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m Paper IF Citations

140  ZTsSSwRlMaMunifiedMplatformMforMautomatedMproteinMstructureMandMfunctionMprediction_MNaturel
ProtocolsYM2010YMgYMidgZej 18.8 4448

139  ZTsSSwRMserverMforMproteinMevMstructureMprediction_MBMClBioinformaticsYM2008YMkYMfb 3.6 3560

138 TheM ZTsSSwRMSuitelMproteinMstructureMandMfunctionMprediction_MNaturelMethodsYM2015YMcdYMiZj 21.6 3430

137 TαZalignlMaMproteinMstructureMalignmentMalgorithmMbasedMonMtheMTαZscore_MNucleiclAcidslResearchYM
2005YMeeYMdebdZk 20.1 1777

136 ScoringMfunctionMforMautomatedMassessmentMofMproteinMstructureMtemplateMquality_MProteins:l
Structure,lFunctionlandlBioinformaticsYM2004YMgiYMibdZcb 4.2 1196

135  ZTsSSwRMserverlMnewMdevelopmentMforMproteinMstructureMandMfunctionMpredictions_MNucleiclAcidsl
ResearchYM2015YMfeYMWcifZjc 20.1 1059

134 LγαwTSlMaMlocalMmetaZthreadingZserverMforMproteinMstructureMprediction_MNucleiclAcidslResearchYM
2007YMegYMeeigZjd 20.1 626

133 sbMinitioMproteinMstructureMassemblyMusingMcontinuousMstructureMfragmentsMandMoptimizedM
knowledgeZbasedMforceMfield_MProteins:lStructure,lFunctionlandlBioinformaticsYM2012YMjbYMcicgZeg 4.2 607

132  mprovingMtheMphysicalMrealismMandMstructuralMaccuracyMofMproteinMmodelsMbyMaMtwoZstepMatomicZlevelM
energyMminimization_MBiophysicallJournalYM2011YMcbcYMdgdgZef 2.9 600

131 δroteinZligandMbindingMsiteMrecognitionMusingMcomplementaryMbindingZspecificMsubstructureM
comparisonMandMsequenceMprofileMalignment_MBioinformaticsYM2013YMdkYMdgjjZkg 7.2 483

130 zowMsignificantMisMaMproteinMstructureMsimilarityMwithMTαZscoreMoMb_gq_MBioinformaticsYM2010YMdhYMjjkZkg 7.2 455

129 uγxsuTγRlManMaccurateMcomparativeMalgorithmMforMstructureZbasedMproteinMfunctionMannotation_M
NucleiclAcidslResearchYM2012YMfbYMWficZi 20.1 448

128 δrogressMandMchallengesMinMproteinMstructureMprediction_MCurrentlOpinionlinlStructurallBiologyYM2008YM
cjYMefdZj 8.1 382

127 sbMinitioMmodelingMofMsmallMproteinsMbyMiterativeMTsSSwRMsimulations_MBMClBiologyYM2007YMgYMci 7.3 378

126 TemplateZbasedMmodelingMandMfreeMmodelingMbyM ZTsSSwRMinMusSδi_MProteins:lStructure,lFunctionl
andlBioinformaticsYM2007YMhkMSupplMjYMcbjZci 4.2 368

125 tioLiδlMaMsemiZmanuallyMcuratedMdatabaseMforMbiologicallyMrelevantMligandZproteinMinteractions_M
NucleiclAcidslResearchYM2013YMfcYMvcbkhZcbe 20.1 348

124  ZTsSSwRlMfullyMautomatedMproteinMstructureMpredictionMinMusSδj_MProteins:lStructure,lFunctionlandl
BioinformaticsYM2009YMiiMSupplMkYMcbbZce 4.2 326
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123 Sδ uïwRlMaMclusteringMapproachMtoMidentifyMnearZnativeMproteinMfolds_MJournalloflComputationall
ChemistryYM2004YMdgYMjhgZic 3.5 326

122 αUSTwRlM mprovingMproteinMsequenceMprofileZprofileMalignmentsMbyMusingMmultipleMsourcesMofM
structureMinformation_MProteins:lStructure,lFunctionlandlBioinformaticsYM2008YMidYMgfiZgh 4.2 301

121 sutomatedMstructureMpredictionMofMweaklyMhomologousMproteinsMonMaMgenomicMscale_MProceedingslofl
thelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaYM2004YMcbcYMigkfZk 11.5 295

120 stomicZlevelMproteinMstructureMrefinementMusingMfragmentZguidedMmolecularMdynamicsM
conformationMsampling_MStructureYM2011YMckYMcijfZkg 5.2 243

119 uγxsuTγRlMimprovedMproteinMfunctionMpredictionMbyMcombiningMstructureYMsequenceMandM
proteinZproteinMinteractionMinformation_MNucleiclAcidslResearchYM2017YMfgYMWdkcZWdkk 20.1 235

118 TheMproteinMstructureMpredictionMproblemMcouldMbeMsolvedMusingMtheMcurrentMδvtMlibrary_M
ProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaYM2005YMcbdYMcbdkZef 11.5 235

117 TγUuzSTγβwM  lMaMnewMapproachMtoMabMinitioMproteinMstructureMprediction_MBiophysicallJournalYM2003YM
jgYMccfgZhf 2.9 223

116 δroteinMstructureMpredictionlMwhenMisMitMusefulq_MCurrentlOpinionlinlStructurallBiologyYM2009YMckYMcfgZgg 8.1 212

115 STRUαlMstructureZbasedMpredictionMofMproteinMstabilityMchangesMuponMsingleZpointMmutation_M
BioinformaticsYM2016YMedYMdkehZfh 7.2 190

114 sMnovelMsideZchainMorientationMdependentMpotentialMderivedMfromMrandomZwalkMreferenceMstateMforM
proteinMfoldMselectionMandMstructureMprediction_MPLoSlONEYM2010YMgYMecgejh 3.7 172

113
δroteinMStructureMandMSequenceMReanalysisMofMdbckZnuoVMyenomeMRefutesMSnakesMasM tsM
 ntermediateMzostMandMtheMUniqueMSimilarityMbetweenM tsMSpikeMδroteinM nsertionsMandMz VZc_MJournall
oflProteomelResearchYM2020YMckYMcegcZcehb

5.6 166

112 TowardMoptimalMfragmentMgenerationsMforMabMinitioMproteinMstructureMassembly_MProteins:lStructure,l
FunctionlandlBioinformaticsYM2013YMjcYMddkZek 4.2 156

111 vevelopmentMandMlargeMscaleMbenchmarkMtestingMofMtheMδRγSδwuTγR_eMthreadingMalgorithm_M
Proteins:lStructure,lFunctionlandlBioinformaticsYM2004YMghYMgbdZcj 4.2 137

110 sMcomprehensiveMassessmentMofMsequenceZbasedMandMtemplateZbasedMmethodsMforMproteinMcontactM
prediction_MBioinformaticsYM2008YMdfYMkdfZec 7.2 136

109 sMcomparativeMassessmentMandManalysisMofMdbMrepresentativeMsequenceMalignmentMmethodsMforM
proteinMstructureMprediction_MScientificlReportsYM2013YMeYMdhck 4.9 128

108 yδuRZ ZTsSSwRlMsMzybridMspproachMtoMyMδroteinZuoupledMReceptorMStructureMαodelingMandMtheM
spplicationMtoMtheMzumanMyenome_MStructureYM2015YMdeYMcgejZcgfk 5.2 121

107 LocalMenergyMlandscapeMflatteninglMparallelMhyperbolicMαonteMuarloMsamplingMofMproteinMfolding_M
Proteins:lStructure,lFunctionlandlBioinformaticsYM2002YMfjYMckdZdbc 4.2 118

106
sutomatedMproteinMstructureMmodelingMinMusSδkMbyM ZTsSSwRMpipelineMcombinedMwithM
QUsRïZbasedMabMinitioMfoldingMandMxyZαvZbasedMstructureMrefinement_MProteins:lStructure,lFunctionl
andlBioinformaticsYM2011YMikMSupplMcbYMcfiZhb

4.2 111

(2011-2004)
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105 TheMusxsMchallengeMreportsMimprovedMproteinMfunctionMpredictionMandMnewMfunctionalMannotationsM
forMhundredsMofMgenesMthroughMexperimentalMscreens_MGenomelBiologyYM2019YMdbYMdff 18.3 111

104 veepZlearningMcontactZmapMguidedMproteinMstructureMpredictionMinMusSδce_MProteins:lStructure,l
FunctionlandlBioinformaticsYM2019YMjiYMccfkZcchf 4.2 108

103 RwαγlMsMnewMprotocolMtoMrefineMfullMatomicMproteinMmodelsMfromMuZalphaMtracesMbyMoptimizingM
hydrogenZbondingMnetworks_MProteins:lStructure,lFunctionlandlBioinformaticsYM2009YMihYMhhgZih 4.2 97

102 δredictingMtheMwffectMofMαutationsMonMδroteinZδroteinMtindingM nteractionsMthroughM
StructureZtasedM nterfaceMδrofiles_MPLoSlComputationallBiologyYM2015YMccYMecbbffkf 5 95

101  nterplayMofM ZTsSSwRMandMQUsRïMforMtemplateZbasedMandMabMinitioMproteinMstructureMpredictionMinM
usSδcb_MProteins:lStructure,lFunctionlandlBioinformaticsYM2014YMjdMSupplMdYMcigZji 4.2 91

100 ResδRwlMhighZaccuracyMproteinMcontactMpredictionMbyMcouplingMprecisionMmatrixMwithMdeepMresidualM
neuralMnetworks_MBioinformaticsYM2019YMegYMfhfiZfhgg 7.2 88

99 evRobotlMautomatedMgenerationMofMdiverseMandMwellZpackedMproteinMstructureMdecoys_M
BioinformaticsYM2016YMedYMeijZji 7.2 87

98 vockRαSvlManMopenZsourceMtoolMforMatomMmappingMandMRαSvMcalculationMofMsymmetricMmoleculesM
throughMgraphMisomorphism_MJournalloflCheminformaticsYM2019YMccYMfb 8.6 81

97 RecognizingMproteinZligandMbindingMsitesMbyMglobalMstructuralMalignmentMandMlocalMgeometryM
refinement_MStructureYM2012YMdbYMkjiZki 5.2 80

96 uγsuzZvlMimprovedMproteinZligandMbindingMsitesMpredictionMwithMrefinedMligandZbindingMposesM
throughMmolecularMdocking_MNucleiclAcidslResearchYM2018YMfhYMWfejZWffd 20.1 77

95 ResQlMsnMspproachMtoMUnifiedMwstimationMofMtZxactorMandMResidueZSpecificMwrrorMinMδroteinM
StructureMδrediction_MJournalloflMolecularlBiologyYM2016YMfdjYMhkeZibc 6.5 76

94 LγαwTSdlMimprovedMmetaZthreadingMserverMforMfoldZrecognitionMandMstructureZbasedMfunctionM
annotationMforMdistantZhomologyMproteins_MNucleiclAcidslResearchYM2019YMfiYMWfdkZWfeh 20.1 76

93 ααZalignlMaMquickMalgorithmMforMaligningMmultipleZchainMproteinMcomplexMstructuresMusingMiterativeM
dynamicMprogramming_MNucleiclAcidslResearchYM2009YMeiYMeje 20.1 70

92 tindδrofXlMsssessingMαutationZ nducedMtindingMsffinityMuhangeMbyMδroteinM nterfaceMδrofilesMwithM
δseudoZuounts_MJournalloflMolecularlBiologyYM2017YMfdkYMfdhZfef 6.5 65

91 tSδZSL αlMaMblindMlowZresolutionMligandZproteinMdockingMapproachMusingMpredictedMproteinM
structures_MProteins:lStructure,lFunctionlandlBioinformaticsYM2012YMjbYMkeZccb 4.2 65

90 wnsemblingMmultipleMrawMcoevolutionaryMfeaturesMwithMdeepMresidualMneuralMnetworksMforM
contactZmapMpredictionMinMusSδce_MProteins:lStructure,lFunctionlandlBioinformaticsYM2019YMjiYMcbjdZcbkc 4.2 63

89 veepαSslMconstructingMdeepMmultipleMsequenceMalignmentMtoMimproveMcontactMpredictionMandM
foldZrecognitionMforMdistantZhomologyMproteins_MBioinformaticsYM2020YMehYMdcbgZdccd 7.2 60

88 TemplateZbasedMandMfreeMmodelingMofM ZTsSSwRMandMQUsRïMpipelinesMusingMpredictedMcontactMmapsM
inMusSδcd_MProteins:lStructure,lFunctionlandlBioinformaticsYM2018YMjhMSupplMcYMcehZcgc 4.2 58
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87 ThreavomlMextractingMproteinMdomainMboundaryMinformationMfromMmultipleMthreadingMalignments_M
BioinformaticsYM2013YMdkYMidfiZgh 7.2 56

86 RecognizingMmetalMandMacidMradicalMionZbindingMsitesMbyMintegratingMabMinitioMmodelingMwithM
templateZbasedMtransferals_MBioinformaticsYM2016YMedYMedhbZedhk 7.2 56

85  mprovingMproteinMstructureMpredictionMusingMmultipleMsequenceZbasedMcontactMpredictions_M
StructureYM2011YMckYMccjdZkc 5.2 55

84 sβyLγRlMaMcompositeMmachineZlearningMalgorithmMforMproteinMbackboneMtorsionMangleMprediction_M
PLoSlONEYM2008YMeYMeefbb 3.7 55

83 designMofMproteinMpeptidesMtoMblockMassociationMofMtheMSsRSZuoVZdMspikeMproteinMwithMhumanMsuwd_M
AgingYM2020YMcdYMccdheZccdih 5.6 54

82 βetconlMproteinMcontactMmapMpredictionMusingMneuralMnetworkMtrainingMcoupledMwithMnaˆflveMtayesM
classifiers_MBioinformaticsYM2017YMeeYMddkhZdebh 7.2 52

81 αappingMmonomericMthreadingMtoMproteinZproteinMstructureMprediction_MJournalloflChemicall
InformationlandlModelingYM2013YMgeYMiciZdg 6.1 49

80 wffectsMofMSsRSZuoVZdMmutationsMonMproteinMstructuresMandMintraviralMproteinZproteinMinteractions_M
JournalloflMedicallVirologyYM2021YMkeYMdcedZdcfb 19.7 48

79  ntegrationMofMQUsRïMandM ZTsSSwRMforMsbM nitioMδroteinMStructureMδredictionMinMusSδcc_MProteins:l
Structure,lFunctionlandlBioinformaticsYM2016YMjfMSupplMcYMihZjh 4.2 47

78 TemplateZbasedMproteinMstructureMpredictionMinMusSδccMandMretrospectMofM ZTsSSwRMinMtheMlastM
decade_MProteins:lStructure,lFunctionlandlBioinformaticsYM2016YMjfMSupplMcYMdeeZfh 4.2 42

77 xoldingMnonZhomologousMproteinsMbyMcouplingMdeepZlearningMcontactMmapsMwithM ZTsSSwRMassemblyM
simulations_MCelllReportslMethodsYM2021YMcYM 40

76 snMevolutionZbasedMapproachMtoMveMβovoMproteinMdesignMandMcaseMstudyMonMαycobacteriumM
tuberculosis_MPLoSlComputationallBiologyYM2013YMkYMecbbedkj 5 39

75 wvovesignlMveMnovoMproteinMdesignMbasedMonMstructuralMandMevolutionaryMprofiles_MNucleiclAcidsl
ResearchYM2013YMfcYMWdieZjb 20.1 36

74  ZTsSSwRMgatewaylMsMproteinMstructureMandMfunctionMpredictionMserverMpoweredMbyMXSwvw_MFuturel
GenerationlComputerlSystemsYM2019YMkkYMieZjg 7.5 35

73 wvovesignlMvesigningMδroteinZδroteinMtindingM nteractionsMUsingMwvolutionaryM nterfaceMδrofilesMinM
uonjunctionMwithManMγptimizedMδhysicalMwnergyMxunction_MJournalloflMolecularlBiologyYM2019YMfecYMdfhiZdfih6.5 35

72 sbM nitioMstructureMpredictionMforMwscherichiaMcolilMtowardsMgenomeZwideMproteinMstructureMmodelingM
andMfoldMassignment_MScientificlReportsYM2013YMeYMcjkg 4.9 34

71 wvowxdlMaccurateMandMfastMenergyMfunctionMforMcomputationalMproteinMdesign_MBioinformaticsYM2020YM
ehYMccegZccfd 7.2 33

70
αetayγlMδredictingMyeneMγntologyMofMβonZhomologousMδroteinsMThroughMLowZResolutionMδroteinM
StructureMδredictionMandMδroteinZδroteinMβetworkMαapping_MJournalloflMolecularlBiologyYM2018YM
febYMddghZddhg

6.5 32

(2018-2013)
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69 uomputationalMproteinMdesignMandMlargeZscaleMassessmentMbyM ZTsSSwRMstructureMassemblyM
simulations_MJournalloflMolecularlBiologyYM2011YMfbiYMihfZih 6.5 32

68  ZTsSSwRZαRlMautomatedMmolecularMreplacementMforMdistantZhomologyMproteinsMusingMiterativeM
fragmentMassemblyMandMprogressiveMsequenceMtruncation_MNucleiclAcidslResearchYM2017YMfgYMWfdkZWfef 20.1 31

67 sssemblingMmultidomainMproteinMstructuresMthroughManalogousMglobalMstructuralMalignments_M
ProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaYM2019YMcchYMcgkebZcgkej11.5 30

66 sTδbindlMsccurateMδroteinZsTδMtindingMSiteMδredictionMbyMuombiningMSequenceZδrofilingMandM
StructureZtasedMuomparisons_MJournalloflChemicallInformationlandlModelingYM2018YMgjYMgbcZgcb 6.1 28

65  mprovingMproteinMtemplateMrecognitionMbyMusingMsmallZangleMxZrayMscatteringMprofiles_MBiophysicall
JournalYM2011YMcbcYMdiibZjc 2.9 28

64 LSZalignlManMatomZlevelYMflexibleMligandMstructuralMalignmentMalgorithmMforMhighZthroughputMvirtualM
screening_MBioinformaticsYM2018YMefYMddbkZddcj 7.2 25

63 vetectingMdistantZhomologyMproteinMstructuresMbyMaligningMdeepMneuralZnetworkMbasedMcontactM
maps_MPLoSlComputationallBiologyYM2019YMcgYMecbbifcc 5 25

62 δotentialMofMThreeMwthnomedicinalMδlantsMasMsntisicklingMsgents_MMolecularlPharmaceuticsYM2017YMcfYMcidZcjd5.6 22

61 wxploringMtheMspeedMandMperformanceMofMmolecularMreplacementMwithMsαδLwMusingMQUsRïMabMinitioM
proteinMmodels_MActalCrystallographicalSectionlD:lBiologicallCrystallographyYM2015YMicYMeejZfe 21

60
SS δelMaccuratelyMestimatingMproteinZproteinMbindingMaffinityMchangeMuponMmutationsMusingM
evolutionaryMprofilesMinMcombinationMwithManMoptimizedMphysicalMenergyMfunction_MBioinformaticsYM
2020YMehYMdfdkZdfei

7.2 21

59 LabuaSlMlabelingMcalpainMsubstrateMcleavageMsitesMfromMaminoMacidMsequenceMusingMconditionalM
randomMfields_MProteins:lStructure,lFunctionlandlBioinformaticsYM2013YMjcYMhddZef 4.2 20

58 veducingMhighZaccuracyMproteinMcontactZmapsMfromMaMtripletMofMcoevolutionaryMmatricesMthroughM
deepMresidualMconvolutionalMnetworks_MPLoSlComputationallBiologyYM2021YMciYMecbbjjhg 5 20

57 StructureMandMδroteinM nteractionZtasedMyeneMγntologyMsnnotationsMRevealMLikelyMxunctionsMofM
UncharacterizedMδroteinsMonMzumanMuhromosomeMci_MJournalloflProteomelResearchYM2018YMciYMfcjhZfckh5.6 20

56 ThreavomwxlMaMunifiedMplatformMforMpredictingMcontinuousMandMdiscontinuousMproteinMdomainsMbyM
multipleZthreadingMandMsegmentMassembly_MNucleiclAcidslResearchYM2017YMfgYMWfbbZWfbi 20.1 19

55  mprovingMaccuracyMofMproteinMcontactMpredictionMusingMbalancedMnetworkMdeconvolution_MProteins:l
Structure,lFunctionlandlBioinformaticsYM2015YMjeYMfjgZkh 4.2 18

54 xuelingMabMinitioMfoldingMwithMmarineMmetagenomicsMenablesMstructureMandMfunctionMpredictionsMofM
newMproteinMfamilies_MGenomelBiologyYM2019YMdbYMddk 18.3 17

53 xsSδRlManMopenZsourceMtoolMforMfastMandMaccurateMproteinMsideZchainMpacking_MBioinformaticsYM2020YM
ehYMeigjZeihg 7.2 16

52 veepMlearningMtechniquesMhaveMsignificantlyMimpactedMproteinMstructureMpredictionMandMproteinM
design_MCurrentlOpinionlinlStructurallBiologyYM2021YMhjYMckfZdbi 8.1 16
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51 xUpredlMdetectingMproteinMdomainsMthroughMdeepZlearningZbasedMcontactMmapMprediction_M
BioinformaticsYM2020YMehYMeifkZeigi 7.2 15

50  dentifyingMtheMZoonoticMγriginMofMSsRSZuoVZdMbyMαodelingMtheMtindingMsffinityMbetweenMtheMSpikeM
ReceptorZtindingMvomainMandMzostMsuwd_MJournalloflProteomelResearchYM2020YMckYMfjffZfjgh 5.6 15

49 δroteinMstructureMandMsequenceMreZanalysisMofMdbckZnuoVMgenomeMdoesMnotMindicateMsnakesMasMitsM
intermediateMhostMorMtheMuniqueMsimilarityMbetweenMitsMspikeMproteinMinsertionsMandMz VZcM2020YM 14

48 StructureMandMlocationMofMtheMregulatoryM˛†MsubunitsMinMtheMU˛–˛†˛‡ ˛·VfMphosphorylaseMkinaseMcomplex_M
JournalloflBiologicallChemistryYM2012YMdjiYMehhgcZhc 5.4 13

47 UnderestimationZsssistedMylobalZLocalMuooperativeMvifferentialMwvolutionMandMtheMspplicationMtoM
δroteinMStructureMδrediction_MIEEElTransactionslonlEvolutionarylComputationYM2020YMdfYMgehZggb 15.6 12

46 wvocklMblindMproteinZligandMdockingMbyMreplicaZexchangeMmonteMcarloMsimulation_MJournallofl
CheminformaticsYM2020YMcdYMei 8.6 12

45
tlindedMTestingMofMxunctionMsnnotationMforMuδwcMδroteinsMbyM ZTsSSwRauγxsuTγRMδipelineMUsingM
theMdbcjZdbckMsdditionsMtoMneXtδrotMandMtheMusxseMuhallenge_MJournalloflProteomelResearchYM2019
YMcjYMfcgfZfchh

5.6 12

44 uhangingMtheMspoptosisMδathwayMthroughMwvolutionaryMδroteinMvesign_MJournalloflMolecularlBiology
YM2019YMfecYMjdgZjfc 6.5 12

43 srtificialMintelligenceZbasedMmultiZobjectiveMoptimizationMprotocolMforMproteinMstructureMrefinement_M
BioinformaticsYM2020YMehYMfeiZffj 7.2 12

42 TowardMtheMsolutionMofMtheMproteinMstructureMpredictionMproblem_MJournalloflBiologicallChemistryYM
2021YMdkiYMcbbjib 5.4 12

41 StructuralMtioinformaticsM nspectionMofMneXtδrotMδwgMδroteinsMinMtheMzumanMδroteome_MJournallofl
ProteomelResearchYM2015YMcfYMeigbZhc 5.6 11

40 uomputationalMvesignMofMδeptidesMtoMtlockMtindingMofMtheMSsRSZuoVZdMSpikeMδroteinMtoMzumanMsuwd 11

39 urystalMstructureMofMdesignedMδXMdomainMfromMcytokineZindependentMsurvivalMkinaseMandM
implicationsMonMevolutionZbasedMproteinMengineering_MJournalloflStructurallBiologyYM2015YMckcYMckiZdbh 3.4 9

38 uyLxoldlMaMcontactZassistedMdeMnovoMproteinMstructureMpredictionMusingMglobalMexplorationMandMloopM
perturbationMsamplingMalgorithm_MBioinformaticsYM2020YMehYMdffeZdfgb 7.2 9

37
UsingMiterativeMfragmentMassemblyMandMprogressiveMsequenceMtruncationMtoMfacilitateMphasingMandM
crystalMstructureMdeterminationMofMdistantlyMrelatedMproteins_MActalCrystallographicalSectionlD:l
StructurallBiologyYM2016YMidYMhchZdj

5.5 9

36
TheMzumanMvβsMαismatchMRepairMδroteinMαSzeMuontainsMβuclearMLocalizationMandMwxportMSignalsM
ThatMwnableMβuclearZuytosolicMShuttlingMinMResponseMtoM nflammation_MMolecularlandlCellularl
BiologyYM2020YMfbYM

4.8 9

35 uomputationalMdesignMofMSsRSZuoVZdMspikeMglycoproteinsMtoMincreaseMimmunogenicityMbyMTMcellM
epitopeMengineering_MComputationallandlStructurallBiotechnologylJournalYM2021YMckYMgcjZgdk 6.8 9

34 δroteinMstructureMpredictionMusingMdeepMlearningMdistanceMandMhydrogenZbondingMrestraintsMinM
usSδcf_MProteins:lStructure,lFunctionlandlBioinformaticsYM2021YMjkYMciefZcigc 4.2 9

(2021-2020)

7



33 sMβewMδrotocolMforMstomicZLevelMδroteinMStructureMαodelingMandMRefinementMUsingM
LowZtoZαediumMResolutionMuryoZwαMvensityMαaps_MJournalloflMolecularlBiologyYM2020YMfedYMgehgZgeii 6.5 8

32
vsαpredlMRecognizingMviseaseZsssociatedMnsSβδsMthroughMtayesZyuidedMβeuralZβetworkMαodelM
tuiltMonMLowZResolutionMStructureMδredictionMofMδroteinsMandMδroteinZδroteinM nteractions_MJournall
oflMolecularlBiologyYM2019YMfecYMdffkZdfgk

6.5 7

31 TheMusxsMchallengeMreportsMimprovedMproteinMfunctionMpredictionMandMnewMfunctionalMannotationsM
forMhundredsMofMgenesMthroughMexperimentalMscreens 7

30
xunctionsMofMwssentialMyenesMandMaMScaleZxreeMδroteinM nteractionMβetworkMRevealedMbyM
StructureZtasedMxunctionMandM nteractionMδredictionMforMaMαinimalMyenome_MJournalloflProteomel
ResearchYM2021YMdbYMccijZccjk

5.6 7

29 vetectingMyeneMγntologyMmisannotationsMusingMtaxonZspecificMrateMratioMcomparisons_M
BioinformaticsYM2020YMehYMfejeZfejj 7.2 6

28 VirtualMScreeningMofMzumanMulassZsMyδuRsMUsingMLigandMδrofilesMtuiltMonMαultipleMLigandZReceptorM
 nteractions_MJournalloflMolecularlBiologyYM2020YMfedYMfjidZfjkb 6.5 6

27  mprovingMfragmentZbasedMabMinitioMproteinMstructureMassemblyMusingMlowZaccuracyMcontactZmapM
predictions_MNaturelCommunicationsYM2021YMcdYMgbcc 17.4 6

26 sccurateMmultistageMpredictionMofMproteinMcrystallizationMpropensityMusingMdeepZcascadeMforestMwithM
sequenceZbasedMfeatures_MBriefingslinlBioinformaticsYM2021YMddYM 13.4 5

25 TowardMtheMsccuracyMandMSpeedMofMδroteinMSideZuhainMδackinglMs´ SystematicMStudyMonMRotamerM
Libraries_MJournalloflChemicallInformationlandlModelingYM2020YMhbYMfcbZfdb 6.1 5

24
δroteinMinterZresidueMcontactMandMdistanceMpredictionMbyMcouplingMcomplementaryMcoevolutionM
featuresMwithMdeepMresidualMnetworksMinMusSδcf_MProteins:lStructure,lFunctionlandlBioinformaticsYM
2021YMjkYMckccZckdc

4.2 4

23 LandscapeMofMvariableMdomainMofMheavyZchainZonlyMantibodyMrepertoireMfromMalpaca_MImmunologyYM
2020YMchcYMgeZhg 7.8 3

22 spproachesMtoMabMinitioMmolecularMreplacementMofM˛–ZhelicalMtransmembraneMproteins_MActal
CrystallographicalSectionlD:lStructurallBiologyYM2017YMieYMkjgZkkh 5.5 3

21 RationalMvesignMofMSsRSZuoVZdMSpikeMylycoproteinsMToM ncreaseM mmunogenicityMtyMTMuellMwpitopeM
wngineeringM2020YM 3
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