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i Paper IF Citations

197 ymplicationsKofKqlphavoldaKforKcrystallographicKphasingKbyKmolecularKreplacement[[KActah
CrystallographicahSectionhD:hStructuralhBiologyXK2022XKfgXK`Z`b 5.5 11

196 srystalKstructuresKofKr“βRyyKextracellularKdomainKinKbinaryKandKternaryKreceptorKcomplexesKwithK
r“β`_[[KNaturehCommunicationsXK2022XK`bXKabhd 17.4 1

195 SubmissionKofKstructuralKbiologyKdataKforKreviewKpurposes[KActahCrystallographicahSectionhFwh
StructuralhBiologyhCommunicationsXK2021XKffXKcbdZcbe 1.1

194 qngiotensinogenKandKtheK“odulationKofKrloodKβressure[KFrontiershinhCardiovascularhMedicineXK2021XK
gXKecd`ab 5.4 6

193 LikelihoodZbasedKestimationKofKsubstructureKcontentKfromKsingleZwavelengthKanomalousK
diffractionKTSqtUKintensityKdata[KActahCrystallographicahSectionhD:hStructuralhBiologyXK2021XKffXKgg_Zghb 5.5 0

192 βhasertngiKdirectedKacyclicKgraphsKforKcrystallographicKphasing[KActahCrystallographicahSectionhD:h
StructuralhBiologyXK2021XKffXK`Z`_ 5.5 6

191 tetectionKofKtranslationalKnoncrystallographicKsymmetryKinKβattersonKfunctions[KActah
CrystallographicahSectionhD:hStructuralhBiologyXK2021XKffXK`b`Z`c` 5.5 2

190 qdaptiveKsartesianKandKtorsionalKrestraintsKforKinteractiveKmodelKrebuilding[KActahCrystallographicah
SectionhD:hStructuralhBiologyXK2021XKffXKcbgZcce 5.5 3

189 qccurateKpredictionKofKproteinKstructuresKandKinteractionsKusingKaKthreeZtrackKneuralKnetwork[K
ScienceXK2021XKbfbXKgf`Zgfe 33.3 522

188 qssessingKtheKutilityKofKsqSβ`cKmodelsKforKmolecularKreplacement[KProteins:hStructurewhFunctionhandh
BioinformaticsXK2021XKghXK`fdaZ`feh 4.2 18

187 SubmissionKofKstructuralKbiologyKdataKforKreviewKpurposes[KActahCrystallographicahSectionhD:h
StructuralhBiologyXK2021XKffXK`cffZ`cfg 5.5 0

186 tensityKmodificationKofKcryoZu“Kmaps[KActahCrystallographicahSectionhD:hStructuralhBiologyXK2020XKfeXKh`aZhad5.5 11

185 vactorsKinfluencingKestimatesKofKcoordinateKerrorKforKmolecularKreplacement[KActahCrystallographicah
SectionhD:hStructuralhBiologyXK2020XKfeXK`hZaf 5.5 4

184 “easuringKandKusingKinformationKgainedKbyKobservingKdiffractionKdata[KActahCrystallographicah
SectionhD:hStructuralhBiologyXK2020XKfeXKabgZacf 5.5 1

183 ThreeKnewKsoZeditorsKappointedKtoKqctaKsrystallographicaKSectionKtXKStructuralKriology[KActah
CrystallographicahSectionhD:hStructuralhBiologyXK2020XKfeXKe`a 5.5

182 ymprovementKofKcryoZu“KmapsKbyKdensityKmodification[KNaturehMethodsXK2020XK`fXKhabZhaf 21.6 123

181 uvaluationKofKtemplateZbasedKmodelingKinKsqSβ`b[KProteins:hStructurewhFunctionhandhBioinformaticsXK
2019XKgfXK```bZ``af 4.2 38
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180 uvaluationKofKmodelKrefinementKinKsqSβ`b[KProteins:hStructurewhFunctionhandhBioinformaticsXK2019XK
gfXK`achZ`aea 4.2 25

179 wermlineKmutationsKinKtheKtranscriptionKfactorKyKZvdKcauseKthrombocytopenia[KBloodXK2019XK`bcXKa_f_Za_g`2.2 23

178
sopingKwithKstrongKtranslationalKnoncrystallographicKsymmetryKandKextremeKanisotropyKinK
molecularKreplacementKwithKβhaseriKhumanKRabafa[KActahCrystallographicahSectionhD:hStructuralh
BiologyXK2019XKfdXKbcaZbdb

5.5 6

177 vindableKqccessibleKynteroperableKReZusableKTvqyRUKdiffractionKdataKareKcomingKtoKproteinK
crystallography[KActahCrystallographicahSectionhD:hStructuralhBiologyXK2019XKfdXKcddZcdf 5.5 7

176 “acromolecularKstructureKdeterminationKusingKXZraysXKneutronsKandKelectronsiKrecentK
developmentsKinKβhenix[KActahCrystallographicahSectionhD:hStructuralhBiologyXK2019XKfdXKge`Zgff 5.5 1527

175 qnKoligomericKstateZdependentKswitchKinKtheKuRKenzymeKvystKregulatesKq“βylationKandK
deq“βylationKofKriβ[KEMBOhJournalXK2019XKbgXKe`_a`ff 13 18

174 StructuralKbasisKforKtheKspecificityKofKreninZmediatedKangiotensinogenKcleavage[KJournalhofh
BiologicalhChemistryXK2019XKahcXKabdbZabec 5.4 10

173 “easurementKofKtheKtotalKangiotensinogenKandKitsKreducedKandKoxidisedKformsKinKhumanKplasmaK
usingKtargetedKLsZ“S]“S[KAnalyticalhandhBioanalyticalhChemistryXK2019XKc``XKcafZcbf 4.4 3

172 computationKofKtheKβtrKtoKauditKdiffractionKanisotropyKofKsolubleKandKmembraneKproteins[KDatahinh
BriefXK2018XK`hXKfdbZfdf 1.2 1

171 wyreKandKgimbleiKaKmaximumZlikelihoodKreplacementKforKβattersonKcorrelationKrefinement[KActah
CrystallographicahSectionhD:hStructuralhBiologyXK2018XKfcXKafhZagh 5.5 13

170 αnKtheKapplicationKofKtheKexpectedKlogZlikelihoodKgainKtoKdecisionKmakingKinKmolecularK
replacement[KActahCrystallographicahSectionhD:hStructuralhBiologyXK2018XKfcXKacdZadd 5.5 22

169 RealZspaceKrefinementKinKβxu”yXKforKcryoZu“KandKcrystallography[KActahCrystallographicahSectionhD:h
StructuralhBiologyXK2018XKfcXKdb`Zdcc 5.5 917

168 StructureKandKoligomerizationKofKtheKperiplasmicKdomainKofKwspLKfromKtheKtypeKyyKsecretionKsystemK
ofKβseudomonasKaeruginosa[KScientifichReportsXK2018XKgXK`efe_ 4.9 5

167 “aximumZlikelihoodKdeterminationKofKanomalousKsubstructures[KActahCrystallographicahSectionhD:h
StructuralhBiologyXK2018XKfcXKhgZ`_d 5.5 3

166
uxploitingKdistantKhomologuesKforKphasingKthroughKtheKgenerationKofKcompactKfragmentsXKlocalK
foldKrefinementKandKpartialKsolutionKcombination[KActahCrystallographicahSectionhD:hStructuralh
BiologyXK2018XKfcXKah_Zb_c

5.5 19

165 ynsightsKintoKxunterKsyndromeKfromKtheKstructureKofKiduronateZaZsulfatase[KNaturehCommunicationsXK
2017XKgXK`dfge 17.4 42

164 qbKinitioKsolutionKofKmacromolecularKcrystalKstructuresKwithoutKdirectKmethods[KProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaXK2017XK``cXKbebfZbec` 11.5 32

163 xowKserpinsKtransportKhormonesKandKregulateKtheirKrelease[KSeminarshinhCellhandhDevelopmentalh
BiologyXK2017XKeaXK`bbZ`c` 7.5 17

(2017-2019)
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162 ResponsesKtoK‘qtomicKresolutionSiKaKbadlyKabusedKtermKinKstructuralKbiology[KActahCrystallographicah
SectionhD:hStructuralhBiologyXK2017XKfbXKbg`Zbgb 5.5 5

161 XZrayKdiffractionKrevealsKtheKintrinsicKdifferenceKinKtheKphysicalKpropertiesKofKmembraneKandKsolubleK
proteins[KScientifichReportsXK2017XKfXK`f_`b 4.9 7

160 tecodingKsorticotropinZReleasingKvactorKReceptorKTypeK`KsrystalKStructures[KCurrenthMolecularh
PharmacologyXK2017XK`_XKbbcZbcc 3.7 17

159 q“βylationKtargetsKtheKrateZlimitingKstepKofKriβSsKqTβaseKcycleKforKitsKfunctionalKinactivation[KELifeXK
2017XKeXK 8.9 43

158 qKcriticalKexaminationKofKtheKrecentlyKreportedKcrystalKstructuresKofKtheKhumanKS“”Kprotein[KHumanh
MolecularhGeneticsXK2016XKadXKcf`fZcfad 5.6 9

157 StructuralKbasisKofKw“ZsSvKandKyLZaKsequestrationKbyKtheKviralKdecoyKreceptorKwyv[KNatureh
CommunicationsXK2016XKfXK`baag 17.4 11

156 “olecularK“echanismKofKZK˛–`ZqntitrypsinKteficiency[KJournalhofhBiologicalhChemistryXK2016XKah`XK`defcZge 5.4 21

155 qKlogZlikelihoodZgainKintensityKtargetKforKcrystallographicKphasingKthatKaccountsKforKexperimentalK
error[KActahCrystallographicahSectionhD:hStructuralhBiologyXK2016XKfaXKbfdZgf 5.5 48

154 StructureKofKwremlinZaKinKsomplexKwithKwtvdKwivesKynsightKintoKtq”ZvamilyZ“ediatedKr“βK
qntagonism[KCellhReportsXK2016XK`eXKa_ffZa_ge 10.6 22

153
q”SKcomplexKofKStKzohnSsKwortKβRZ`_KproteinKwithKagKcopiesKinKtheKasymmetricKunitiKaKfiendishK
combinationKofKpseudosymmetryKwithKtetartohedralKtwinning[KActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXK2015XKf`XKgahZcb

14

152 αutcomeKofKtheKvirstKwwβtrKxybrid]yntegrativeK“ethodsKTaskKvorceKWorkshop[KStructureXK2015XK
abXK``deZef 5.2 131

151 qzasugarKinhibitorsKasKpharmacologicalKchaperonesKforKKrabbeKdisease[KChemicalhScienceXK2015XKeXKb_fdZb_ge9.4 36

150 XZrayKstructureKdeterminationKusingKlowZresolutionKelectronKmicroscopyKmapsKforKmolecularK
replacement[KNaturehProtocolsXK2015XK`_XK`afdZgc 18.8 16

149 “acromolecularKXZrayKstructureKdeterminationKusingKweakXKsingleZwavelengthKanomalousKdata[K
NaturehMethodsXK2015XK`aXK`afZb_ 21.6 27

148 StructureKofKhumanKsaposinKqKatKlysosomalKpx[KActahCrystallographicahSectionhFwhStructuralhBiologyh
CommunicationsXK2015XKf`XKghdZh__ 1.1 7

147 LocalKerrorKestimatesKdramaticallyKimproveKtheKutilityKofKhomologyKmodelsKforKsolvingKcrystalK
structuresKbyKmolecularKreplacement[KStructureXK2015XKabXKbhfZc_e 5.2 18

146 wZactinKprovidesKsubstrateZspecificityKtoKeukaryoticKinitiationKfactorKa˛–Kholophosphatases[KELifeXK
2015XKcXK 8.9 47

145 qutomatedKidentificationKofKelementalKionsKinKmacromolecularKcrystalKstructures[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2014XKf_XK``_cZ`c 27
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144 StructuralKbiology[KsrystalKstructureKofKtheKsRySβRKR”qZguidedKsurveillanceKcomplexKfromK
uscherichiaKcoli[KScienceXK2014XKbcdXK`cfbZh 33.3 182

143 TranscriptionalKdiversityKduringKlineageKcommitmentKofKhumanKbloodKprogenitors[KScienceXK2014XK
bcdXK`ad`_bb 33.3 187

142
LikelihoodZbasedKmolecularZreplacementKsolutionKforKaKhighlyKpathologicalKcrystalKwithK
tetartohedralKtwinningKandKsevenfoldKtranslationalKnoncrystallographicKsymmetry[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2014XKf_XKcf`Zg_

20

141 TemperatureZresponsiveKreleaseKofKthyroxineKandKitsKenvironmentalKadaptationKinKqustralians[K
ProceedingshofhthehRoyalhSocietyhB:hBiologicalhSciencesXK2014XKag`XKa_`bafcf 4.4 11

140 qutomatingKcrystallographicKstructureKsolutionKandKrefinementKofKproteinZligandKcomplexes[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2014XKf_XK`ccZdc 33

139 TowardsKengineeringKhormoneZbindingKglobulinsKasKdrugKdeliveryKagents[KPLoShONEXK2014XKhXKe``bc_a 3.7 11

138 xowKchangesKinKaffinityKofKcorticosteroidZbindingKglobulinKmodulateKfreeKcortisolKconcentration[K
JournalhofhClinicalhEndocrinologyhandhMetabolismXK2013XKhgXKbb`dZaa 5.6 51

137 qdvancesXKinteractionsXKandKfutureKdevelopmentsKinKtheKs”SXKβhenixXKandKRosettaKstructuralKbiologyK
softwareKsystems[KAnnualhReviewhofhBiophysicsXK2013XKcaXKaedZgf 21.1 76

136
StructuralKsnapshotsKillustrateKtheKcatalyticKcycleKofK˛†ZgalactocerebrosidaseXKtheKdefectiveKenzymeK
inKKrabbeKdisease[KProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaXK
2013XK``_XKa_cfhZgc

11.5 30

135 yntensityKstatisticsKinKtheKpresenceKofKtranslationalKnoncrystallographicKsymmetry[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2013XKehXK`feZgb 34

134 “odelKmorphingKandKsequenceKassignmentKafterKmolecularKreplacement[KActahCrystallographicah
SectionhD:hBiologicalhCrystallographyXK2013XKehXKaaccZd_ 24

133 βhaser[“RageiKautomatedKmolecularKreplacement[KActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXK2013XKehXKaafeZge 144

132 ymprovedKestimatesKofKcoordinateKerrorKforKmolecularKreplacement[KActahCrystallographicahSectionh
D:hBiologicalhCrystallographyXK2013XKehXKaa_hZ`d 33

131 ymprovingKexperimentalKphasesKforKstrongKreflectionsKpriorKtoKdensityKmodification[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2013XKehXKa_bhZch 6

130 uxtendingKtheKReachKofK“olecularKReplacement[KNATOhSciencehforhPeacehandhSecurityhSerieshA:h
ChemistryhandhBiologyXK2013XK``bZ`aa 0.1

129 wraphicalKtoolsKforKmacromolecularKcrystallographyKinKβxu”yX[KJournalhofhAppliedhCrystallographyXK
2012XKcdXKdg`Zdge 3.8 95

128
qpplicationKofKtu”KrefinementKandKautomatedKmodelKbuildingKtoKaKdifficultKcaseKofK
molecularZreplacementKphasingiKtheKstructureKofKaKputativeKsuccinylZdiaminopimelateKdesuccinylaseK
fromKsorynebacteriumKglutamicum[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK
2012XKegXKbh`Zc_b

24

127 ymprovedKcrystallographicKmodelsKthroughKiteratedKlocalKdensityZguidedKmodelKdeformationKandK
reciprocalZspaceKrefinement[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK2012XKegXKge`Zf_ 33

(2012-2014)
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126 StructuralKbasisKforKbenzothiazinoneZmediatedKkillingKofK“ycobacteriumKtuberculosis[KScienceh
TranslationalhMedicineXK2012XKcXK`d_ra`a` 17.5 123

125
SevereKdiffractionKanisotropyXKrotationalKpseudosymmetryKandKtwinningKcomplicateKtheKrefinementK
ofKaKpentamericKcoiledZcoilKstructureKofK”SβcKofKrotavirus[KActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXK2012XKegXK`dc`Zg

5

124 qKnewKpentamericKstructureKofKrotavirusK”SβcKrevealedKbyKmolecularKreplacement[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2012XKegXKdfZe` 7

123 phenix[mr_rosettaiKmolecularKreplacementKandKmodelKrebuildingKwithKβhenixKandKRosetta[KJournalh
ofhStructuralhandhFunctionalhGenomicsXK2012XK`bXKg`Zh_ 109

122 StructuralKinsightsKintoKtheKredoxZswitchKmechanismKofKtheK“arR]tUvacZtypeKregulatorKxypR[K
NucleichAcidshResearchXK2012XKc_XKc`fgZha 20.1 49

121 uxomeKsequencingKidentifiesK”ruqLaKasKtheKcausativeKgeneKforKgrayKplateletKsyndrome[KNatureh
GeneticsXK2011XKcbXKfbdZf 36.3 224

120 TheKβhenixKsoftwareKforKautomatedKdeterminationKofKmacromolecularKstructures[KMethodsXK2011XK
ddXKhcZ`_e 4.6 580

119 ymprovedKmolecularKreplacementKbyKdensityZKandKenergyZguidedKproteinKstructureKoptimization[K
NatureXK2011XKcfbXKdc_Zb 50.4 196

118 qKnewKgenerationKofKcrystallographicKvalidationKtoolsKforKtheKproteinKdataKbank[KStructureXK2011XK`hXK`bhdZc`a5.2 335

117 αverviewKofKtheKssβcKsuiteKandKcurrentKdevelopments[KActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXK2011XKefXKabdZca 8847

116 ymprovementKofKmolecularZreplacementKmodelsKwithKSculptor[KActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXK2011XKefXKb_bZ`a 167

115 UsingKSqtKdataKinKβhaser[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK2011XKefXKbbgZcc 90

114 SolvingKserpinKcrystalKstructures[KMethodshinhEnzymologyXK2011XKd_`XKchZe` 1.7 3

113 ”ovelKpentamericKstructureKofKtheKdiarrheaZinducingKregionKofKtheKrotavirusKenterotoxigenicK
proteinK”Sβc[KJournalhofhVirologyXK2011XKgdXK`afa`Zba 6.6 21

112 qllostericKmodulationKofKhormoneKreleaseKfromKthyroxineKandKcorticosteroidZbindingKglobulins[K
JournalhofhBiologicalhChemistryXK2011XKageXK`e`ebZfb 5.4 39

111 ynsightsKintoKKrabbeKdiseaseKfromKstructuresKofKgalactocerebrosidase[KProceedingshofhthehNationalh
AcademyhofhScienceshofhthehUnitedhStateshofhAmericaXK2011XK`_gXK`d`ehZfb 11.5 63

110 qKredoxKswitchKinKangiotensinogenKmodulatesKangiotensinKrelease[KNatureXK2010XKcegXK`_gZ`` 50.4 171

109 vromKpoorKresolutionKtoKrichKinsight[KStructureXK2010XK`gXKeecZd 5.2 1
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108 βxu”yXiKaKcomprehensiveKβythonZbasedKsystemKforKmacromolecularKstructureKsolution[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2010XKeeXKa`bZa` 16067

107 uxperimentalKphasingiKbestKpracticeKandKpitfalls[KActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXK2010XKeeXKcdgZeh 35

106 RecentKdevelopmentsKinKphasingKandKstructureKrefinementKforKmacromolecularKcrystallography[K
CurrenthOpinionhinhStructuralhBiologyXK2009XK`hXKdeeZfa 8.1 21

105 saseZcontrolledKstructureKvalidation[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK
2009XKedXK`c_Zf 15

104 tecisionZmakingKinKstructureKsolutionKusingKrayesianKestimatesKofKmapKqualityiKtheKβxu”yXKqutoSolK
wizard[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK2009XKedXKdgaZe_` 657

103 “ethylationZstateZspecificKrecognitionKofKhistonesKbyKtheK“rTKrepeatKproteinKLb“rTLa[KNucleich
AcidshResearchXK2009XKbfXKaa_cZ`_ 20.1 77

102 TheKSZtoZRKtransitionKofKcorticosteroidZbindingKglobulinKandKtheKmechanismKofKhormoneKrelease[K
JournalhofhMolecularhBiologyXK2008XKbg_XKaccZd` 6.5 57

101 yterativeKmodelKbuildingXKstructureKrefinementKandKdensityKmodificationKwithKtheKβxu”yXKqutoruildK
wizard[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK2008XKecXKe`Zh 1042

100 yterativeZbuildKα“yTKmapsiKmapKimprovementKbyKiterativeKmodelKbuildingKandKrefinementKwithoutK
modelKbias[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK2008XKecXKd`dZac 130

99 qutomatedKstructureKsolutionKwithKtheKβxu”yXKsuite[KMethodshinhMolecularhBiologyXK2008XKcaeXKc`hZbd 1.4 421

98 SwivelingKdomainKmechanismKinKpyruvateKphosphateKdikinase[KBiochemistryXK2007XKceXK`cgcdZdb 3.2 29

97 βhaserKcrystallographicKsoftware[KJournalhofhAppliedhCrystallographyXK2007XKc_XKedgZefc 3.8 14212

96 ynterpretationKofKensemblesKcreatedKbyKmultipleKiterativeKrebuildingKofKmacromolecularKmodels[K
ActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK2007XKebXKdhfZe`_ 56

95 qssessmentKofKsqSβfKpredictionsKinKtheKhighKaccuracyKtemplateZbasedKmodelingKcategory[KProteins:h
StructurewhFunctionhandhBioinformaticsXK2007XKehKSupplKgXKafZbf 4.2 86

94 tomainKdefinitionKandKtargetKclassificationKforKsqSβf[KProteins:hStructurewhFunctionhandh
BioinformaticsXK2007XKehKSupplKgXK`_Zg 4.2 19

93 qutomatedKserverKpredictionsKinKsqSβf[KProteins:hStructurewhFunctionhandhBioinformaticsXK2007XKehK
SupplKgXKegZga 4.2 95

92 srystallographyiKcrystallographicKevidenceKforKdeviatingKsbbKstructure[KNatureXK2007XKccgXKu`ZakK
discussionKuaZb 50.4 33

91 xighZresolutionKstructureKpredictionKandKtheKcrystallographicKphaseKproblem[KNatureXK2007XKcd_XKadhZec 50.4 262

(2007-2010)
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90 LikelihoodZbasedKexperimentalKphasingKinKphaser[KNATOhSciencehSerieshSerieshIIwhMathematicswhPhysicsh
andhChemistryXK2007XKefZff

89 LikelihoodZbasedKmolecularKreplacementKinKphaser[KNATOhSciencehSerieshSerieshIIwhMathematicswh
PhysicshandhChemistryXK2007XKh`Z`__ 5

88 qutomatedKstructureKdeterminationKwithKphenix[KNATOhSciencehSerieshSerieshIIwhMathematicswhPhysicsh
andhChemistryXK2007XK`_`Z`_h 2

87 srystalKstructureKofKrab``KinKcomplexKwithKrab``KfamilyKinteractingKproteinKa[KStructureXK2006XK`cXK`afbZgb5.2 72

86 “olecularKpathologyKofKXKlinkedKretinoschisisiKmutationsKinterfereKwithKretinoschisinKsecretionKandK
oligomerisation[KBritishhJournalhofhOphthalmologyXK2006XKh_XKg`Ze 5.5 64

85 StructuralKmechanismKforKtheKcarriageKandKreleaseKofKthyroxineKinKtheKblood[KProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaXK2006XK`_bXK`bba`Ze 11.5 94

84 “utationsKinKvR“tfXKaKnewlyKidentifiedKmemberKofKtheKvuR“KfamilyXKcauseKXZlinkedKidiopathicK
congenitalKnystagmus[KNaturehGeneticsXK2006XKbgXK`acaZc 36.3 137

83 LiberatingKcrystallographers[KStructureXK2005XK`bXK`abeZf 5.2

82 LikelihoodZenhancedKfastKtranslationKfunctions[KActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXK2005XKe`XKcdgZec 1503

81 SolutionKstructureKofKtheKKaposiSsKsarcomaZassociatedKherpesvirusKKbK”ZterminalKdomainKrevealsKaK
”ovelKuaZbindingKscxsbZtypeKRy”wKdomain[KJournalhofhBiologicalhChemistryXK2004XKafhXKdbgc_Zf 5.4 77

80 RecentKdevelopmentsKinKtheKβxu”yXKsoftwareKforKautomatedKcrystallographicKstructureK
determination[KJournalhofhSynchrotronhRadiationXK2004XK``XKdbZd 2.4 273

79 TheKapplicationKofKmultivariateKstatisticalKtechniquesKimprovesKsingleZwavelengthKanomalousK
diffractionKphasing[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK2004XKe_XKaaZf 48

78 LikelihoodZenhancedKfastKrotationKfunctions[KActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXK2004XKe_XKcbaZg 1017

77 SimpleKalgorithmKforKaKmaximumZlikelihoodKSqtKfunction[KActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXK2004XKe_XK`aa_Zg 90

76 βushingKtheKboundariesKofKmolecularKreplacementKwithKmaximumKlikelihood[Kurratum[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2003XKdhXKc_cZc_c 2

75 ”ewKwaysKofKlookingKatKexperimentalKphasing[KActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXK2003XKdhXK`gh`Zh_a 5

74
qpplicationKofKtheKcomplexKmultivariateKnormalKdistributionKtoKcrystallographicKmethodsKwithK
insightsKintoKmultipleKisomorphousKreplacementKphasing[KActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXK2003XKdhXK`g_`Zg

35

73 xowKvitronectinKbindsKβqyZ`KtoKmodulateKfibrinolysisKandKcellKmigration[KNaturehStructuralhandh
MolecularhBiologyXK2003XK`_XKdc`Zc 17.6 187
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72 StrengtheningKmolecularKreplacementKwithKmaximumKlikelihoodKinKreast[KCrystallographyhReviewsXK
2003XKhXKbbZc` 1.3 1

71 βxu”yXiKbuildingKnewKsoftwareKforKautomatedKcrystallographicKstructureKdetermination[KActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXK2002XKdgXK`hcgZdc 3477

70 srystalKstructureKofKdoubleKhelicalKhexitolKnucleicKacids[KJournalhofhthehAmericanhChemicalhSocietyXK
2002XK`acXKhagZbb 16.4 67

69 βushingKtheKboundariesKofKmolecularKreplacementKwithKmaximumKlikelihood[KActahCrystallographicah
SectionhD:hBiologicalhCrystallographyXK2001XKdfXK`bfbZga 665

68 ymmunoprophylacticKpotentialKofKclonedKShigaKtoxinKaKrKsubunit[KJournalhofhInfectioushDiseasesXK
2001XK`gbXKcbdZcb 7 72

67
tifferentKstructuralKrequirementsKforKplasminogenKactivatorKinhibitorK`KTβqyZ`UKduringKlatencyK
transitionKandKproteinaseKinhibitionKasKevidencedKbyKphageZdisplayedKhypermutatedKβqyZ`Klibraries[K
JournalhofhMolecularhBiologyXK2001XKb_dXKffbZgb

6.5 36

66 ShigaZlikeKtoxinsKareKneutralizedKbyKtailoredKmultivalentKcarbohydrateKligands[KNatureXK2000XKc_bXKeehZfa50.4 772

65 StructureKofKaKserpinZproteaseKcomplexKshowsKinhibitionKbyKdeformation[KNatureXK2000XKc_fXKhabZe 50.4 916

64 qKmutantKShigaZlikeKtoxinKyyeKboundKtoKitsKreceptorKwbTbUiKstructureKofKaKgroupKyyKShigaZlikeKtoxinK
withKalteredKbindingKspecificity[KStructureXK2000XKgXKadbZec 5.2 32

63
ynactiveKconformationKofKtheKserpinKalphaT`UZantichymotrypsinKindicatesKtwoZstageKinsertionKofKtheK
reactiveKloopiKimplicationsKforKinhibitoryKfunctionKandKconformationalKdisease[KProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaXK2000XKhfXKefZfa

11.5 166

62 srystalKstructureKofKβseudomonasKaeruginosaKβqKKpilinKsuggestsKaKmainZchainZdominatedKmodeKofK
receptorKbinding[KJournalhofhMolecularhBiologyXK2000XKahhXK`__dZ`f 6.5 120

61
uxtendingKtheKlimitsKofKmolecularKreplacementKthroughKcombinedKsimulatedKannealingKandK
maximumZlikelihoodKrefinement[KActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK1999XK
ddXK`g`Zh_

27

60 tetectingKoutliersKinKnonZredundantKdiffractionKdata[KActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXK1999XKddXK`fdhZec 20

59 TheKidentificationKofKthreeKbiologicallyKrelevantKglobotriaosylKceramideKreceptorKbindingKsitesKonK
theKVerotoxinK`KrKsubunit[KMolecularhMicrobiologyXK1999XKbaXKhdbZe_ 4.1 58

58 TheKactiveKconformationKofKplasminogenKactivatorKinhibitorK`XKaKtargetKforKdrugsKtoKcontrolK
fibrinolysisKandKcellKadhesion[KStructureXK1999XKfXK```Zg 5.2 136

57 qKa[eKqKstructureKofKaKserpinKpolymerKandKimplicationsKforKconformationalKdisease[KJournalhofh
MolecularhBiologyXK1999XKahbXKcchZdd 6.5 108

56 vragmentZbasedKmodelingKofK”qtKbindingKtoKtheKcatalyticKsubunitsKofKdiphtheriaKandKpertussisK
toxinsK1998XKb`XKagaZahg 2

55 srystallographyKRK”“RKsystemiKqKnewKsoftwareKsuiteKforKmacromolecularKstructureKdetermination[K
ActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK1998XKdcXKh_dZa` 14106
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54 yncorporationKofKpriorKphaseKinformationKstrengthensKmaximumZlikelihoodKstructureKrefinement[K
ActahCrystallographicahSectionhD:hBiologicalhCrystallographyXK1998XKdcXK`agdZhc 158

53 StructureKofKtheKshigaZlikeKtoxinKyKrZpentamerKcomplexedKwithKanKanalogueKofKitsKreceptorKwbb[K
BiochemistryXK1998XKbfXK`fffZgg 3.2 377

52 “odelingKtheKcarbohydrateZbindingKspecificityKofKpigKedemaKtoxin[KBiochemistryXK1998XKbfXK`fghZhh 3.2 19

51 “olecularKtockingKwithKaKViewiKTheKyntegrationKofKaK“onteKsarloKtockingKβrogramKintoKaKVirtualK
RealityKunvironmentK1998XKb_hZbaa

50 ”oncrystallographicKsymmetryKaveragingKinKphaseKrefinementKandKextension[KMethodshinh
EnzymologyXK1997XKaffXK`gZdb 1.7 12

49 [“odelKphasesiKprobabilitiesKandKbias[KMethodshinhEnzymologyXK1997XKaffXK``_Zag 1.7 54

48 qccumulatingKevidenceKsuggestsKthatKseveralKqrZtoxinsKsubvertKtheKendoplasmicK
reticulumZassociatedKproteinKdegradationKpathwayKtoKenterKtargetKcells[KBiochemistryXK1997XKbeXK``_d`Zc3.2 278

47 srossZvalidatedKmaximumKlikelihoodKenhancesKcrystallographicKsimulatedKannealingKrefinement[K
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaXK1997XKhcXKd_`gZab 11.5 561

46 ”otKyourKaverageKdensity[KStructureXK1997XKdXK`ddfZeh 5.2 142

45 qerolysinKandKpertussisKtoxinKshareKaKcommonKreceptorZbindingKdomain[KEMBOhJournalXK1997XK`eXKbcaeZbc13 47

44 sriticalKevaluationKofKtheKresearchKdockingKprogramKforKtheKsqSβaKchallenge[KProteins:hStructurewh
FunctionhandhBioinformaticsXK1997XKahXKa_dZa_h 4.2 22

43 sriticalKevaluationKofKtheKresearchKdockingKprogramKforKtheKsqSβaKchallenge[KProteins:hStructurewh
FunctionhandhBioinformaticsXK1997XKahXKa_dZa_h 4.2 4

42 srystalKstructureKofKtheKpertussisKtoxinZqTβKcomplexiKaKmolecularKsensor[KJournalhofhMolecularh
BiologyXK1996XKadgXKee`Zf` 6.5 56

41 qsK“qtKasKcanKbe[KStructureXK1996XKcXK``Zc 5.2 15

40 βhenylalanineKb_KplaysKanKimportantKroleKinKreceptorKbindingKofKverotoxinZ`[KMolecularhMicrobiology
XK1996XK`hXKgh`Zh 4.1 24

39 StructuralKynsightsKintoKβertussisKToxinKqction[KMolecularhBiologyhIntelligencehUnitXK1996XK`h`Za`e

38 “onteKsarloKdockingKwithKubiquitin[KProteinhScienceXK1995XKcXKggdZhh 6.3 9

37 qtomicKsolvationKparametersKinKtheKanalysisKofKproteinZproteinKdockingKresults[KProteinhScienceXK
1995XKcXKa_gfZhh 6.3 44
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36 qKmosquitocidalKtoxinKwithKaKricinZlikeKcellZbindingKdomain[KNaturehStructuralhandhMolecularhBiologyXK
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35 “onteKsarloKalgorithmsKforKdockingKtoKproteins[KSupramolecularhChemistryXK1995XKeXK`bdZ`c_ 1.8 10
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CrystallographyXK1995XKagXKbcfZbd` 3.8 30
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32 TheKcrystalKstructureKofKpertussisKtoxin[KStructureXK1994XKaXKcdZdf 5.2 297

31 βurificationXKcrystallizationKandKpreliminaryKXZrayKanalysisKofKmurineKinterleukinZd[KJournalhofh
MolecularhBiologyXK1994XKac`XKaehZfa 6.5 6

30 “ultipleZStartK“onteKsarloKtockingKofKvlexibleKLigandsK1994XKf`Z`_g 10

29 somparisonKofKtheKrZpentamersKofKheatZlabileKenterotoxinKandKverotoxinZ`iKtwoKstructuresKwithK
remarkableKsimilarityKandKdissimilarity[KBiochemistryXK1993XKbaXK`h`Zg 3.2 52

28 Toxins[KCurrenthOpinionhinhStructuralhBiologyXK1993XKbXKgdbZge_ 8.1 14

27
StructureKofKglycosomalKglyceraldehydeZbZphosphateKdehydrogenaseKfromKTrypanosomaKbruceiK
determinedKfromKLaueKdata[KProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofh
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24 srystallizationKandKpreliminaryKXZrayKcrystallographicKanalysisKofKverotoxinZ`KrZsubunit[KJournalhofh
MolecularhBiologyXK1991XKaa`XKfahZb` 6.5 8

23 RefinedKstructureKofKporcineKpepsinogenKatK`[gKqKresolution[KJournalhofhMolecularhBiologyXK1991XK
a`hXKef`Zha 6.5 96

22
XZrayKstructureKofKlipoamideKdehydrogenaseKfromKqzotobacterKvinelandiiKdeterminedKbyKaK
combinationKofKmolecularKandKisomorphousKreplacementKtechniques[KJournalhofhMolecularhBiologyXK
1989XKa_eXKbedZfh

6.5 86

21 qKphasedKtranslationKfunction[KJournalhofhAppliedhCrystallographyXK1988XKa`XKch_Zchd 3.8 103

20 RefinedKcrystalKstructureKofKStreptomycesKgriseusKtrypsinKatK`[fKqKresolution[KJournalhofhMolecularh
BiologyXK1988XKa__XKdabZd` 6.5 109
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18 βreliminaryKcrystallographicKstudiesKofKglycosomalKglyceraldehydeKphosphateKdehydrogenaseKfromK
TrypanosomaKbruceiKbrucei[KJournalhofhMolecularhBiologyXK1987XK`hcXKdfbZd 6.5 12
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AcademyhofhScienceshofhthehUnitedhStateshofhAmericaXK1982XKfhXKcgegZfa

11.5 67
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srystalKandKmolecularKstructureKofK
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thehAmericanhChemicalhSocietyXK1981XK`_bXKehcfZehda
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11 vlawedKmethodsKinKâ��sαVytZ`hiKqttacksKtheK`ZretaKshainKofKxemoglobinKandKsapturesKtheK
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