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i Paper IF Citations

195 qssessmentKofKmodelKaccuracyKestimationsKinKsqSκabZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2018XKhfKSupplKaXKcdeYcf] 4.2 41

194 sriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionKTsqSκUYRoundKXyyZKProteins:d
StructuresdFunctiondanddBioinformaticsXK2018XKhfKSupplKaXKgYae 4.2 209

193 uvaluationKofKtheKtemplateYbasedKmodelingKinKsqSκabZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2018XKhfKSupplKaXKcbaYccd 4.2 50

192 wenomeYwideKRαqYseqKanalysisKindicatesKthatKtheKtqwaKtranscriptionKfactorKpromotesKhypocotylK
elongationKactingKonKqrqXKethyleneKandKauxinKsignalingZKScientificdReportsXK2018XKhXKaehie 4.9 8

191 wenomeYwideKidentificationKofKdirectKxrxKgenomicKtargetsZKBMCdGenomicsXK2017XKahXKahd 4.5 38

190 SuperpositionYfreeKcomparisonKandKclusteringKofKantibodyKbindingKsitesjKimplicationsKforKtheK
predictionKofKtheKnatureKofKtheirKantigenZKScientificdReportsXK2017XKgXKde]ec 4.9 22

189 tynamicsKbehindKaffinityKmaturationKofKanKantiYxsMVKantibodyKfamilyKinfluencingKantigenKbindingZK
FEBSdLettersXK2017XKeiaXKbicfYbie] 3.8 3

188 TheKcomputationalKpredictionKofKproteinKassembliesZKCurrentdOpiniondindStructuraldBiologyXK2017XKdfXKag]Yage8.1 4

187 qKcomputationalKapproachKforKtheKfunctionalKclassificationKofKtheKepigenomeZKEpigeneticsdandd
ChromatinXK2017XKa]XKbf 5.8 2

186 κywSκrojKpredictionKofKimmunowlobulinKstructuresKvbZKNucleicdAcidsdResearchXK2017XKdeXKWagYWbc 20.1 39

185 soverKymageXKVolumeKhdXKyssueKSaZKProteins:dStructuresdFunctiondanddBioinformaticsXK2016XKhdXKsaYsa 4.2 2

184 soverKymageXKVolumeKhdXKyssueKSaZKProteins:dStructuresdFunctiondanddBioinformaticsXK2016XKhdXKsdYsd 4.2 12

183 qKstructuralKviewKofKmicroRαqYtargetKrecognitionZKNucleicdAcidsdResearchXK2016XKddXKehb 20.1 11

182 αewKencouragingKdevelopmentsKinKcontactKpredictionjKqssessmentKofKtheKsqSκaaKresultsZKProteins:d
StructuresdFunctiondanddBioinformaticsXK2016XKhdKSupplKaXKacaYdd 4.2 66

181 κredictionKofKtheKpermeabilityKofKneutralKdrugsKinferredKfromKtheirKsolvationKpropertiesZK
BioinformaticsXK2016XKcbXKaafcYi 7.2 13

180
MethodsKofKmodelKaccuracyKestimationKcanKhelpKselectingKtheKbestKmodelsKfromKdecoyKsetsjK
qssessmentKofKmodelKaccuracyKestimationsKinKsqSκaaZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2016XKhdKSupplKaXKcdiYfi

4.2 53

179 sriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionjKκrogressKandKnewKdirectionsKinK
roundKXyZKProteins:dStructuresdFunctiondanddBioinformaticsXK2016XKhdKSupplKaXKdYad 4.2 156
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178 κepsomposerjKcomputationalKdesignKofKpeptidesKbindingKtoKaKgivenKproteinKsurfaceZKNucleicdAcidsd
ResearchXK2016XKddXKWebbYh 20.1 36

177 TabhujKtoolsKforKantibodyKhumanizationZKBioinformaticsXK2015XKcaXKdcdYe 7.2 24

176 qllYqtomKMolecularKtynamicsKSimulationKofKκroteinKTranslocationKthroughKanK˛–YxemolysinK
αanoporeZKJournaldofdPhysicaldChemistrydLettersXK2015XKfXKbifcYh 6.4 36

175 MultistepKcurrentKsignalKinKproteinKtranslocationKthroughKgrapheneKnanoporesZKJournaldofdPhysicald
ChemistrydBXK2015XKaaiXKehaeYbc 3.4 30

174 üoopyngjKaKtemplateYbasedKtoolKforKpredictingKtheKstructureKofKproteinKloopsZKBioinformaticsXK2015XK
caXKcgfgYgb 7.2 15

173 αovelKlongKnoncodingKRαqsKTlncRαqsUKinKmyogenesisjKaKmiRYcaKoverlappingKlncRαqKtranscriptK
controlsKmyoblastKdifferentiationZKMoleculardanddCellulardBiologyXK2015XKceXKgbhYcf 4.8 78

172
sharacterizationKofKtheKdifferencesKinKtheKcyclopiazonicKacidKbindingKmodeKtoKmammalianKandKκZK
valciparumKsabWKpumpsjKaKcomputationalKstudyZKProteins:dStructuresdFunctiondanddBioinformaticsXK
2015XKhcXKefdYgd

4.2 11

171 RαqKeditingKdifferentlyKaffectsKproteinYcodingKgenesKinKtZKmelanogasterKandKxZKsapiensZKScientificd
ReportsXK2015XKeXKaaee] 4.9 1

170 MtKandKtockingKStudiesKRevealKThatKtheKvunctionalKSwitchKofKsYvyκaKisKMediatedKbyKaK
rutterflyYlikeKMotionZKJournaldofdChemicaldTheorydanddComputationXK2015XKaaXKcd]aYa] 6.4 16

169 cUSSjKaKwebKserverKforKdetectingKalternativeKcSUTRsKfromKRαqYseqKexperimentsZKBioinformaticsXK
2015XKcaXKahdeYg 7.2 23

168 uxploitingKhomologyKinformationKinKnontemplateKbasedKpredictionKofKproteinKstructuresZKJournaldofd
ChemicaldTheorydanddComputationXK2015XKaaXKe]deYea 6.4 1

167 tigestiveKpeptidaseKevolutionKinKholometabolousKinsectsKledKtoKaKdivergentKgroupKofKenzymesKinK
üepidopteraZKInsectdBiochemistrydanddMoleculardBiologyXK2015XKehXKaYaa 4.5 13

166 qntibodyKmodelingKusingKtheKpredictionKofKimmunoglobulinKstructureKTκywSUKwebKserverK[corrected]ZK
NaturedProtocolsXK2014XKiXKbggaYhc 18.8 46

165 sancerYselectiveKtargetingKofKtheKαvY˛”rKsurvivalKpathwayKwithKwqttde˛†[MKKgKinhibitorsZKCancerd
CellXK2014XKbfXKdieYe]h 24.3 77

164 MappingKtheKhydropathyKofKaminoKacidsKbasedKonKtheirKlocalKsolvationKstructureZKJournaldofdPhysicald
ChemistrydBXK2014XKaahXKff]dYac 3.4 9

163 uxploringKtheKUnfoldingKκathwayKofKMaltoseKrindingKκroteinsjKqnKyntegratedKsomputationalK
qpproachZKJournaldofdChemicaldTheorydanddComputationXK2014XKa]XKcehiYig 6.4 7

162 RapidKprofilingKofKtheKantigenKregionsKrecognizedKbyKserumKantibodiesKusingKmassivelyKparallelK
sequencingKofKantigenYspecificKlibrariesZKPLoSdONEXK2014XKiXKeaadaei 3.7 13

161 sriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionKTsqSκUYYroundKxZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2014XKhbKSupplKbXKaYf 4.2 291

(2014-2016)
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160 qssessmentKofKtheKassessmentjKevaluationKofKtheKmodelKqualityKestimatesKinKsqSκa]ZKProteins:d
StructuresdFunctiondanddBioinformaticsXK2014XKhbKSupplKbXKaabYbf 4.2 96

159 SqκigYmediatedKqtqMa]KtraffickingKfromKwolgiKoutpostsKdependsKonKκKsKphosphorylationZKCelld
DeathdanddDiseaseXK2014XKeXKeaedg 9.8 43

158 uvaluationKofKresidueYresidueKcontactKpredictionKinKsqSκa]ZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2014XKhbKSupplKbXKachYec 4.2 65

157 ymprovingKtheKaccuracyKofKtheKstructureKpredictionKofKtheKthirdKhypervariableKloopKofKtheKheavyK
chainsKofKantibodiesZKBioinformaticsXK2014XKc]XKbgccYd] 7.2 25

156 qssessmentKofKproteinKdisorderKregionKpredictionsKinKsqSκa]ZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2014XKhbKSupplKbXKabgYcg 4.2 123

155 MassiveKscreeningKofKcopyKnumberKpopulationYscaleKvariationKinKrosKtaurusKgenomeZKBMCdGenomicsXK
2013XKadXKabd 4.5 33

154 κredictionKofKsiteYspecificKinteractionsKinKantibodyYantigenKcomplexesjKtheKproqrsKmethodKandK
serverZKBioinformaticsXK2013XKbiXKbbheYia 7.2 66

153 κrososoqjKqKquantitativeKapproachKforKanalyzingKproteinKcoreKcompositionZKComputationaldBiologyd
anddChemistryXK2013XKdcXKbiYcd 3.6 7

152 TiκsjKaKdatabaseKofKtherapeuticKtargetsKinKpathogensKandKassociatedKtoolsZKBioinformaticsXK2013XKbiXKahbaYb7.2 1

151 MβtexplorerjKanKintegratedKtoolKforKexploringKproteinKsequenceXKstructureKandKfunctionK
relationshipsZKBioinformaticsXK2013XKbiXKiecYd 7.2 13

150 ygsKexpressedKbyKchronicKlymphocyticKleukemiaKrKcellsKshowKlimitedKbindingYsiteKstructureK
variabilityZKJournaldofdImmunologyXK2013XKai]XKeggaYh 5.3 18

149 vytuqjKaKserverKforKtheKfunctionalKinterpretationKofKdifferentialKexpressionKanalysisZKNucleicdAcidsd
ResearchXK2013XKdaXKWhdYh 20.1 33

148 TheKκqRywqKserverKforKrealKtimeKfilteringKandKanalysisKofKreciprocalKrüqSTKresultsZKPLoSdONEXK2013XK
hXKefbbbd 3.7

147 undocytosisKofKsynapticKqtqMa]KinKneuronalKplasticityKandKqlzheimerSsKdiseaseZKJournaldofdClinicald
InvestigationXK2013XKabcXKbebcYch 15.9 74

146 TowardKaKbetterKunderstandingKofKtheKinteractionKbetweenKTwvY˛†KfamilyKmembersKandKtheirKqüKK
receptorsZKJournaldofdMoleculardModelingXK2012XKahXKcfagYbe 2 6

145 qKdatabaseKofKimmunoglobulinsKwithKintegratedKtoolsjKtywyTZKNucleicdAcidsdResearchXK2012XKd]XKtabc]Yd 20.1 35

144
ynvestigationKofKaKpotentialKmechanismKforKtheKinhibitionKofKSmTwRKbyKquranofinKandKitsK
implicationsKforKκlasmodiumKfalciparumKinhibitionZKBiochemicaldanddBiophysicaldResearchd
CommunicationsXK2012XKdagXKegfYha

3.4 24

143 qKresourceKforKbenchmarkingKtheKusefulnessKofKproteinKstructureKmodelsZKBMCdBioinformaticsXK2012XK
acXKahh 3.6 2
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142 ymprovingKyourKtargetYtemplateKalignmentKwithKMβtalignZKBioinformaticsXK2012XKbhXKa]chYi 7.2 10

141 tetectingKmutuallyKexclusiveKinteractionsKinKproteinYproteinKinteractionKmapsZKPLoSdONEXK2012XKgXKechgfe3.7 5

140 xierarchicalKslusteringKofKrYsellKReceptorKStructuresKinKSplenicKMarginalKZoneKüymphomaZKBloodXK
2012XKab]XKaeheYaehe 2.2

139 uvaluationKofKκroteinKStructureKκredictionKMethodsjKyssuesKandKStrategiesK2011XKcaeYcci 2

138 sodingKpotentialKofKtheKproductsKofKalternativeKsplicingKinKhumanZKGenomedBiologyXK2011XKabXKRi 18.3 23

137 qKlongKnoncodingKRαqKcontrolsKmuscleKdifferentiationKbyKfunctioningKasKaKcompetingKendogenousK
RαqZKCellXK2011XKadgXKcehYfi 56.2 1993

136 qKüongKαoncodingKRαqKsontrolsKMuscleKtifferentiationKbyKvunctioningKasKaKsompetingK
undogenousKRαqZKCellXK2011XKadgXKidg 56.2 37

135 ydentificationKofKtheKSchistosomaKmansoniKmolecularKtargetKforKtheKantimalarialKdrugKartemetherZK
JournaldofdChemicaldInformationdanddModelingXK2011XKeaXKc]]eYaf 6.1 14

134 MutationKpatternKofKpairedKimmunoglobulinKheavyKandKlightKvariableKdomainsKinKchronicK
lymphocyticKleukemiaKrKcellsZKMoleculardMedicineXK2011XKagXKaahhYie 6.2 9

133 uxploitingKpubliclyKavailableKbiologicalKandKbiochemicalKinformationKforKtheKdiscoveryKofKnovelKshortK
linearKmotifsZKPLoSdONEXK2011XKfXKebbbg] 3.7 1

132 TheKassociationKofKheavyKandKlightKchainKvariableKdomainsKinKantibodiesjKimplicationsKforKantigenK
specificityZKFEBSdJournalXK2011XKbghXKbhehYff 5.7 52

131 SimulationKofKureaYinducedKproteinKunfoldingjKaKlessonKfromKbovineK˛†YlactoglobulinZKJournaldofd
MoleculardGraphicsdanddModellingXK2011XKc]XKbdYc] 2.8 10

130 xorizontalKandKverticalKgrowthKofKSZKcerevisiaeKmetabolicKnetworkZKBMCdEvolutionarydBiologyXK2011XK
aaXKc]a 3 1

129 MolecularKevolutionKofKaKgeneKclusterKofKserineKproteasesKexpressedKinKtheKqnophelesKgambiaeK
femaleKreproductiveKtractZKBMCdEvolutionarydBiologyXK2011XKaaXKgb 3 15

128 StructuralKrepertoireKofKimmunoglobulinK˛»KlightKchainsZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2011XKgiXKaeacYbd 4.2 32

127 uvaluationKofKresidueYresidueKcontactKpredictionsKinKsqSκiZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2011XKgiKSupplKa]XKaaiYbe 4.2 41

126 uvaluationKofKdisorderKpredictionsKinKsqSκiZKProteins:dStructuresdFunctiondanddBioinformaticsXK2011XK
giKSupplKa]XKa]gYah 4.2 97

125 uvaluationKofKmodelKqualityKpredictionsKinKsqSκiZKProteins:dStructuresdFunctiondanddBioinformaticsXK
2011XKgiKSupplKa]XKiaYa]f 4.2 72

(2011-2012)
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124 sriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionKTsqSκUYYroundKyXZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2011XKgiKSupplKa]XKaYe 4.2 175

123 αovelKcinnamylKhydroxyamidesKandKbYaminoanilidesKasKhistoneKdeacetylaseKinhibitorsjKapoptoticK
inductionKandKcytodifferentiationKactivityZKChemMedChemXK2011XKfXKfihYgab 3.7 13

122 MqySTqSjKaKtoolKforKautomaticKstructuralKevaluationKofKalternativeKsplicingKproductsZKBioinformaticsXK
2011XKbgXKafbeYi 7.2 11

121 κhosphoctKbZ]jKanKenhancedKdatabaseKofKthreeYdimensionalKstructuresKofKphosphorylationKsitesZK
NucleicdAcidsdResearchXK2011XKciXKtbfhYga 20.1 39

120 βnKtheKmechanismKofKchloroquineKresistanceKinKκlasmodiumKfalciparumZKPLoSdONEXK2010XKeXKead]fd 3.7 53

119 κysMyjKmappingKpointKmutationsKonKgenomesZKBioinformaticsXK2010XKbfXKbi]dYe 7.2 3

118 StereotypedKpatternsKofKrYcellKreceptorKinKsplenicKmarginalKzoneKlymphomaZKHaematologicaXK2010XK
ieXKagibYf 6.6 74

117 qnKautomaticKmethodKforKidentifyingKsurfaceKproteinsKinKbacteriajKSüuκZKBMCdBioinformaticsXK2010XK
aaXKci 3.6 16

116 qffinityKpurificationKofKaKdifficultYsequenceKproteinZKInternationaldJournaldofdPeptidedanddProteind
ResearchXK2009XKdbXKicYif 12

115 uvaluationKofKsqSκhKmodelKqualityKpredictionsZKProteins:dStructuresdFunctiondanddBioinformaticsXK
2009XKggKSupplKiXKaegYff 4.2 65

114 uvaluationKofKtemplateYbasedKmodelsKinKsqSκhKwithKstandardKmeasuresZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2009XKggKSupplKiXKahYbh 4.2 105

113 sriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionKYKRoundKVyyyZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2009XKggKSupplKiXKaYd 4.2 154

112 SiteYdirectedKenzymaticKκuwylationKofKtheKhumanKgranulocyteKcolonyYstimulatingKfactorZKFEBSd
JournalXK2009XKbgfXKfgdaYe] 5.7 38

111 κroteinKfunctionKannotationKbyKhomologyYbasedKinferenceZKGenomedBiologyXK2009XKa]XKb]g 18.3 144

110 TheKMoVyαKserverKforKtheKanalysisKofKproteinKinteractionKnetworksZKBMCdBioinformaticsXK2008XKiK
SupplKbXKSaa 3.6 5

109 vunslustjKaKwebKserverKforKtheKidentificationKofKstructuralKmotifsKinKaKsetKofKnonYhomologousK
proteinKstructuresZKBMCdBioinformaticsXK2008XKiKSupplKbXKSb 3.6 30

108 ModellingKandKmolecularKdynamicsKofKtheKinteractionKbetweenKtheKucKubiquitinKligaseKytchKandKtheK
ubKUbcxgZKBiochemicaldPharmacologyXK2008XKgfXKafb]Yg 6 13

107 ynhibitionKofKendothelialKcellKmigrationKandKangiogenesisKbyKaKvascularKendothelialKgrowthKfactorK
receptorYaKderivedKpeptideZKEuropeandJournaldofdCancerXK2008XKddXKaiadYba 7.5 19
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106 tissectingKtheKstructuralKdeterminantsKofKtheKinteractionKbetweenKtheKhumanKcytomegalovirusK
UüahKproteinKandKtheKsthejKimmuneKreceptorZKJournaldofdImmunologyXK2008XKah]XKiegYfh 5.3 8

105 κywSjKautomaticKpredictionKofKantibodyKstructuresZKBioinformaticsXK2008XKbdXKaiecYd 7.2 150

104 qKproangiogenicKpeptideKderivedKfromKvascularKendothelialKgrowthKfactorKreceptorYaKactsKthroughK
alphaebetaaKintegrinZKBloodXK2008XKaaaXKcdgiYhh 2.2 25

103 qdvancesKandKpitfallsKinKproteinKstructureKpredictionZKCurrentdProteindanddPeptidedScienceXK2008XKiXKefgYgg2.8 10

102 ydentificationKandKfunctionalKcharacterizationKofKtheKbileKacidKtransportKproteinsKinKnonYmammalianK
ileumKandKmammalianKliverZKProteins:dStructuresdFunctiondanddBioinformaticsXK2008XKg]XKdfbYgb 4.2 24

101 TheKevaluationKofKproteinKstructureKpredictionKresultsZKMoleculardBiotechnologyXK2008XKciXKaYh 3 11

100 TheKassessmentKofKmethodsKforKproteinKstructureKpredictionZKMethodsdindMoleculardBiologyXK2008XK
dacXKdcYeg 1.4 10

99 YeastKasKaKmodelKofKhumanKmitochondrialKtRαqKbaseKsubstitutionsjKinvestigationKofKtheKmolecularK
basisKofKrespiratoryKdefectsZKRnaXK2008XKadXKbgeYhc 5.8 32

98 TheKmepsMqκKserverZKMappingKepitopesKonKproteinKsurfacejKminingKannotatedKproteinsZKIEEEd
TransactionsdondNanobioscienceXK2007XKfXKaeeYfa 3.4

97 qssessmentKofKpredictionsKinKtheKmodelKqualityKassessmentKcategoryZKProteins:dStructuresdFunctiond
anddBioinformaticsXK2007XKfiKSupplKhXKageYhc 4.2 95

96 qKmodelKofKtheKcomplexKbetweenKtheKκfuMκaKmalariaKproteinKandKtheKhumanKysqMYaKreceptorZK
Proteins:dStructuresdFunctiondanddBioinformaticsXK2007XKfiXKbaeYbb 4.2 10

95 sriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionYRoundKVyyZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2007XKfiKSupplKhXKcYi 4.2 189

94 TheKMuκSKserverKforKidentifyingKproteinKconformationalKepitopesZKBMCdBioinformaticsXK2007XKhK
SupplKaXKSf 3.6 18

93 qnalysisKofKhepatitisKsKvirusKhypervariableKregionKaKsequenceKfromKcryoglobulinemicKpatientsKandK
associatedKcontrolsZKJournaldofdVirologyXK2007XKhaXKdefdYga 6.6 15

92 MgbWKbindingKandKarchaeosineKmodificationKstabilizeKtheKwaeKsdhKüevittKbaseKpairKinKtRαqsZKRnaXK
2007XKacXKadbgYcf 5.8 70

91 TheKimplicationsKofKalternativeKsplicingKinKtheKuαsβtuKproteinKcomplementZKProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaXK2007XKa]dXKedieYe]] 11.5 177

90 SmallKmoleculeKinhibitorsKofKhistoneKarginineKmethyltransferasesjKhomologyKmodelingXKmolecularK
dockingXKbindingKmodeKanalysisXKandKbiologicalKevaluationsZKJournaldofdMedicinaldChemistryXK2007XKe]XKabdaYec8.3 88

89 qutomaticKprocedureKforKusingKmodelsKofKproteinsKinKmolecularKreplacementZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2007XKffXKfhiYif 4.2 18

(2007-2008)
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88 qnKanalysisKofKtheKSargassoKSeaKresourceKandKtheKconsequencesKforKdatabaseKcompositionZKBMCd
BioinformaticsXK2006XKgXKbac 3.6 15

87
soordinatedKandKreversibleKreductionKofKenzymesKinvolvedKinKterminalKoxidativeKmetabolismKinK
skeletalKmuscleKmitochondriaKfromKaKriboflavinYresponsiveXKmultipleKacylYsoqKdehydrogenaseK
deficiencyKpatientZKElectrophoresisXK2006XKbgXKaahbYih

3.6 50

86 ydentificationKofKaKnovelKputativeKmitogenYactivatedKkinaseKcascadeKonKhumanKchromosomeKbaKbyK
computationalKapproachesZKBioinformaticsXK2006XKbbXKggeYh 7.2 12

85 qccurateKenergiesKofKhydrogenKbondedKnucleicKacidKbaseKpairsKandKtripletsKinKtRαqKtertiaryK
interactionsZKNucleicdAcidsdResearchXK2006XKcdXKhfeYgi 20.1 71

84 TheKκMtrKκroteinKModelKtatabaseZKNucleicdAcidsdResearchXK2006XKcdXKtc]fYi 20.1 229

83 qKstructureYguidedKapproachKtoKanKorthogonalKestrogenYreceptorYbasedKgeneKswitchKactivatedKbyK
ligandsKsuitableKforKinKvivoKstudiesZKJournaldofdMedicinaldChemistryXK2006XKdiXKed]dYg 8.3 17

82 TheKroleKofKmolecularKmodellingKinKbiomedicalKresearchZKFEBSdLettersXK2006XKeh]XKbibhYcd 3.8 19

81 RevisitingKtheKpredictionKofKproteinKfunctionKatKsqSκfZKFEBSdJournalXK2006XKbgcXKbiggYhc 5.7 13

80 TheKbetay[betayyyYtubulinKisoformsKandKtheirKcomplexesKwithKantimitoticKagentsZKtockingKandK
molecularKdynamicsKstudiesZKFEBSdJournalXK2006XKbgcXKcc]aYa] 5.7 54

79 RelationshipKbetweenKmultipleKsequenceKalignmentsKandKqualityKofKproteinKcomparativeKmodelsZK
Proteins:dStructuresdFunctiondanddBioinformaticsXK2005XKehXKaeaYg 4.2 39

78 sriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionKTsqSκUYYroundKfZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2005XKfaKSupplKgXKcYg 4.2 148

77 TheKpredictionKofKproteinKfunctionKatKsqSκfZKProteins:dStructuresdFunctiondanddBioinformaticsXK2005XK
faKSupplKgXKb]aYac 4.2 30

76 TheKRelationshipKretweenKκroteinKSequenceXKStructureKandKvunctionK2005XKaeYbi 1

75 qminoacylationKandKconformationalKpropertiesKofKyeastKmitochondrialKtRαqKmutantsKwithK
respiratoryKdeficiencyZKRnaXK2005XKaaXKiadYbg 5.8 14

74 uvaluatingKtheKusefulnessKofKproteinKstructureKmodelsKforKmolecularKreplacementZKBioinformaticsXK
2005XKbaKSupplKbXKiigbYf 7.2 49

73 qKbrighterKfutureKforKproteinKdesignZKAngewandtedChemiedtdInternationaldEditionXK2004XKdcXKcbbbYc 16.4 3

72 uineKbessereKZukunftKfˆ…rKκroteindesignerZKAngewandtedChemieXK2004XKaafXKcbhdYcbhe 3.6

71 yntegralKandKdifferentialKformKofKtheKproteinKfoldingKproblemZKPhysicsdofdLifedReviewsXK2004XKaXKa]cYabg 2.1 3
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70 RemarkablyKsimilarKantigenKreceptorsKamongKaKsubsetKofKpatientsKwithKchronicKlymphocyticK
leukemiaZKJournaldofdClinicaldInvestigationXK2004XKaacXKa]]hYaf 15.9 162

69 uxploringKtheKcytochromeKcKfoldingKmechanismjKcytochromeKceebKfromKthermusKthermophilusKfoldsK
throughKanKonYpathwayKintermediateZKJournaldofdBiologicaldChemistryXK2003XKbghXKdaacfYd] 5.4 35

68 uvaluationKofKannotationKstrategiesKusingKanKentireKgenomeKsequenceZKBioinformaticsXK2003XKaiXKgagYbf 7.2 58

67 uvolutionKofKbacterialKandKarchaealKmulticomponentKmonooxygenasesZKJournaldofdMoleculard
EvolutionXK2003XKefXKdceYde 3.1 107

66 somparativeKmodellingKtechniquesjKwhereKareKweoZKComparativedanddFunctionaldGenomicsXK2003XKdXKd]bYe 4

65 uxploitingKevolutionaryKrelationshipsKforKpredictingKproteinKstructuresZKBiotechnologydandd
BioengineeringXK2003XKhdXKgefYfb 4.9 9

64 qssessmentKofKhomologyYbasedKpredictionsKinKsqSκeZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2003XKecKSupplKfXKcebYfh 4.2 155

63 ungineeringKstableKcytoplasmicKintrabodiesKwithKdesignedKspecificityZKJournaldofdMoleculardBiologyXK
2003XKcc]XKcbcYcb 6.5 36

62 rindingKofKtheKhepatitisKsKvirusKubKglycoproteinKtoKsthaKisKstrainKspecificKandKisKmodulatedKbyKaK
complexKinterplayKbetweenKhypervariableKregionsKaKandKbZKJournaldofdVirologyXK2003XKggXKahefYfg 6.6 140

61 TheKsignificanceKofKperformanceKrankingKinKsqSκYYresponseKtoKMartiYRenomKetKalZKStructureXK2002XK
a]XKbiaYbkKdiscussionKbibYc 5.2 5

60 qKmodelKforKrecognitionKofKpolychlorinatedKdibenzoYpYdioxinsKbyKtheKarylKhydrocarbonKreceptorZK
FEBSdJournalXK2002XKbfiXKacYh 45

59 slassificationKofKproteinsKbasedKonKtheKpropertiesKofKtheKligandYbindingKsitejKtheKcaseKofK
adenineYbindingKproteinsZKProteins:dStructuresdFunctiondanddBioinformaticsXK2002XKdgXKa]fYae 4.2 32

58 xepatitisKsKvirusKproteinsKasKtargetsKforKdrugKdevelopmentjKtheKroleKofKbioinformaticsKandK
modellingZKCurrentdDrugdTargetsXK2002XKcXKbhaYif 3 9

57 qnalysisKandKassessmentKofKcomparativeKmodelingKpredictionsKinKsqSκdZKProteins:dStructuresd
FunctiondanddBioinformaticsXK2001XKSupplKeXKbbYch 4.2 92

56 sonformationalKanalysisKofKputativeKregulatoryKsubunitKtKofKtheKtoluene[oYxyleneYmonooxygenaseK
complexKfromKκseudomonasKstutzeriKβXaZKProteindScienceXK2001XKa]XKdhbYi] 6.3 12

55 wenomeKsequencesKandKgreatKexpectationsZKGenomedBiologyXK2001XKbXKyαTuRqsTyβαS]]]a 18.3 34

54 StructuralKconservationKinKsingleYdomainKproteinsjKimplicationsKforKhomologyKmodelingZKJournaldofd
StructuraldBiologyXK2001XKacdXKbdfYef 3.4 12

53 MimotopesKofKtheKhyperKvariableKregionKaKofKtheKhepatitisKsKvirusKinduceKcrossYreactiveKantibodiesK
directedKagainstKdiscontinuousKepitopesZKMoleculardImmunologyXK2001XKchXKdheYib 4.3 27

(2001-2004)
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52 qKmodelKforKtheKhepatitisKsKvirusKenvelopeKglycoproteinKubZKProteins:dStructuresdFunctiondandd
BioinformaticsXK2000XKd]XKceeYff 4.2 177

51 tqαTujKaKworkbenchKforKsequenceKanalysisZKTrendsdindBiochemicaldSciencesXK2000XKbeXKd]bYc 10.3 3

50 ynKvivoKselectionKofKproteaseKcleavageKsitesKbyKusingKchimericKSindbisKvirusKlibrariesZKJournaldofd
VirologyXK2000XKgdXKa]efcYg] 6.6 14

49 qnalysisKofKaKctαqKsequenceKencodingKtheKimmunoglobulinKheavyKchainKofKtheKqntarcticKteleostK
TrematomusKbernacchiiZKFishdanddShellfishdImmunologyXK2000XKa]XKcdcYeg 4.3 33

48 racteriophageKlambdaKdisplayKofKcomplexKctαqKlibrariesjKaKnewKapproachKtoKfunctionalKgenomicsZK
JournaldofdMoleculardBiologyXK2000XKbifXKdigYe]h 6.5 71

47 qntibodyKmodelingjKimplicationsKforKengineeringKandKdesignZKMethodsXK2000XKb]XKbfgYgi 4.6 84

46 SelectionKofKfunctionalKvariantsKofKtheKαScYαSdqKproteaseKofKhepatitisKsKvirusKbyKusingKchimericK
sindbisKvirusesZKJournaldofdVirologyXK1999XKgcXKefaYge 6.6 14

45 TowardsKaKsolutionKforKhepatitisKsKvirusKhypervariabilityjKmimotopesKofKtheKhypervariableKregionKaK
canKinduceKantibodiesKcrossYreactingKwithKaKlargeKnumberKofKviralKvariantsZKEMBOdJournalXK1998XKagXKcebaYcc13 121

44 RationalKdesignKandKfunctionalKexpressionKofKaKconstitutivelyKactiveKsingleYchainKαSdqYαScK
proteinaseZKFoldingdldDesignXK1998XKcXKdccYda 14

43 wüqSSjKaKtoolKtoKvisualizeKproteinKstructureKpredictionKdataKinKthreeKdimensionsKandKevaluateKtheirK
consistencyZKProteins:dStructuresdFunctiondanddBioinformaticsXK1998XKc]XKcciYea 4.2 1

42 sonformationsKofKtheKthirdKhypervariableKregionKinKtheKVxKdomainKofKimmunoglobulinsZKJournaldofd
MoleculardBiologyXK1998XKbgeXKbfiYid 6.5 313

41 MutationsKofKwlyKtoKqlaKinKhumanKglutathioneKtransferaseKκaYaKaffectKhelixKbKTwYsiteUKandKinduceK
positiveKcooperativityKinKtheKbindingKofKglutathioneZKJournaldofdMoleculardBiologyXK1998XKbhdXKagagYbe 6.5 26

40 xomologyKmodelingKwithKlowKsequenceKidentityZKMethodsXK1998XKadXKbicYc]] 4.6 62

39 κroteinKstructureKpredictionKandKdesignZKBiotechnologydAnnualdReviewXK1998XKdXKaggYbad 5

38 SubstrateKspecificityKofKtheKhepatitisKsKvirusKserineKproteaseKαScZKJournaldofdBiologicaldChemistryXK
1997XKbgbXKib]dYi 5.4 97

37 SurfaceKtopologyKofKMinibodyKbyKselectiveKchemicalKmodificationsKandKmassKspectrometryZKProteind
ScienceXK1997XKfXKai]aYi 6.3 48

36 qntibodyKstructureXKpredictionKandKredesignZKBiophysicaldChemistryXK1997XKfhXKiYaf 3.5 52

35 qKzincKbindingKsiteKinKviralKserineKproteinasesZKBiochemistryXK1996XKceXKacbhbYg 3.2 90
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34 κroteinKstructureKpredictionjplayingKtheKfoldZKTrendsdindBiochemicaldSciencesXK1996XKbaXKbgiYbha 10.3

33 RedesigningKtheKsubstrateKspecificityKofKtheKhepatitisKsKvirusKαScKproteaseZKFoldingdldDesignXK1996XK
aXKceYdb 25

32 κrobingKtheKtertiaryKstructureKofKproteinsKbyKlimitedKproteolysisKandKmassKspectrometryjKtheKcaseKofK
MinibodyZKProteindScienceXK1996XKeXKh]bYac 6.3 60

31 TheKqrchitectureKofKüoopsKinKκroteinsK1996XKbciYbei 1

30 ydentificationKofKbiologicallyKactiveKpeptidesKusingKrandomKlibrariesKdisplayedKonKphageZKCurrentd
OpiniondindBiotechnologyXK1995XKfXKgcYh] 11.4 102

29
ReplacingKtheKglutamateKligandKinKtheKstructuralKzincKsiteKofKSulfolobusKsolfataricusKalcoholK
dehydrogenaseKwithKaKcysteineKdecreasesKthermostabilityZKProteindEngineeringsdDesigndanddSelectionXK
1995XKhXKcaYg

1.9 8

28 ydentifyingKaKputativeKcommonKbindingKsiteKsharedKbyKsubstanceKκKreceptorKandKanKantiYsubstanceKκK
monoclonalKantibodyZKProteindEngineeringsdDesigndanddSelectionXK1995XKhXKd]cYh 1.9 8

27 ModellingKantibodyYantigenKinteractionsjKferritinKasKaKcaseKstudyZKMoleculardImmunologyXK1995XKcbXKa]]aYa]4.3 14

26
MolecularKmodelKofKtheKspecificityKpocketKofKtheKhepatitisKsKvirusKproteasejKimplicationsKforK
substrateKrecognitionZKProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaXK1994XKiaXKhhhYib

11.5 95

25 VariabilityKwithinKtheKsandidaKrugosaKlipasesKfamilyZKProteindEngineeringsdDesigndanddSelectionXK1994XK
gXKecaYe 1.9 89

24 sloningXKcharacterizationXKandKmodelingKofKaKmonoclonalKantiYhumanKtransferrinKantibodyKthatK
competesKwithKtheKtransferrinKreceptorZKProteindScienceXK1994XKcXKadgfYhd 6.3 8

23 TheKmakingKofKtheKminibodyjKanKengineeredKbetaYproteinKforKtheKdisplayKofKconformationallyK
constrainedKpeptidesZKJournaldofdMoleculardRecognitionXK1994XKgXKiYbd 2.6 27

22 κUZZüujKaKnewKmethodKforKautomatedKproteinKdockingKbasedKonKsurfaceKshapeKcomplementarityZK
JournaldofdMoleculardBiologyXK1994XKbceXKa]baYca 6.5 87

21 xighKlevelKexpressionKandKrationalKmutagenesisKofKaKdesignedKproteinXKtheKminibodyZKvromKanK
insolubleKtoKaKsolubleKmoleculeZKJournaldofdMoleculardBiologyXK1994XKbcfXKfdiYei 6.5 53

20 qKdatabaseKsystemKforKhandlingKphageKlibraryYderivedKsequencesZKGeneXK1993XKabhXKadcYd 3.8 2

19 sloningKandKanalysisKofKsandidaKcylindraceaKlipaseKsequencesZKGeneXK1993XKabdXKdeYee 3.8 118

18 MimickingKofKdiscontinuousKepitopesKbyKphageYdisplayedKpeptidesXKyZKupitopeKmappingKofKhumanKxK
ferritinKusingKaKphageKlibraryKofKconstrainedKpeptidesZKGeneXK1993XKabhXKeaYg 3.8 231

17
SaturationKmutagenesisKofKtheKhumanKinterleukinKfKreceptorYbindingKsitejKimplicationsKforKitsK
threeYdimensionalKstructureZKProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaXK1993XKi]XKd]fgYga

11.5 71

(1993-1996)
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16 qKdesignedKmetalYbindingKproteinKwithKaKnovelKfoldZKNatureXK1993XKcfbXKcfgYi 50.4 190

15 ynKvitroselectionKofKpeptidesKfromKmolecularKrepertoiresZKRendicontidLinceiXK1993XKdXKceiYcff 1.7

14 κroteinKdesignKonKcomputersZKviveKnewKproteinsjKShpilkaXKwrendelXKvingerclaspXKüeatherXKandKqidaZK
Proteins:dStructuresdFunctiondanddBioinformaticsXK1992XKabXKa]eYa] 4.2 25

13
sommonKfeaturesKofKtheKconformationsKofKantigenYbindingKloopsKinKimmunoglobulinsKandK
applicationKtoKmodelingKloopKconformationsZKProteins:dStructuresdFunctiondanddBioinformaticsXK1992XK
acXKbcaYde

4.2 61

12
qKmethodKtoKevaluateKtheKrelativeKweightsKofKstructuralKandKfunctionalKconstraintsKonKaKgenomeZK
NuovodCimentodDelladSocietadItalianadDidFisicadDdtdCondenseddMattersdAtomicsdMoleculardanddChemicald
PhysicssdBiophysicsXK1991XKacXKeecYefc

11 MembersKofKtheKzincKfingerKproteinKgeneKfamilyKsharingKaKconservedKαYterminalKmoduleZKNucleicd
AcidsdResearchXK1991XKaiXKeffaYg 20.1 74

10 VqRyqαTjKaKstoreKandKretrievalKsystemKforKhumanKhaemoglobinKvariantsZKComputerdMethodsdandd
ProgramsdindBiomedicineXK1990XKcaXKaacYd 6.9 1

9 StructuralKdefinitionKbyKantibodyKengineeringKofKanKidiotypicKdeterminantZKProteindEngineeringsd
DesigndanddSelectionXK1990XKcXKecaYi 1.9 21

8
vrameworkKresidueKgaKisKaKmajorKdeterminantKofKtheKpositionKandKconformationKofKtheKsecondK
hypervariableKregionKinKtheKVxKdomainsKofKimmunoglobulinsZKJournaldofdMoleculardBiologyXK1990XK
baeXKageYhb

6.5 218

7 StructuralKdeterminantsKofKtheKconformationsKofKmediumYsizedKloopsKinKproteinsZKProteins:d
StructuresdFunctiondanddBioinformaticsXK1989XKfXKchbYid 4.2 75

6 sonformationsKofKimmunoglobulinKhypervariableKregionsZKNatureXK1989XKcdbXKhggYhc 50.4 1091

5 TheKsomputationalKqnalysisKofKκroteinKStructuresjKSourcesXKMethodsXKSystemsKandKResultsZKJournald
ofdResearchdofdthedNationaldBureaudofdStandardsdnUniteddStatesoXK1989XKidXKheYib 3

4 qKtransportableKinteractiveKpackageKforKtheKstatisticalKanalysisKandKhandlingKofKsequenceKdataZK
ComputersdindBiologydanddMedicineXK1988XKahXKaacYbb 7 1

3
ynformationKvalueKandKinformationKcontentKinKtheKevolutionaryKstrategyKofKtheKgeneticKcodeZKNuovod
CimentodDelladSocietadItalianadDidFisicadDdtdCondenseddMattersdAtomicsdMoleculardanddChemicald
PhysicssdBiophysicsXK1988XKa]XKbicYc]a

2 κrobabilityKofKcodingKofKaKtαqKsequencejKanKalgorithmKtoKpredictKtranslatedKreadingKframesKfromK
theirKthermodynamicKcharacteristicsZKNucleicdAcidsdResearchXK1986XKadXKabgYce 20.1 20

1 teterminationKofKtheKautocorrelationKordersKofKproteinsZKFEBSdJournalXK1985XKadiXKcgeYi 5
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