoSdesignSofSaSfluorescencejactivatingS˛†jbarrelkSNatureiS2018iSrsniSqurjqvn 50.4 156

44 ColabFoldwSmakingSproteinSfoldingSaccessibleStoSallkSNaturenMethodsi 21.6 129

43 CryojEMSstructureSofStheSproteinjconductingSERADSchannelSHrdnSinScomplexSwithSHrdpkSNatureiS
2017iSrquiSprojprr 50.4 117

42 ColabFoldSjSMakingSproteinSfoldingSaccessibleStoSall 114

41 ProteinSinteractionSnetworksSrevealedSbySproteomeScoevolutionkSScienceiS2019iSpsriSnurjnuv 33.3 112

40 StructureSofSaSbdSoxidaseSindicatesSsimilarSmechanismsSforSmembranejintegratedSoxygenS
reductaseskSScienceiS2016iSproiSrupjs 33.3 101

39 OriginsSofScoevolutionSbetweenSresiduesSdistantSinSproteinSpDSstructureskSProceedingsnofnthen
NationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmericaiS2017iSnnqiSvnoojvnot 11.5 92

38 ImprovedSdeSnovoSstructureSpredictionSinSCASPnnSbySincorporatingScoevolutionSinformationSintoS
RosettakSProteins:nStructure,nFunctionnandnBioinformaticsiS2016iSuqSSupplSniSstjtr 4.2 82

37 ProteinSstructureSpredictionSusingSRosettaSinSCASPnokSProteins:nStructure,nFunctionnandn
BioinformaticsiS2018iSusSSupplSniSnnpjnon 4.2 63

36 StructuralSbasisSofSERjassociatedSproteinSdegradationSmediatedSbyStheSHrdnSubiquitinSligaseS
complexkSScienceiS2020iSpsuiS 33.3 60
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35 ComputationSandSFunctionalSStudiesSProvideSaSModelSforStheSStructureSofStheSZincSTransporterS
hZIPqkSJournalnofnBiologicalnChemistryiS2015iSovmiSnttvsjntumr 5.4 51

34 ComputedSstructuresSofScoreSeukaryoticSproteinScomplexeskSScienceiS2021iSptqiSeabmqumr 33.3 51

33 ProteinShomologySmodelSrefinementSbySlargejscaleSenergySoptimizationkSProceedingsnofnthen
NationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmericaiS2018iSnnriSpmrqjpmrv 11.5 49

32 OvercomingSanSoptimizationSplateauSinStheSdirectedSevolutionSofShighlySefficientSnerveSagentS
bioscavengerskSProteinnEngineering,nDesignnandnSelectioniS2017iSpmiSpppjpqr 1.9 41

31 ASdemonstrationSofSunsupervisedSmachineSlearningSinSspeciesSdelimitationkSMolecularnPhylogeneticsn
andnEvolutioniS2019iSnpviSnmsrso 4.1 36

30 CatalyticSefficienciesSofSdirectlySevolvedSphosphotriesteraseSvariantsSwithSstructurallySdifferentS
organophosphorusScompoundsSinSvitrokSArchivesnofnToxicologyiS2016iSvmiSotnnjotoq 5.8 35

29 DeSnovoSproteinSdesignSbySdeepSnetworkShallucinationkSNatureiS2021iS 50.4 33

28 ApplicationsSofScontactSpredictionsStoSstructuralSbiologykSIUCrJiS2017iSqiSovnjpmm 4.7 30

27 AutomaticSstructureSpredictionSofSoligomericSassembliesSusingSRobettaSinSCASPnokSProteins:n
Structure,nFunctionnandnBioinformaticsiS2018iSusSSupplSniSoupjovn 4.2 29

26 ProteinSsequenceSdesignSbySconformationalSlandscapeSoptimizationkSProceedingsnofnthenNationaln
AcademynofnSciencesnofnthenUnitednStatesnofnAmericaiS2021iSnnuiS 11.5 29

25 DeSnovoSproteinSdesignSbySdeepSnetworkShallucination 26

24 TransformerSproteinSlanguageSmodelsSareSunsupervisedSstructureSlearners 26

23 ASstructuralSbiologyScommunitySassessmentSofSAlphaFoldSoSapplications 19

22 ImprovedSproteinSstructureSpredictionSusingSpredictedSinterjresidueSorientations 17

21 AnSanalysisSandSevaluationSofStheSWeFoldScollaborativeSforSproteinSstructureSpredictionSandSitsS
pipelinesSinSCASPnnSandSCASPnokSScientificnReportsiS2018iSuiSvvpv 4.9 16

20 StructuralSinsightsSintoSSAMSdomainjmediatedStankyraseSoligomerizationkSProteinnScienceiS2016iSoriSntqqjro6.3 15

19 StructurallySMappingSEndogenousSHemeSinStheSCcmCDESMembraneSComplexSforSCytochromeScS
BiogenesiskSJournalnofnMolecularnBiologyiS2018iSqpmiSnmsrjnmum 6.5 11

18 StructureSpredictionSusingSsparseSsimulatedSNOESrestraintsSwithSRosettaSinSCASPnnkSProteins:n
Structure,nFunctionnandnBioinformaticsiS2016iSuqSSupplSniSnunju 4.2 11
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17 AccurateSpredictionSofSproteinSstructuresSandSinteractionsSusingSaSpjtrackSnetwork 9

16 StructureSdeterminationSofStheSHgcABScomplexSusingSmetagenomeSsequenceSdatawSinsightsSintoS
microbialSmercurySmethylationkSCommunicationsnBiologyiS2020iSpiSpom 6.7 8

15 NewSinsightsSintoSsubstrateSfoldingSpreferenceSofSplantSOSCskSSciencenBulletiniS2016iSsniSnqmtjnqno 10.6 8

14 DesignSofSproteinsSpresentingSdiscontinuousSfunctionalSsitesSusingSdeepSlearning 8

13 DevelopmentSofSaSdualjfunctionalSconjugateSofSantigenicSpeptideSandSFcjIIISmimeticsSeDCAFfSforS
targetedSantibodySblockingkSChemicalnScienceiS2019iSnmiSpotnjpoum 9.4 7

12 TemplatejbasedSmodelingSbySClusProSinSCASPnpSandStheSpotentialSforSusingScojevolutionaryS
informationSinSdockingkSProteins:nStructure,nFunctionnandnBioinformaticsiS2019iSutiSnoqnjnoqu 4.2 7

11 StructuresSofScoreSeukaryoticSproteinScomplexes 7

10 SingleSLayersSofSAttentionSSufficeStoSPredictSProteinSContacts 7

9 ASstructuralSandSdatajdrivenSapproachStoSengineeringSaSplantScytochromeSPqrmSenzymekSSciencen
ChinanLifenSciencesiS2019iSsoiSutpjuuo 8.5 6

8 DeepSlearningSmethodsSforSdesigningSproteinsSscaffoldingSfunctionalSsites 4

7 ProteinSsequenceSdesignSbySexplicitSenergySlandscapeSoptimization 4

6 StatejofjthejArtSEstimationSofSProteinSModelSAccuracySusingSAlphaFold 4

5 AuthorSresponsewSRobustSandSaccurateSpredictionSofSresidueâ��residueSinteractionsSacrossSproteinS
interfacesSusingSevolutionarySinformationS2014iS 3

4 StructurejbasedSproteinSdesignSwithSdeepSlearningkSCurrentnOpinionninnChemicalnBiologyiS2021iSsriSnpsjnqq9.7 3

3 ColabFoldSjSMakingSproteinSfoldingSaccessibleStoSall 2

2 EndjtojendSlearningSofSmultipleSsequenceSalignmentsSwithSdifferentiableSSmithjWaterman 2

1 InterpretingSPottsSandSTransformerSProteinSModelsSThroughStheSLensSofSSimplifiedSAttentionkS
PacificnSymposiumnonnBiocomputingnPacificnSymposiumnonnBiocomputingiS2022iSotiSpqjqr 1.3
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