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n Paper IF Citations

197 ProteinNinteractionsnNtwoNmethodsNforNassessmentNofNtheNreliabilityNofNhighNthroughputN
observationsbNMolecularfandfCellularfProteomics]N2002]Ne]Nghmaij 7.6 486

196 βOMSTRuxnNaNdatabaseNofNproteinNstructureNalignmentsNforNhomologousNfamiliesbNProteinfScience]N
1998]Nk]Nfhjmake 6.3 421

195 ReducedNamountsNandNabnormalNformsNofNphospholipaseNwNzetaNVPLwzetaWNinNspermatozoaNfromN
infertileNmenbNHumanfReproduction]N2009]Nfh]Nfhekafl 5.7 208

194 SubxabnNtheNstructuralNantibodyNdatabasebNNucleicfAcidsfResearch]N2014]Nhf]Nxeehdaj 20.1 193

193 wOxunNaNcombinedNalgorithmNforNpredictingNtheNstructurallyNvariableNregionsNofNproteinNmodelsbN
ProteinfScience]N2001]Ned]Nimmajef 6.3 129

192 zreelyNavailableNconformerNgenerationNmethodsnNhowNgoodNareNtheysbNJournalfoffChemicalf
InformationfandfModeling]N2012]Nif]Neehjail 6.1 128

191 zRyuxNrevisitednNuccurateNloopNstructureNpredictionNusingNaNdatabaseNsearchNalgorithmbNProteins:f
StructuretfFunctionfandfBioinformatics]N2010]Nkl]Nehgeahd 4.2 128

190 SynonymousNcodonNusageNinfluencesNtheNlocalNproteinNstructureNobservedbNNucleicfAcidsfResearch]N
2010]Ngl]Njkemafl 20.1 116

189 uNmultiacrystalNmethodNforNextractingNobscuredNcrystallographicNstatesNfromNconventionallyN
uninterpretableNelectronNdensitybNNaturefCommunications]N2017]Nl]Neiefg 17.4 115

188 ziveNcomputationalNdevelopabilityNguidelinesNforNtherapeuticNantibodyNprofilingbNProceedingsfoffthef
NationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmerica]N2019]Neej]Nhdfiahdgd 11.5 109

187 woVaubxabnNtheNcoronavirusNantibodyNdatabasebNBioinformatics]N2021]Ngk]Nkghakgi 7.2 108

186 uvodyvuildernNuutomatedNantibodyNstructureNpredictionNwithNdataadrivenNaccuracyNestimationbN
MAbs]N2016]Nl]Nefimaefjl 6.6 104

185 RevisitingNdateNandNpartyNhubsnNnovelNapproachesNtoNroleNassignmentNinNproteinNinteractionN
networksbNPLoSfComputationalfBiology]N2010]Nj]Needddlek 5 100

184 uNuRwγnNantigenNreceptorNnumberingNandNreceptorNclassificationbNBioinformatics]N2016]Ngf]Nfmlagdd 7.2 98

183 uNmaternallyNinheritedNautosomalNpointNmutationNinNhumanNphospholipaseNwNzetaNVPLw˛¶WNleadsNtoN
maleNinfertilitybNHumanfReproduction]N2012]Nfk]Nfffage 5.7 96

182 uvoidingNzalseNPositiveNwonclusionsNinNMolecularNSimulationnNTheNγmportanceNofNReplicasbNJournalfoff
ChemicalfTheoryfandfComputation]N2018]Neh]Njefkajegl 6.4 94

181 MyxyLLyRnNhomologyabasedNcoordinateNgenerationNforNmembraneNproteinsbNBioinformatics]N2010]N
fj]Nflggahd 7.2 91
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180 uNmicrotubuleNinteractomenNcomplexesNwithNrolesNinNcellNcycleNandNmitosisbNPLoSfBiology]N2008]Nj]Neml 9.7 90

179 γmprovingNvacellNepitopeNpredictionNandNitsNapplicationNtoNglobalNantibodyaantigenNdockingbN
Bioinformatics]N2014]Ngd]Nffllamh 7.2 86

178 SubPrednNaNstructureabasedNantibodyNpredictionNserverbNNucleicfAcidsfResearch]N2016]Nhh]NWhkhal 20.1 79

177 warbonylacarbonylNinteractionsNstabilizeNtheNpartiallyNallowedNRamachandranNconformationsNofN
asparagineNandNasparticNacidbNProteinfEngineeringtfDesignfandfSelection]N1999]Nef]Nedfial 1.9 79

176 ProgressNandNchallengesNinNpredictingNproteinNinterfacesbNBriefingsfinfBioinformatics]N2016]Nek]Neekage 13.4 78

175 MisatoNwontrolsNMitoticNMicrotubuleN–enerationNbyNStabilizingNtheNTwPaeNTubulinNwhaperoneN
womplexbNCurrentfBiology]N2015]Nfi]Nfdjg 6.3 78

174
Rapid]NPrecise]NandNReproducibleNPredictionNofNPeptideaMβwNvindingNuffinitiesNfromNMolecularN
xynamicsNThatNworrelateNWellNwithNyxperimentbNJournalfoffChemicalfTheoryfandfComputation]N2015]N
ee]Ngghjaij

6.4 78

173 SolutionNstructureNandNdynamicsNofNaNprototypicalNchordinalikeNcysteinearichNrepeatNVvonNWillebrandN
zactorNtypeNwNmoduleWNfromNcollagenNγγubNJournalfoffBiologicalfChemistry]N2004]Nfkm]Niglikajj 5.4 75

172 ussociationNbetweenNaNcommonNimmunoglobulinNheavyNchainNalleleNandNrheumaticNheartNdiseaseN
riskNinNOceaniabNNaturefCommunications]N2017]Nl]Nehmhj 17.4 74

171 ObservedNuntibodyNSpacenNuNResourceNforNxataNMiningNNexta–enerationNSequencingNofNuntibodyN
RepertoiresbNJournalfoffImmunology]N2018]Nfde]Nfidfafidm 5.3 73

170 TheNfunctionNofNcommunitiesNinNproteinNinteractionNnetworksNatNmultipleNscalesbNBMCfSystemsf
Biology]N2010]Nh]Nedd 3.5 63

169
ProteinNzamilyaSpecificNModelsNUsingNxeepNNeuralNNetworksNandNTransferNLearningNγmproveNVirtualN
ScreeningNandNβighlightNtheNNeedNforNMoreNxatabNJournalfoffChemicalfInformationfandfModeling]N
2018]Nil]Nfgemafggd

6.1 63

168 xecipheringNchemotaxisNpathwaysNusingNcrossNspeciesNcomparisonsbNBMCfSystemsfBiology]N2010]Nh]Ng 3.5 57

167 untibodyNiaPatchNpredictionNofNtheNantibodyNbindingNsiteNimprovesNrigidNlocalNantibodyaantigenN
dockingbNProteinfEngineeringtfDesignfandfSelection]N2013]Nfj]Njfeam 1.9 55

166 βowNoldNisNyourNfoldsbNBioinformatics]N2005]NfeNSupplNe]Nihhmail 7.2 55

165 TypeNγγNγnhibitorsNTargetingNwxKfbNACSfChemicalfBiology]N2015]Ned]Nfeejafi 4.9 53

164 uNnovelNexhaustiveNsearchNalgorithmNforNpredictingNtheNconformationNofNpolypeptideNsegmentsNinN
proteinsbNProteins:fStructuretfFunctionfandfBioinformatics]N2000]Nhd]Negiaehh 4.2 53

163 TheNβgNloopNofNantibodiesNshowsNuniqueNstructuralNcharacteristicsbNProteins:fStructuretfFunctionfandf
Bioinformatics]N2017]Nli]Negeeaegel 4.2 52

(2017-2008)
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162 βelixNkinksNareNequallyNprevalentNinNsolubleNandNmembraneNproteinsbNProteins:fStructuretfFunctionf
andfBioinformatics]N2014]Nlf]Nemjdakd 4.2 52

161 xeepN–enerativeNModelsNforNgxNLinkerNxesignbNJournalfoffChemicalfInformationfandfModeling]N2020]N
jd]Nemlgaemmi 6.1 49

160 ProteinNproteinNinteractions]NevolutionaryNrate]NabundanceNandNagebNBMCfBioinformatics]N2006]Nk]Nefl 3.6 49

159 γdentifyingNandNquantifyingNradiationNdamageNatNtheNatomicNlevelbNJournalfoffSynchrotronfRadiation]N
2015]Nff]Nfdeaef 2.4 41

158 PredictionNofNVβaVLNdomainNorientationNforNantibodyNvariableNdomainNmodelingbNProteins:fStructuretf
FunctionfandfBioinformatics]N2015]Nlg]Njleami 4.2 38

157 xeepNSequencingNofNvNwellNReceptorNRepertoiresNzromNwOVγxaemNPatientsNRevealsNStrongN
wonvergentNγmmuneNSignaturesbNFrontiersfinfImmunology]N2020]Nee]Njdiekd 8.4 38

156 PredictingNantibodyNcomplementarityNdeterminingNregionNstructuresNwithoutNclassificationbN
MolecularfBioSystems]N2011]Nk]Nggfkagh 35

155 PredictingNproteinaproteinNinteractionsNinNtheNcontextNofNproteinNevolutionbNMolecularfBioSystems]N
2010]Nj]Niiajh 34

154 TheraaSubxabnNtheNTherapeuticNStructuralNuntibodyNxatabasebNNucleicfAcidsfResearch]N2020]Nhl]Nxglgaxgll20.1 34

153 ulignmentafreeNproteinNinteractionNnetworkNcomparisonbNBioinformatics]N2014]Ngd]Nihgdak 7.2 32

152 MemoirnNtemplateabasedNstructureNpredictionNforNmembraneNproteinsbNNucleicfAcidsfResearch]N2013]N
he]NWgkmalg 20.1 32

151 ProteomicNanalysisNofNmicrotubuleaassociatedNproteinsNduringNmacrophageNactivationbNMolecularf
andfCellularfProteomics]N2009]Nl]Nfiddaeh 7.6 32

150 wurrentNstatusNandNfutureNchallengesNinNTacellNreceptorcpeptidecMβwNmolecularNdynamicsN
simulationsbNBriefingsfinfBioinformatics]N2015]Nej]Nedgiahh 13.4 31

149 untibodyNβgNStructureNPredictionbNComputationalfandfStructuralfBiotechnologyfJournal]N2017]Nei]Nfffafge6.8 30

148 STwRxabnNtheNstructuralNTacellNreceptorNdatabasebNNucleicfAcidsfResearch]N2018]Nhj]Nxhdjaxhef 20.1 30

147 LengthaindependentNstructuralNsimilaritiesNenrichNtheNantibodyNwxRNcanonicalNclassNmodelbNMAbs]N
2016]Nl]Nkieajd 6.6 30

146 γmprovedNproteinNloopNpredictionNfromNsequenceNalonebNProteinfEngineeringtfDesignfandfSelection]N
2001]Neh]Nhkgal 1.9 30

145 TheNwaenorhabditisNelegansNproteinNSuSaiNformsNlargeNoligomericNassembliesNcriticalNforNcentrioleN
formationbNELife]N2015]Nh]Nedkhed 8.9 30
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144 βowNvawellNReceptorNRepertoireNSequencingNwanNveNynrichedNwithNStructuralNuntibodyNxatabN
FrontiersfinfImmunology]N2017]Nl]Nekig 8.4 29

143 unNiterativeNstructureaassistedNapproachNtoNsequenceNalignmentNandNcomparativeNmodelingN1999]N
gk]Niiajd 29

142 MPaTnNimprovingNmembraneNproteinNalignmentNforNstructureNpredictionbNBioinformatics]N2013]Nfm]Nihaje 7.2 28

141
LargeNscaleNcharacterizationNofNtheNLwegNTwRNandNβLuavlNstructuralNlandscapeNinNreactionNtoNekfN
alteredNpeptideNligandsnNaNmolecularNdynamicsNsimulationNstudybNPLoSfComputationalfBiology]N2014]N
ed]Needdgkhl

5 28

140 iMembranenNhomologyabasedNmembraneainsertionNofNproteinsbNBioinformatics]N2009]Nfi]Nedljal 7.2 28

139 TheNprospectsNofNquantumNcomputingNinNcomputationalNmolecularNbiologybNWileyfInterdisciplinaryf
Reviews:fComputationalfMolecularfScience]N2021]Nee]Neehle 7.9 28

138 WhatNevidenceNisNthereNforNtheNhomologyNofNproteinaproteinNinteractionssbNPLoSfComputationalf
Biology]N2012]Nl]Needdfjhi 5 27

137 wotranslationalNproteinNfoldingaafactNorNfictionsbNBioinformatics]N2007]Nfg]Niehfal 7.2 27

136 zunctionallyNguidedNalignmentNofNproteinNinteractionNnetworksNforNmoduleNdetectionbNBioinformatics
]N2009]Nfi]Ngejjakg 7.2 26

135 SphinxnNmergingNknowledgeabasedNandNabNinitioNapproachesNtoNimproveNproteinNloopNpredictionbN
Bioinformatics]N2017]Ngg]Neghjaegig 7.2 25

134 StructurallyNMappingNuntibodyNRepertoiresbNFrontiersfinfImmunology]N2018]Nm]Nejml 8.4 25

133 LearningNfromNtheNligandnNusingNligandabasedNfeaturesNtoNimproveNbindingNaffinityNpredictionbN
Bioinformatics]N2020]Ngj]Nkilakjh 7.2 25

132 zoldNusageNonNgenomesNandNproteinNfoldNevolutionbNProteins:fStructuretfFunctionfandfBioinformatics]N
2005]Njd]Njmdakdd 4.2 25

131 TheNroleNandNpredictedNpropensityNofNconservedNprolineNresiduesNinNtheNiaβTgNreceptorbNJournalfoff
BiologicalfChemistry]N2001]Nfkj]Ngkmjfaj 5.4 25

130 yxploringNfoldNspaceNpreferencesNofNnewabornNandNancientNproteinNsuperfamiliesbNPLoSf
ComputationalfBiology]N2013]Nm]Needdggfi 5 24

129 iaPatchnNinterproteinNcontactNpredictionNusingNlocalNnetworkNinformationbNProteins:fStructuretf
FunctionfandfBioinformatics]N2010]Nkl]Nfkleamk 4.2 24

128 ModellingNsequentialNproteinNfoldingNunderNkineticNcontrolbNBioinformatics]N2006]Nff]Nefdgaed 7.2 23

127 βowNthresholdNbehaviourNaffectsNtheNuseNofNsubgraphsNforNnetworkNcomparisonbNBioinformatics]N
2010]Nfj]Nijeeak 7.2 21

(2010-2017)
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126 PredictingNandNvalidatingNproteinNinteractionsNusingNnetworkNstructurebNPLoSfComputationalfBiology]N
2008]Nh]Needddeel 5 21

125 yxaminingNvariableNdomainNorientationsNinNantigenNreceptorsNgivesNinsightNintoNTwRalikeNantibodyN
designbNPLoSfComputationalfBiology]N2014]Ned]Needdglif 5 20

124 βowNrepertoireNdataNareNchangingNantibodyNsciencebNJournalfoffBiologicalfChemistry]N2020]Nfmi]Nmlfgamlgk5.4 19

123 ynvironmentNspecificNsubstitutionNtablesNimproveNmembraneNproteinNalignmentbNBioinformatics]N
2011]Nfk]Nieiafg 7.2 19

122 uNstructuralNmodelNofNtheNhumanNthrombopoietinNreceptorNcomplexbNJournalfoffMolecularfGraphicsf
andfModelling]N1997]Nei]Nekdal]Nelial 2.8 18

121 unNassessmentNofNtheNusesNofNhomologousNinteractionsbNBioinformatics]N2008]Nfh]Njlmami 7.2 18

120 yxaminingNtheNwonservationNofNKinksNinNulphaNβelicesbNPLoSfONE]N2016]Nee]Nedeikiig 3.7 17

119 SwuLOPnNsequenceabasedNantibodyNcanonicalNloopNstructureNannotationbNBioinformatics]N2019]Ngi]Nekkhaekkj7.2 17

118 untibodyâ��antigenNcomplexNmodellingNinNtheNeraNofNimmunoglobulinNrepertoireNsequencingbN
MolecularfSystemsfDesignfandfEngineering]N2019]Nh]Njkmajll 4.6 16

117 yxploringNpeptidecMβwNdetachmentNprocessesNusingNhierarchicalNnaturalNmoveNMonteNwarlobN
Bioinformatics]N2016]Ngf]Neleaj 7.2 16

116 TawellNReceptorNvindingNuffectsNtheNxynamicsNofNtheNPeptidecMβwaγNwomplexbNJournalfoffChemicalf
InformationfandfModeling]N2016]Nij]Nhjaig 6.1 16

115 PartialaoccupancyNbindersNidentifiedNbyNtheNPanaxatasetNxensityNunalysisNmethodNofferNnewN
chemicalNopportunitiesNandNrevealNcrypticNbindingNsitesbNStructuralfDynamics]N2017]Nh]Ndgfedh 3.2 16

114 vuildingNaNbetterNfragmentNlibraryNforNdeNnovoNproteinNstructureNpredictionbNPLoSfONE]N2015]Ned]Nedefgmml3.7 16

113 TheNimprintNofNcodonsNonNproteinNstructurebNBiotechnologyfJournal]N2011]Nj]Njheam 5.6 16

112 LookingNforNtherapeuticNantibodiesNinNnextagenerationNsequencingNrepositoriesbNMAbs]N2019]Nee]Neemkaefdi6.6 15

111 StructuralNdiversityNofNvacellNreceptorNrepertoiresNalongNtheNvacellNdifferentiationNaxisNinNhumansN
andNmicebNPLoSfComputationalfBiology]N2020]Nej]Needdkjgj 5 15

110 PredictingNloopNconformationalNensemblesbNBioinformatics]N2018]Ngh]Nmhmamij 7.2 15

109 –rofmatnNaNpackageNtoNefficientlyNreadNgromacsNoutputNinNMuTLuvbNJournalfoffComputationalf
Chemistry]N2014]Ngi]Neiflage 3.5 15
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108 woaevolutionNtechniquesNareNreshapingNtheNwayNweNdoNstructuralNbioinformaticsbNFyxxxResearch]N
2017]Nj]Neffh 3.6 15

107 ProducingNhighaaccuracyNlatticeNmodelsNfromNproteinNatomicNcoordinatesNincludingNsideNchainsbN
AdvancesfinfBioinformatics]N2012]Nfdef]Nehldhi 5.5 15

106 xirectionalityNinNproteinNfoldNpredictionbNBMCfBioinformatics]N2010]Nee]Nekf 3.6 15

105
xataNSetNuugmentationNullowsNxeepNLearningavasedNVirtualNScreeningNtoNvetterN–eneralizeNtoN
UnseenNTargetNwlassesNandNβighlightNγmportantNvindingNγnteractionsbNJournalfoffChemicalf
InformationfandfModeling]N2020]Njd]Ngkffagkgd

6.1 15

104 womputationalNToolsNforNuidingNRationalNuntibodyNxesignbNMethodsfinfMolecularfBiology]N2017]N
eifm]Ngmmahej 1.4 14

103 MeasuringNrankNrobustnessNinNscoredNproteinNinteractionNnetworksbNBMCfBioinformatics]N2019]Nfd]Nhhj 3.6 14

102 TheNcontributionNofNmajorNhistocompatibilityNcomplexNcontactsNtoNtheNaffinityNandNkineticsNofNTNcellN
receptorNbindingbNScientificfReports]N2016]Nj]Ngigfj 4.9 14

101 MisatoNwontrolsNMitoticNMicrotubuleN–enerationNbyNStabilizingNtheNTwPaeNTubulinNwhaperoneN
womplexN[corrected]bNCurrentfBiology]N2015]Nfi]Nekkkalg 6.3 14

100 ProteinNstructureNpredictionNbeginsNwellNbutNendsNbadlybNProteins:fStructuretfFunctionfandf
Bioinformatics]N2010]Nkl]Neflfamd 4.2 14

99 MaturationNofNtheNβumanNγmmunoglobulinNβeavyNwhainNRepertoireNWithNugebNFrontiersfinf
Immunology]N2020]Nee]Nekgh 8.4 14

98 womparingNcoaevolutionNmethodsNandNtheirNapplicationNtoNtemplateafreeNproteinNstructureN
predictionbNBioinformatics]N2017]Ngg]Ngkgagle 7.2 14

97 womparativeNunalysisNofNtheNwxRNLoopsNofNuntigenNReceptorsbNFrontiersfinfImmunology]N2019]Ned]Nfhih 8.4 13

96 wrossalinkingNmassNspectrometryNidentifiesNnewNinterfacesNofNuugminNrequiredNtoNlocaliseNtheN
˛‡atubulinNringNcomplexNtoNtheNmitoticNspindlebNBiologyfOpen]N2017]Nj]Njihajjg 2.2 13

95 βumanizationNofNantibodiesNusingNaNmachineNlearningNapproachNonNlargeascaleNrepertoireNdatabN
Bioinformatics]N2021]N 7.2 13

94 VariableNRegionsNofNuntibodiesNandNTawellNReceptorsNMayNNotNveNSufficientNinNMolecularN
SimulationsNγnvestigatingNvindingbNJournalfoffChemicalfTheoryfandfComputation]N2017]Neg]Ngdmkagedi 6.4 12

93 γdentifyingNnetworksNwithNcommonNorganizationalNprinciplesbNJournalfoffComplexfNetworks]N2018]Nj]Nllkameg1.7 12

92 untibodyNsideNchainNconformationsNareNpositionadependentbNProteins:fStructuretfFunctionfandf
Bioinformatics]N2018]Nlj]Nglgagmf 4.2 12

91 uvloopernNzastNaccurateNantibodyNwxRNloopNstructureNpredictionNwithNaccuracyNestimationbbN
Bioinformatics]N2022]N 7.2 12

(2022-2017)
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90 StructuralNvridgesNthroughNzoldNSpacebNPLoSfComputationalfBiology]N2015]Nee]Needdhhjj 5 11

89 TheNimportanceNofNageNandNhighNdegree]NinNproteinaproteinNinteractionNnetworksbNJournalfoff
ComputationalfBiology]N2012]Nem]Nkliami 1.7 11

88 SignaturesNofNcoatranslationalNfoldingbNBiotechnologyfJournal]N2011]Nj]Nkhfaie 5.6 11

87 xeepNsequencingNofNvNcellNreceptorNrepertoiresNfromNwOVγxaemNpatientsNrevealsNstrongNconvergentN
immuneNsignatures 11

86 uNcomputationalNmethodNforNimmuneNrepertoireNminingNthatNidentifiesNnovelNbindersNfromNdifferentN
clonotypes]NdemonstratedNbyNidentifyingNantiapertussisNtoxoidNantibodiesbNMAbs]N2021]Neg]Neljmhdj 6.6 11

85 yxploringNtheNpotentialNofNtemplateabasedNmodellingbNBioinformatics]N2010]Nfj]Nelhmaij 7.2 10

84 woVaubxabnNtheNworonavirusNuntibodyNxatabase 10

83 OOMMPPuunNaNtoolNtoNaidNdirectedNsynthesisNbyNtheNcombinedNanalysisNofNactivityNandNstructuralN
databNJournalfoffChemicalfInformationfandfModeling]N2014]Nih]Nfjgjahj 6.1 9

82 yvolutionaryNanalysisNrevealsNlowNcoverageNasNtheNmajorNchallengeNforNproteinNinteractionNnetworkN
alignmentbNMolecularfBioSystems]N2010]Nj]Nffmjagdh 9

81 ubaLigitynNidentifyingNsequenceadissimilarNantibodiesNthatNbindNtoNtheNsameNepitopebNMAbs]N2021]Neg]Nelkghkl6.6 9

80 zilteringNNexta–enerationNSequencingNofNtheNγgN–eneNRepertoireNxataNUsingNuntibodyNStructuralN
γnformationbNJournalfoffImmunology]N2018]Nfde]Ngjmhagkdh 5.3 9

79 LigitynNuNNonaSuperpositional]NKnowledgeavasedNupproachNtoNVirtualNScreeningbNJournalfoffChemicalf
InformationfandfModeling]N2019]Nim]Nfjddafjej 6.1 8

78 βowNlongNisNaNpieceNofNloopsbNPeerJ]N2013]Ne]Nee 3.1 8

77 PublicNvaselineNandNsharedNresponseNstructuresNsupportNtheNtheoryNofNantibodyNrepertoireN
functionalNcommonalitybNPLoSfComputationalfBiology]N2021]Nek]Needdlkle 5 8

76 MβwNbindingNaffectsNtheNdynamicsNofNdifferentNTacellNreceptorsNinNdifferentNwaysbNPLoSf
ComputationalfBiology]N2019]Nei]Needdkggl 5 8

75 SequentialNsearchNleadsNtoNfaster]NmoreNefficientNfragmentabasedNdeNnovoNproteinNstructureN
predictionbNBioinformatics]N2018]Ngh]Neegfaeehd 7.2 8

74 xLuvaxeepNlearningNmethodsNforNstructureabasedNvirtualNscreeningNofNantibodiesbNBioinformatics]N
2021]N 7.2 8

73 zunctionalNmoduleNdetectionNthroughNintegrationNofNsingleacellNRNuNsequencingNdataNwithN
proteinaproteinNinteractionNnetworksbNBMCfGenomics]N2020]Nfe]Nkij 4.5 7
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72 womparisonNofNlargeNnetworksNwithNsubasamplingNstrategiesbNScientificfReports]N2016]Nj]Nflmii 4.9 7

71 zragmentabasedNmodelingNofNmembraneNproteinNloopsnNsuccesses]Nfailures]NandNprospectsNforNtheN
futurebNProteins:fStructuretfFunctionfandfBioinformatics]N2014]Nlf]Nekialj 4.2 7

70 ObservedNuntibodyNSpacenNuNdiverseNdatabaseNofNcleaned]Nannotated]NandNtranslatedNunpairedNandN
pairedNantibodyNsequencesbNProteinfScience]N2021]N 6.3 7

69 ModelingNconformationalNflexibilityNofNkinasesNinNinactiveNstatesbNProteins:fStructuretfFunctionfandf
Bioinformatics]N2019]Nlk]Nmhgamie 4.2 6

68 wombiningNcoaevolutionNandNsecondaryNstructureNpredictionNtoNimproveNfragmentNlibraryN
generationbNBioinformatics]N2018]Ngh]Nffemafffk 7.2 6

67 wrowdsourcingNyieldsNaNnewNstandardNforNkinksNinNproteinNhelicesbNJournalfoffChemicalfInformationf
andfModeling]N2014]Nih]Nfiliamg 6.1 6

66 wurrentNadvancesNinNbiopharmaceuticalNinformaticsnNguidelines]NimpactNandNchallengesNinNtheN
computationalNdevelopabilityNassessmentNofNantibodyNtherapeuticsbbNMAbs]N2022]Neh]Nfdfddlf 6.6 6

65 ypitopeNprofilingNusingNcomputationalNstructuralNmodellingNdemonstratedNonNcoronavirusabindingN
antibodiesbbNPLoSfComputationalfBiology]N2021]Nek]Needdmjki 5 6

64 xeepNgenerativeNdesignNwithNgxNpharmacophoricNconstraintsbNChemicalfScience]N2021]Nef]Nehikkaehilm 9.4 6

63 ModelingNzunctionalNMotionsNofNviologicalNSystemsNbyNwustomizedNNaturalNMovesbNBiophysicalf
Journal]N2016]Neee]Nkedakfe 2.9 6

62 LocalNnetworkNpatternsNinNproteinaproteinNinterfacesbNPLoSfONE]N2013]Nl]Neikdge 3.7 5

61 ProteinNthreeadimensionalNstructuralNdatabasesnNdomains]NstructurallyNalignedNhomologuesNandN
superfamiliesbNActafCrystallographicafSectionfD:fBiologicalfCrystallography]N1998]Nih]Neejlakk 5

60 uNstatisticalNapproachNusingNnetworkNstructureNinNtheNpredictionNofNproteinNcharacteristicsbN
Bioinformatics]N2007]Nfg]Nfgehafe 7.2 5

59 uNMultiawrystalNMethodNforNyxtractingNObscuredNSignalNfromNwrystallographicNylectronNxensity 5

58 ypitopeNprofilingNofNcoronavirusabindingNantibodiesNusingNcomputationalNstructuralNmodelling 5

57 βypergraphsNforNpredictingNessentialNgenesNusingNmultiproteinNcomplexNdatabNJournalfoffComplexf
Networks]N2021]Nm]N 1.7 5

56 TertiaryNylementNγnteractionNinNβγVaeNTuRbNJournalfoffChemicalfInformationfandfModeling]N2016]Nij]Nekhjaih6.1 5

55 TheNallostericNmodulationNofNcomplementNwiNbyNknobNdomainNpeptidesbNELife]N2021]Ned]N 8.9 5

(2021-2016)
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54 TwRvuildernNmultiastateNTacellNreceptorNstructureNpredictionbNBioinformatics]N2020]Ngj]Ngildagile 7.2 4

53 pyβVisgxnNvisualisingNmolecularNsimulationNdeducedNβabondNnetworksNinNgxnNapplicationNtoNTacellN
receptorNinteractionsbNBioinformatics]N2018]Ngh]Nemheaemhg 7.2 4

52 TheNfunctionalNdomainNgroupingNofNmicrotubuleNassociatedNproteinsbNCommunicativefandfIntegrativef
Biology]N2008]Ne]Nhkaid 1.7 4

51 UsingNphylogenyNtoNimproveNgenomeawideNdistantNhomologyNrecognitionbNPLoSfComputationalf
Biology]N2007]Ng]Neg 5 4

50 yvidenceNofNuntibodyNRepertoireNzunctionalNwonvergenceNthroughNPublicNvaselineNandNSharedN
ResponseNStructures 4

49 SubxabNinNtheNageNofNbiotherapeuticsnNupdatesNincludingNSubxabanano]NtheNnanobodyNstructureN
trackerbbNNucleicfAcidsfResearch]N2022]Nid]Nxegjlaxegkf 20.1 4

48 xifferentNvNcellNsubpopulationsNshowNdistinctNpatternsNinNtheirNγgβNrepertoireNmetricsbNELife]N2021]N
ed]N 8.9 4

47 MaturationNofNtheNhumanNvacellNreceptorNrepertoireNwithNage 4

46 womparativeNanalysisNofNtheNwxRNloopsNofNantigenNreceptors 4

45 StructuralNxiversityNofNvawellNReceptorNRepertoiresNalongNtheNvacellNxifferentiationNuxisNinNβumansN
andNMice 4

44 RobustNgeneNcoexpressionNnetworksNusingNsignedNdistanceNcorrelationbNBioinformatics]N2021]N 7.2 4

43 woaevolutionaryNxistanceNPredictionsNwontainNzlexibilityNγnformationbNBioinformatics]N2021]N 7.2 4

42 γnNsilicoNstructuralNmodelingNofNmultipleNepigeneticNmarksNonNxNubNBioinformatics]N2018]Ngh]Nheahl 7.2 3

41 RzQumodelnNRandomNzorestNQualityNussessmentNtoNidentifyNaNpredictedNproteinNstructureNinNtheN
correctNfoldbNPLoSfONE]N2019]Neh]Nedfelehm 3.7 3

40 MutualNinformationNandNvariantsNforNproteinNdomainadomainNcontactNpredictionbNBMCfResearchf
Notes]N2012]Ni]Nhkf 2.3 3

39 ProteinNγnteractionNNetworksNandNTheirNStatisticalNunalysisN2011]Nfddafgh 3

38 wurrentNstructureNpredictorsNareNnotNlearningNtheNphysicsNofNproteinNfoldingbbNBioinformatics]N2022]N 7.2 3

37 WONKuNandNOOMMPPuunNanalysisNofNproteinaligandNinteractionNdataNtoNdirectNstructureabasedNdrugN
designbNActafCrystallographicafSectionfD:fStructuralfBiology]N2017]Nkg]Nfkmafli 5.5 3

Charlotte M Deane
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36 ubaLigitynNγdentifyingNsequenceadissimilarNantibodiesNthatNbindNtoNtheNsameNepitope 3

35 γncreasingNtheNaccuracyNofNproteinNloopNstructureNpredictionNwithNevolutionaryNconstraintsbN
Bioinformatics]N2019]Ngi]Nfiliafimf 7.2 3

34 –eneratingNPropertyaMatchedNxecoyNMoleculesNUsingNxeepNLearningbNBioinformatics]N2021]N 7.2 3

33 xLuvNaNxeepNlearningNmethodsNforNstructureabasedNvirtualNscreeningNofNantibodies 3

32 uNstatisticalNmodelNforNhelicesNwithNapplicationsbNBiometrics]N2018]Nkh]Nlhialih 1.8 2

31 TheNevolutionNofNcontactNpredictionnNevidenceNthatNcontactNselectionNinNstatisticalNcontactNpredictionN
isNchangingbNBioinformatics]N2020]Ngj]Nekidaekij 7.2 2

30 PredictingNinteraspeciesNcrossatalkNinNtwoacomponentNsignallingNsystemsbNPLoSfONE]N2012]Nk]Negkkgk 3.7 2

29 wurrentNstrategiesNforNdetectingNfunctionalNconvergenceNacrossNvacellNreceptorNrepertoiresbNMAbs]N
2021]Neg]Nemmjkgf 6.6 2

28 zunctionalNmoduleNdetectionNthroughNintegrationNofNsingleacellNRNuNsequencingNdataNwithN
proteinâ��proteinNinteractionNnetworks 2

27 wO–yNTnNevaluatingNtheNconsistencyNofNgeneNcoaexpressionNnetworksbNBioinformatics]N2021]Ngk]Nemflaemfm7.2 2

26 RibosomeNoccupancyNprofilesNareNconservedNbetweenNstructurallyNandNevolutionarilyNrelatedNyeastN
domainsbNBioinformatics]N2021]N 7.2 2

25 γnvestigatingNtheNpotentialNforNaNlimitedNquantumNspeedupNonNproteinNlatticeNproblemsbNNewfJournalf
offPhysics] 2.9 2

24 wurrentNproteinNstructureNpredictorsNdoNnotNproduceNmeaningfulNfoldingNpathways 2

23 βumanizationNofNantibodiesNusingNaNmachineNlearningNapproachNonNlargeascaleNrepertoireNdata 2

22 βLuaxMNStabilizesNtheNymptyNMβwγγNvindingN–roovenNuNModelNUsingNwustomizedNNaturalNMoveN
MonteNwarlobNJournalfoffChemicalfInformationfandfModeling]N2019]Nim]Nflmhaflmm 6.1 1

21 ProteinNModelingNandNStructuralNPredictionN2014]Nekeaelf 1

20 γncorporatingNTargetaSpecificNPharmacophoricNγnformationNγntoNxeepN–enerativeNModelsNzorN
zragmentNylaboration 1

19 MeasuringNrankNrobustnessNinNscoredNproteinNinteractionNnetworks 1

(-)
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18 uNcomputationalNmethodNforNimmuneNrepertoireNminingNthatNidentifiesNnovelNbindersNfromNdifferentN
clonotypes]NdemonstratedNbyNidentifyingNantiaPertussisNtoxoidNantibodies 1

17 PROTyγNNwOMPuRuTγVyNMOxyLLγN–NuNxNxRU–NxγSwOVyRYN2003]Nhhiahil 1

16 NovelNV˛†NspecificNgermlineNcontactsNshapeNanNeliteNcontrollerNTNcellNresponse 1

15 woaevolutionaryNxistanceNPredictionNforNzlexibilityNPrediction 1

14 LookingNforNTherapeuticNuntibodiesNinNNextN–enerationNSequencingNRepositories 1

13 xeepN–enerativeNxesignNwithNgxNPharmacophoricNwonstraints 1

12 βighaThroughputNuntibodyNStructureNModelingNandNxesignNUsingNuvodyvuilderbNMethodsfinf
MolecularfBiology]N2019]Nelie]Ngjkagld 1.4 1

11 uvloopernNzastNaccurateNantibodyNwxRNloopNstructureNpredictionNwithNaccuracyNestimation 1

10 ussessmentNofNmodelNfitNviaNnetworkNcomparisonNmethodsNbasedNonNsubgraphNcountsbNJournalfoff
ComplexfNetworks]N2019]Nk]Nffjafig 1.7 0

9 uγNinNgxNcompoundNdesignbbNCurrentfOpinionfinfStructuralfBiology]N2022]Nkg]Nedfgfj 8.1 0

8 TheNTherapeuticNuntibodyNProfilerNforNwomputationalNxevelopabilityNussessmentbNMethodsfinf
MolecularfBiology]N2022]Nfgeg]Neeiaefi 1.4 0

7 MembranomeNgbdnNxatabaseNofNsingleapassNmembraneNproteinsNwithNulphazoldNmodelsbbNProteinf
Science]N2022]Nge]Nehgel 6.3 0

6 udvancesNinNcomputationalNstructureabasedNantibodyNdesignbbNCurrentfOpinionfinfStructuralfBiology]N
2022]Nkh]Nedfgkm 8.1 0

5 RankingNofNcommunitiesNinNmultiplexNspatiotemporalNmodelsNofNbrainNdynamicsbbNAppliedfNetworkf
Science]N2022]Nk]Nei 2.9

4 StructuralNdiversityNofNvacellNreceptorNrepertoiresNalongNtheNvacellNdifferentiationNaxisNinNhumansN
andNmiceN2020]Nej]Needdkjgj

3 StructuralNdiversityNofNvacellNreceptorNrepertoiresNalongNtheNvacellNdifferentiationNaxisNinNhumansN
andNmiceN2020]Nej]Needdkjgj

2 StructuralNdiversityNofNvacellNreceptorNrepertoiresNalongNtheNvacellNdifferentiationNaxisNinNhumansN
andNmiceN2020]Nej]Needdkjgj

1 StructuralNdiversityNofNvacellNreceptorNrepertoiresNalongNtheNvacellNdifferentiationNaxisNinNhumansN
andNmiceN2020]Nej]Needdkjgj
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