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k Paper IF Citations

181 ProteinIidentificationIfromIelectronIcryomicroscopyImapsIbyIautomatedImodelIbuildingIandI
sideYchainImatching[IActahCrystallographicahSectionhD:hStructuralhBiologyXI2021XIffXIcdfYcea 5.5 2

180 rryoYtMImodelIvalidationIrecommendationsIbasedIonIoutcomesIofItheIa_`hItMsataResourceI
challenge[INaturehMethodsXI2021XI`gXI`deY`ec 21.6 22

179 tngineeringIanIefficientIandIbrightIsplitIrorynactisIcalifornicaIgreenIfluorescentIprotein[IScientifich
ReportsXI2021XI``XI`gcc_ 4.9

178 pIromprehensiveIReviewIonIMycobacteriumItuberculosisITargetsIandIsrugIsevelopmentIfromIaI
StructuralIPerspectiveI2020XIdcdYdee 3

177 sensityImodificationIofIcryoYtMImaps[IActahCrystallographicahSectionhD:hStructuralhBiologyXI2020XIfeXIh`aYhad5.5 11

176 rryoYtMImapIinterpretationIandIproteinImodelYbuildingIusingIiterativeImapIsegmentation[IProteinh
ScienceXI2020XIahXIgfYhh 6.3 18

175 qottomYupIstructuralIproteomicsiIcryotMIofIproteinIcomplexesIenrichedIfromItheIcellularImilieu[I
NaturehMethodsXI2020XI`fXIfhYgd 21.6 35

174 xmprovementIofIcryoYtMImapsIbyIdensityImodification[INaturehMethodsXI2020XI`fXIhabYhaf 21.6 123

173 MacromolecularIstructureIdeterminationIusingIXYraysXIneutronsIandIelectronsiIrecentI
developmentsIinIPhenix[IActahCrystallographicahSectionhD:hStructuralhBiologyXI2019XIfdXIge`Ygff 5.5 1527

172 MapIsegmentationXIautomatedImodelYbuildingIandItheirIapplicationItoItheIrryoYtMIModelI
rhallenge[IJournalhofhStructuralhBiologyXI2018XIa_cXIbbgYbcb 3.4 5

171 putomatedImapIsharpeningIbyImaximizationIofIdetailIandIconnectivity[IActahCrystallographicah
SectionhD:hStructuralhBiologyXI2018XIfcXIdcdYddh 5.5 132

170 RealYspaceIrefinementIinIPwtNxXIforIcryoYtMIandIcrystallography[IActahCrystallographicahSectionhD:h
StructuralhBiologyXI2018XIfcXIdb`Ydcc 5.5 917

169 NewItoolsIforItheIanalysisIandIvalidationIofIcryoYtMImapsIandIatomicImodels[IActah
CrystallographicahSectionhD:hStructuralhBiologyXI2018XIfcXIg`cYgc_ 5.5 291

168
qpeqXIaImajorIresistanceYnodulationYcellIdivisionItransporterIfromIqurkholderiaIcenocepaciaiI
constructIdesignXIcrystallizationIandIpreliminaryIstructuralIanalysis[IActahCrystallographicahSectionhFvh
StructuralhBiologyhCommunicationsXI2018XIfcXIf`_Yf`e

1.1

167 pIfullyIautomaticImethodIyieldingIinitialImodelsIfromIhighYresolutionIcryoYelectronImicroscopyI
maps[INaturehMethodsXI2018XI`dXIh_dYh_g 21.6 82

166 ResponsesItoI‘ptomicIresolutionRiIaIbadlyIabusedItermIinIstructuralIbiology[IActahCrystallographicah
SectionhD:hStructuralhBiologyXI2017XIfbXIbg`Ybgb 5.5 5

165 pIgenomeYwideIstructureYbasedIsurveyIofInucleotideIbindingIproteinsIinIM[Ituberculosis[IScientifich
ReportsXI2017XIfXI`acgh 4.9 4
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164
StructuralIandIqiophysicalIrharacterizationIofItheIMycobacteriumItuberculosisIProteinIRv_dffXIaI
ProteinIpssociatedIwithINeutralIRedIStainingIofIVirulentITuberculosisIStrainsIandIwomologueIofI
theIStreptomycesIcoelicolorIProteinIzbpp[IBiochemistryXI2017XIdeXIc_`dYc_af

3.2 4

163 PolderImapsiIimprovingIOMxTImapsIbyIexcludingIbulkIsolvent[IActahCrystallographicahSectionhD:h
StructuralhBiologyXI2017XIfbXI`cgY`df 5.5 335

162 RawIdiffractionIdataIpreservationIandIreuseiIoverviewXIupdateIonIpracticalitiesIandImetadataI
requirements[IIUCrJXI2017XIcXIgfYhh 4.7 24

161 ranIxIsolveImyIstructureIbyISpsIphasingnIpnomalousIsignalIinISpsIphasing[IActahCrystallographicah
SectionhD:hStructuralhBiologyXI2016XIfaXIbceYdg 5.5 26

160 RNpIStructureIRefinementIUsingItheItRRpStRYPhenixIPipeline[IMethodshinhMolecularhBiologyXI2016XI
`ba_XIaehYga 1.4 19

159
ranIxIsolveImyIstructureIbyISpsIphasingnIPlanningIanIexperimentXIscalingIdataIandIevaluatingItheI
usefulIanomalousIcorrelationIandIanomalousIsignal[IActahCrystallographicahSectionhD:hStructuralh
BiologyXI2016XIfaXIbdhYfc

5.5 23

158 tfficientImergingIofIdataIfromImultipleIsamplesIforIdeterminationIofIanomalousIsubstructure[I
ActahCrystallographicahSectionhD:hStructuralhBiologyXI2016XIfaXIaheYb_a 5.5 10

157 utMiIfeatureYenhancedImap[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2015XIf`XIeceYee 113

156 pISuiteIofItngineeredIvuPIMoleculesIforIOligomericIScaffolding[IStructureXI2015XIabXI`fdcY`feg 5.2 23

155 XYrayIstructureIdeterminationIusingIlowYresolutionIelectronImicroscopyImapsIforImolecularI
replacement[INaturehProtocolsXI2015XI`_XI`afdYgc 18.8 16

154 ProteinIrrystallographyIfromItheIPerspectiveIofITechnologyIsevelopments[ICrystallographyh
ReviewsXI2015XIa`XI`aaY`db 1.3 26

153 MacromolecularIXYrayIstructureIdeterminationIusingIweakXIsingleYwavelengthIanomalousIdata[I
NaturehMethodsXI2015XI`aXI`afYb_ 21.6 27

152 PredictingIXYrayIdiffuseIscatteringIfromItranslationYlibrationYscrewIstructuralIensembles[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2015XIf`XI`edfYef 9

151 putomatedIidentificationIofIelementalIionsIinImacromolecularIcrystalIstructures[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2014XIf_XI``_cY`c 27

150 StructuralIbiology[IrrystalIstructureIofItheIrRxSPRIRNpYguidedIsurveillanceIcomplexIfromI
tscherichiaIcoli[IScienceXI2014XIbcdXI`cfbYh 33.3 182

149
ronformationalIdynamicsIofIaIcrystallineIproteinIfromImicrosecondYscaleImolecularIdynamicsI
simulationsIandIdiffuseIXYrayIscattering[IProceedingshofhthehNationalhAcademyhofhScienceshofhtheh
UnitedhStateshofhAmericaXI2014XI```XI`fggfYha

11.5 38

148
rontinuousImutualIimprovementIofImacromolecularIstructureImodelsIinItheIPsqIandIofIXYrayI
crystallographicIsoftwareiItheIdualIroleIofIdepositedIexperimentalIdata[IActahCrystallographicah
SectionhD:hBiologicalhCrystallographyXI2014XIf_XIadbbYcb

21

147 MetricsIforIcomparisonIofIcrystallographicImaps[IActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXI2014XIf_XIadhbYe_e 22

(2014-2017)
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146 prchivingIrawIcrystallographicIdata[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI
2014XIf_XIad__Y` 11

145 `[ddIˆ�IresolutionIXYrayIcrystalIstructureIofIRvbh_acIfromIMycobacteriumItuberculosis[IActah
CrystallographicahSectionhFvhStructuralhBiologyhCommunicationsXI2014XIf_XIc`cYf 1.1 1

144 putomatingIcrystallographicIstructureIsolutionIandIrefinementIofIproteinYligandIcomplexes[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2014XIf_XI`ccYdc 33

143 ÅigandIplacementIbasedIonIpriorIstructuresiItheIguidedIligandYreplacementImethod[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2014XIf_XI`bcYcb 11

142 SubfamilyYspecificIadaptationsIinItheIstructuresIofItwoIpenicillinYbindingIproteinsIfromI
MycobacteriumItuberculosis[IPLoShONEXI2014XIhXIe``each 3.7 4

141 uindingInonYcrystallographicIsymmetryIinIdensityImapsIofImacromolecularIstructures[IJournalhofh
StructuralhandhFunctionalhGenomicsXI2013XI`cXIh`Yd 12

140 rrystalIstructureIofIpcrqIcomplexedIwithIlinezolidIatIb[dIˆ�Iresolution[IJournalhofhStructuralhandh
FunctionalhGenomicsXI2013XI`cXIf`Yd 32

139 xmprovedIlowYresolutionIcrystallographicIrefinementIwithIPhenixIandIRosetta[INaturehMethodsXI
2013XI`_XI``_aYc 21.6 137

138 xmprovedIcrystallographicIstructuresIusingIextensiveIcombinatorialIrefinement[IStructureXI2013XIa`XI`habYb_5.2 15

137 rrystalIstructureIofIqacillusIsubtilisIvabRXIanIautorepressorIandItranscriptionalIactivatorIofIgabT[I
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaXI2013XI``_XI`fga_Yd 11.5 56

136 pdvancesXIinteractionsXIandIfutureIdevelopmentsIinItheIrNSXIPhenixXIandIRosettaIstructuralIbiologyI
softwareIsystems[IAnnualhReviewhofhBiophysicsXI2013XIcaXIaedYgf 21.1 76

135 ModelImorphingIandIsequenceIassignmentIafterImolecularIreplacement[IActahCrystallographicah
SectionhD:hBiologicalhCrystallographyXI2013XIehXIaaccYd_ 24

134 SplitIgreenIfluorescentIproteinIasIaImodularIbindingIpartnerIforIproteinIcrystallization[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2013XIehXIad`bYab 24

133 xmprovingIexperimentalIphasesIforIstrongIreflectionsIpriorItoIdensityImodification[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2013XIehXIa_bhYch 6

132 pInewIproteinYproteinIinteractionIsensorIbasedIonItripartiteIsplitYvuPIassociation[IScientifichReports
XI2013XIbXIagdc 4.9 131

131 ModelYquildingIandIReductionIofIModelIqiasIinItlectronIsensityIMaps[INATOhSciencehforhPeacehandh
SecurityhSerieshA:hChemistryhandhBiologyXI2013XI`hbYa_b 0.1 1

130 vraphicalItoolsIforImacromolecularIcrystallographyIinIPwtNxX[IJournalhofhAppliedhCrystallographyXI
2012XIcdXIdg`Ydge 3.8 95

129
ppplicationIofIstNIrefinementIandIautomatedImodelIbuildingItoIaIdifficultIcaseIofI
molecularYreplacementIphasingiItheIstructureIofIaIputativeIsuccinylYdiaminopimelateIdesuccinylaseI
fromIrorynebacteriumIglutamicum[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI
2012XIegXIbh`Yc_b

24
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128 TowardsIautomatedIcrystallographicIstructureIrefinementIwithIphenix[refine[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2012XIegXIbdaYef 3236

127 xmprovedIcrystallographicImodelsIthroughIiteratedIlocalIdensityYguidedImodelIdeformationIandI
reciprocalYspaceIrefinement[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2012XIegXIge`Yf_ 33

126 putomaticIuortranItoIrVVIconversionIwithIupqÅt[ISourcehCodehforhBiologyhandhMedicineXI2012XIfXId 1.9 9

125 phenix[mr_rosettaiImolecularIreplacementIandImodelIrebuildingIwithIPhenixIandIRosetta[IJournalh
ofhStructuralhandhFunctionalhGenomicsXI2012XI`bXIg`Yh_ 109

124 tnhancementIofIcrystallizationIwithInucleotideIligandsIidentifiedIbyIdyeYligandIaffinityI
chromatography[IJournalhofhStructuralhandhFunctionalhGenomicsXI2012XI`bXIf`Yh 4

123 rhemicalIshiftIassignmentsIforIRv_dffXIaIputativeIglyoxylaseIassociatedIwithIvirulenceIfromI
MycobacteriumItuberculosis[IBiomolecularhNMRhAssignmentsXI2012XIeXIcbYe 0.7 4

122 xnauguralIstructureIfromItheIsUubbchIsuperfamilyIofIproteinsXIMycobacteriumItuberculosisI
Rv_dcbc[IArchiveshofhBiochemistryhandhBiophysicsXI2011XId_eXI`d_Ye 4.1 6

121 TheIPhenixIsoftwareIforIautomatedIdeterminationIofImacromolecularIstructures[IMethodsXI2011XI
ddXIhcY`_e 4.6 580

120 xmprovedImolecularIreplacementIbyIdensityYIandIenergyYguidedIproteinIstructureIoptimization[I
NatureXI2011XIcfbXIdc_Yb 50.4 196

119 TheITqIStructuralIvenomicsIronsortiumiIaIdecadeIofIprogress[ITuberculosisXI2011XIh`XI`ddYfa 2.6 33

118 TheIsuccessIofIstructuralIgenomics[IJournalhofhStructuralhandhFunctionalhGenomicsXI2011XI`aXIcbYc 18

117 txperimentalImappingIofIsolubleIproteinIdomainsIusingIaIhierarchicalIapproach[INucleichAcidsh
ResearchXI2011XIbhXIe`ad 20.1 26

116 pIhighYthroughputIimmobilizedIbeadIscreenIforIstableIproteinsIandImultiYproteinIcomplexes[I
ProteinhEngineeringvhDesignhandhSelectionXI2011XIacXIdedYfg 1.9 11

115 pnIextracellularIdisulfideIbondIformingIproteinISssbuTIfromIMycobacteriumItuberculosisiI
structuralXIbiochemicalXIandIgeneIexpressionIanalysis[IJournalhofhMolecularhBiologyXI2010XIbheXI`a``Yae 6.5 20

114
TheIoptimizationIofIinIvitroIhighYthroughputIchemicalIlysisIofItscherichiaIcoli[IppplicationItoIprPI
domainIofItheIpolyketideIsynthaseIppsrIfromIMycobacteriumItuberculosis[IJournalhofhStructuralh
andhFunctionalhGenomicsXI2010XI``XIc`Yh

19

113 SolutionIstructureIofIRvabffcYfoundingImemberIofItheIMbtwYlikeIproteinIfamily[ITuberculosisXI2010
XIh_XIacdYd` 2.6 27

112 PwtNxXiIaIcomprehensiveIPythonYbasedIsystemIforImacromolecularIstructureIsolution[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2010XIeeXIa`bYa` 16067

111 RapidIchainItracingIofIpolypeptideIbackbonesIinIelectronYdensityImaps[IActahCrystallographicah
SectionhD:hBiologicalhCrystallographyXI2010XIeeXIagdYhc 6

(2010-2012)
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110 RapidImodelIbuildingIofIbetaYsheetsIinIelectronYdensityImaps[IActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXI2010XIeeXIafeYgc 4

109 RapidImodelIbuildingIofIalphaYhelicesIinIelectronYdensityImaps[IActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXI2010XIeeXIaegYfd 20

108 StructureIofIRv`gcgISUrepTXItheIMycobacteriumItuberculosisIureaseIgammaIsubunit[IActah
CrystallographicahSectionhF:hStructuralhBiologyhCommunicationsXI2010XIeeXIfg`Ye 10

107 RecentIdevelopmentsIinIphasingIandIstructureIrefinementIforImacromolecularIcrystallography[I
CurrenthOpinionhinhStructuralhBiologyXI2009XI`hXIdeeYfa 8.1 21

106 putomatedXIhighYthroughputIplatformIforIproteinIsolubilityIscreeningIusingIaIsplitYvuPIsystem[I
JournalhofhStructuralhandhFunctionalhGenomicsXI2009XI`_XIcfYdd 27

105
pnalysisIofInucleosideYbindingIproteinsIbyIligandYspecificIelutionIfromIdyeIresiniIapplicationItoI
MycobacteriumItuberculosisIaldehydeIdehydrogenases[IJournalhofhStructuralhandhFunctionalh
GenomicsXI2009XI`_XIah`Yb_`

11

104 secisionYmakingIinIstructureIsolutionIusingIqayesianIestimatesIofImapIqualityiItheIPwtNxXIputoSolI
wizard[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2009XIedXIdgaYe_` 657

103 ÅessonsIfromIstructuralIgenomics[IAnnualhReviewhofhBiophysicsXI2009XIbgXIbf`Ygb 21.1 99

102 ProteinIproductionIandIpurification[INaturehMethodsXI2008XIdXI`bdYce 21.6 655

101 uromInoIexpressionItoIhighYlevelIsolubleIexpressionIinItscherichiaIcoliIbyIscreeningIaIlibraryIofItheI
targetIproteinsIwithIrandomizedINYtermini[IMethodshinhMolecularhBiologyXI2008XIcaeXI`gfYhd 1.4 3

100 xterativeImodelIbuildingXIstructureIrefinementIandIdensityImodificationIwithItheIPwtNxXIputoquildI
wizard[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2008XIecXIe`Yh 1042

99 xterativeYbuildIOMxTImapsiImapIimprovementIbyIiterativeImodelIbuildingIandIrefinementIwithoutI
modelIbias[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2008XIecXId`dYac 130

98 putomatedIstructureIsolutionIwithItheIPwtNxXIsuite[IMethodshinhMolecularhBiologyXI2008XIcaeXIc`hYbd 1.4 421

97 NewImolecularIreportersIforIrapidIproteinIfoldingIassays[IPLoShONEXI2008XIbXIeabgf 3.7 38

96 somainIorientationIinItheIinactiveIresponseIregulatorIMycobacteriumItuberculosisIMtrpIprovidesIaI
barrierItoIactivation[IBiochemistryXI2007XIceXIefbbYcb 3.2 64

95 ÅigandIidentificationIusingIelectronYdensityImapIcorrelations[IActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXI2007XIebXI`_`Yf 50

94 xnterpretationIofIensemblesIcreatedIbyImultipleIiterativeIrebuildingIofImacromolecularImodels[I
ActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2007XIebXIdhfYe`_ 56

93 RxztNIaidsIinternationalIstructuralIgenomicsIefforts[INatureXI2007XIccdXIa` 50.4 14
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92 uunctionalIlinkagesIcanIrevealIproteinIcomplexesIforIstructureIdetermination[IStructureXI2007XI`dXI`_fhYgh5.2 2

91 TheIstructureIandIcomputationalIanalysisIofIMycobacteriumItuberculosisIproteinIrittIsuggestIaI
novelIenzymaticIfunction[IJournalhofhMolecularhBiologyXI2007XIbedXIafdYgb 6.5 31

90 putomatedIstructureIdeterminationIwithIphenix[INATOhSciencehSerieshSerieshIIvhMathematicsvhPhysicsh
andhChemistryXI2007XI`_`Y`_h 2

89
pnIautomatedIhighYthroughputIscreeningImethodIforItheIidentificationIofIhighYyieldXIsolubleI
proteinIvariantsIusingIcellYfreeIexpressionIandIsystematicItruncation[IJournalhofhStructuralhandh
FunctionalhGenomicsXI2006XIfXI`bhYcf

5

88 pIToolboxIofIvuPITechnologies[IImaginghphMicroscopyXI2006XIgXIe_Ye`

87 SolutionIstructureIofItheIconservedIhypotheticalIproteinIRvab_aIfromIMycobacteriumItuberculosis[I
JournalhofhBacteriologyXI2006XI`ggXIdhhbYe__` 3.5 7

86 uunctionalIandIstructuralIcharacterizationIofIaIthiolIperoxidaseIfromIMycobacteriumItuberculosis[I
JournalhofhMolecularhBiologyXI2006XIbe`XIgd_Yeb 6.5 39

85 putomatedIligandIfittingIbyIcoreYfragmentIfittingIandIextensionIintoIdensity[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2006XIeaXIh`dYaa 75

84 StructureIofIMycobacteriumItuberculosisIRuvpXIaIproteinIinvolvedIinIrecombination[IActah
CrystallographicahSectionhF:hStructuralhBiologyhCommunicationsXI2006XIeaXIfb`Yc 11

83 tngineeringIandIcharacterizationIofIaIsuperfolderIgreenIfluorescentIprotein[INaturehBiotechnologyXI
2006XIacXIfhYgg 44.5 1486

82 xsIoneIsolutionIgoodIenoughn[INaturehStructuralhandhMolecularhBiologyXI2006XI`bXI`gcYdjIdiscussionI`gd 17.6 97

81 rrystalIstructureIofIaIputativeIpyridoxineIdRYphosphateIoxidaseISRvae_fTIfromIMycobacteriumI
tuberculosis[IProteins:hStructurevhFunctionhandhBioinformaticsXI2006XIeaXIdebYh 4.2 18

80 StructuralIandIfunctionalIfeaturesIofIanINsPIkinaseIfromItheIhyperthermophileIcrenarchaeonI
PyrobaculumIaerophilum[IProteinhScienceXI2005XI`cXIadeaYfb 6.3 10

79 ProteinItaggingIandIdetectionIwithIengineeredIselfYassemblingIfragmentsIofIgreenIfluorescentI
protein[INaturehBiotechnologyXI2005XIabXI`_aYf 44.5 599

78
RecentIadvancesIinIvuPIfoldingIreporterIandIsplitYvuPIsolubilityIreporterItechnologies[IppplicationI
toIimprovingItheIfoldingIandIsolubilityIofIrecalcitrantIproteinsIfromIMycobacteriumItuberculosis[I
JournalhofhStructuralhandhFunctionalhGenomicsXI2005XIeXI``bYh

62

77 StructureIofIpyrRISRv`bfhTIfromIMycobacteriumItuberculosisiIaIpersistenceIgeneIandIproteinIdrugI
target[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2005XIe`XIbddYec 15

76 StructuresIandItechnologyIforIbiologists[INaturehStructuralhandhMolecularhBiologyXI2004XI``XIaheYf 17.6 14

75 RecentIdevelopmentsIinItheIPwtNxXIsoftwareIforIautomatedIcrystallographicIstructureI
determination[IJournalhofhSynchrotronhRadiationXI2004XI``XIdbYd 2.4 273

(2004-2007)
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74 MycobacteriumItuberculosisIRmlrIepimeraseISRvbcedTiIaIpromisingIdrugYtargetIstructureIinItheI
rhamnoseIpathway[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2004XIe_XIghdYh_a 29

73 UsingIprimeYandYswitchIphasingItoIreduceImodelIbiasIinImolecularIreplacement[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2004XIe_XIa`ccYh 59

72 SOÅVtIandIRtSOÅVtiIautomatedIstructureIsolutionXIdensityImodificationIandImodelIbuilding[I
JournalhofhSynchrotronhRadiationXI2004XI``XIchYda 2.4 348

71 SOÅVtIandIRtSOÅVtiIautomatedIstructureIsolutionIandIdensityImodification[IMethodshinh
EnzymologyXI2003XIbfcXIaaYbf 1.7 416

70 putomaticIsolutionIofIheavyYatomIsubstructures[IMethodshinhEnzymologyXI2003XIbfcXIbfYgb 1.7 31

69 TheIcrystalIstructureIofItheIfirstIenzymeIinItheIpantothenateIbiosyntheticIpathwayXIketopantoateI
hydroxymethyltransferaseXIfromIMItuberculosis[IStructureXI2003XI``XIfdbYec 5.2 32

68 qindingIandIreversibleIdenaturationIofIdoubleYstrandedIsNpIbyIufIgeneIdIprotein[IBiopolymersXI
2003XIf_XIebfYcg 2.2 7

67 putomatedImainYchainImodelIbuildingIbyItemplateImatchingIandIiterativeIfragmentIextension[I
ActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2003XIdhXIbgYcc 501

66 putomatedIsideYchainImodelIbuildingIandIsequenceIassignmentIbyItemplateImatching[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2003XIdhXIcdYh 88

65
xmprovingImacromolecularIatomicImodelsIatImoderateIresolutionIbyIautomatedIiterativeImodelI
buildingXIstatisticalIdensityImodificationIandIrefinement[IActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXI2003XIdhXI``fcYga

63

64 StatisticalIdensityImodificationIusingIlocalIpatternImatching[IActahCrystallographicahSectionhD:h
BiologicalhCrystallographyXI2003XIdhXI`eggYf_` 23

63 xndependentItyrosylIcontributionsItoItheIrsIofIufIgeneIdIproteinIandItheIdistinctiveIeffectsIofI
Yc`wIandIYc`uImutantsIonIproteinYproteinIcooperativeIinteractions[IProteinhScienceXI2002XI``XIe_`Y`b 6.3 5

62 StructuralIvenomicsiIuoundationIforItheIuutureIofIqiologyn[IScientifichWorldhJournalvhTheXI2002XIaXIdYe 2.2 0

61 StatisticalIdensityImodificationIwithInonYcrystallographicIsymmetry[IActahCrystallographicahSectionh
D:hBiologicalhCrystallographyXI2002XIdgXIa_gaYe 38

60 RapidIautomaticINrSIidentificationIusingIheavyYatomIsubstructures[IActahCrystallographicahSectionh
D:hBiologicalhCrystallographyXI2002XIdgXIaa`bYd 20

59 putomatedIstructureIsolutionXIdensityImodificationIandImodelIbuilding[IActahCrystallographicah
SectionhD:hBiologicalhCrystallographyXI2002XIdgXI`hbfYc_ 243

58 PwtNxXiIbuildingInewIsoftwareIforIautomatedIcrystallographicIstructureIdetermination[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2002XIdgXI`hcgYdc 3477

57 tngineeringIsolubleIproteinsIforIstructuralIgenomics[INaturehBiotechnologyXI2002XIa_XIhafYba 44.5 152
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56 TheITqIstructuralIgenomicsIconsortiumiIprovidingIaIstructuralIfoundationIforIdrugIdiscovery[I
CurrenthDrughTargetshInfectioushDisordersXI2002XIaXI`a`Yc` 60

55 MaximumYlikelihoodIdensityImodificationIusingIpatternIrecognitionIofIstructuralImotifs[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI2001XIdfXI`fddYea 129

54 MapYlikelihoodIphasing[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI2001XIdfXI`febYfd 68

53 SolutionIstructureIofIPyrobaculumIaerophilumIssrrXIanIarchaealIhomologueIofItheIgammaIsubunitI
ofIdissimilatoryIsulfiteIreductase[IFEBShJournalXI2001XIaegXIdgcaYd_ 32

52 ufIgeneIdIproteinIhasIaIhighIbindingIaffinityIforIsingleYstrandedIphosphorothioateIsNp[I
BiochemistryXI2001XIc_XIaaefYfd 3.2 12

51 MaximumYlikelihoodIdensityImodificationIforIxYrayIcrystallographyI2000XIc`abXIacb

50 MaximumYlikelihoodIdensityImodification[IActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXI2000XIdeXIhedYfa 1471

49 StructuralIgenomicsIinINorthIpmerica[INaturehStructuralhBiologyXI2000XIfISupplXIhbdYh 77

48 xnIvivoIscreeningIofIhaloalkaneIdehalogenaseImutants[IBioorganichandhMedicinalhChemistryXI1999XIfXIa`fdYg`3.4 3

47
siscriminationIofIsolventIfromIproteinIregionsIinInativeIuouriersIasIaImeansIofIevaluatingI
heavyYatomIsolutionsIinItheIMxRIandIMpsImethods[IActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXI1999XIddXId_`Yd

44

46 putomatedIMpsIandIMxRIstructureIsolution[IActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXI1999XIddXIgchYe` 2761

45 SigmaaRXIaIreciprocalYspaceImeasureIofItheIqualityIofImacromolecularIelectronYdensityImaps[IActah
CrystallographicahSectionhD:hBiologicalhCrystallographyXI1999XIddXI``fcYg 5

44 ReciprocalYspaceIsolventIflattening[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI
1999XIddXI`gebYf` 152

43 tvaluationIofImacromolecularIelectronYdensityImapIqualityIusingItheIcorrelationIofIlocalIr[m[s[I
density[IActahCrystallographicahSectionhD:hBiologicalhCrystallographyXI1999XIddXI`gfaYf 52

42 RapidIproteinYfoldingIassayIusingIgreenIfluorescentIprotein[INaturehBiotechnologyXI1999XI`fXIeh`Yd 44.5 726

41 txploringIstructureIspace[IpIproteinIstructureIinitiative[IGeneticaXI1999XI`_eXI`c`Yf 1.5 6

40 waloalkaneIdehalogenasesiIstructureIofIaIRhodococcusIenzyme[IBiochemistryXI1999XIbgXI`e`_dY`c 3.2 137

39 StructureIofItranslationIinitiationIfactorIdpIfromIPyrobaculumIaerophilumIatI`[fdIpIresolution[I
StructureXI1998XIeXI`a_fY`c 5.2 98

(1998-2002)
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38 ScissionIofIsNpIatIaIpreselectedIsequenceIusingIaIsingleYstrandYspecificIchemicalInuclease[I
ChemistryhandhBiologyXI1998XIdXIagbYha 20

37 rlassYdirectedIstructureIdeterminationiIfoundationIforIaIproteinIstructureIinitiative[IProteinhScience
XI1998XIfXI`gd`Ye 6.3 81

36
rircularIdichroismIandIelectronImicroscopyIofIaIcoreIYe`uImutantIofItheIu`IgeneIdIsingleYstrandedI
sNpYbindingIproteinIandItheoreticalIanalysisIofIrsIspectraIofIfourITyrIYYmIPheIsubstitutions[I
BiochemistryXI1998XIbfXIfcebYff

3.2 26

35 pInondenaturingIpurificationIschemeIforItheIsNpYbindingIdomainIofIpolySpsPYriboseTIpolymeraseXI
aIstructureYspecificIsNpYbindingIprotein[IProteinhExpressionhandhPurificationXI1998XI`cXIfhYge 2 4

34 sirectIMethodsXIandItheIuseIofISynchrotronIRadiationIforIMacromolecularIrrystallographyI1998XIccdYcd_

33
[b_]IMultiwavelengthIanomalousIdiffractionIphasingIofImacromolecularIstructuresiIpnalysisIofI
MpsIdataIasIsingleIisomorphousIreplacementIwithIanomalousIscatteringIdataIusingItheIMpsMRvI
program[IMethodshinhEnzymologyXI1997XIafeXIdb_Ydbf

1.7 37

32 pnalysesIofItheIstabilityIandIfunctionIofIthreeIsurfaceImutantsISRgarXIzehwXIandIÅbaRTIofItheIgeneI
VIproteinIfromIufIphageIbyIXYrayIcrystallography[IProteinhScienceXI1997XIeXIff`Yg_ 6.3 11

31 RamanIspectroscopyIofItheIufIgeneIVIproteinIandIcomplexesIwithIpolySdpTiInonspecificIsNpI
recognitionIandIbinding[IBiochemistryXI1996XIbdXIhe_bYh 3.2 19

30 veneIVIproteinIdimerizationIandIcooperativityIofIbindingIofIpolySdpT[IBiochemistryXI1996XIbdXI`eedaYec 3.2 19

29 rontextIdependenceIofImutationalIeffectsIinIaIproteiniItheIcrystalIstructuresIofItheIVbdxXIxcfVIandI
Vbdx]xcfVIgeneIVIproteinIcoreImutants[IJournalhofhMolecularhBiologyXI1996XIadhXI`cgYdh 6.5 20

28
tlectrosprayIionizationIwithIhighIperformanceIfourierItransformIionIcyclotronIresonanceImassI
spectrometryIforItheIstudyIofInoncovalentIbiomolecularIcomplexes[ITechniqueshinhProteinh
ChemistryXI1996XI`bYaa

6

27 RelationshipIbetweenIinIvivoIactivityIandIinIvitroImeasuresIofIfunctionIandIstabilityIofIaIprotein[I
BiochemistryXI1995XIbcXI``hf_Yg 3.2 19

26 rircularIdichroismIspectroscopyIofIthreeItyrosineYtoYphenylalanineIsubstitutionsIofIfdIgeneIdI
protein[IBiochemistryXI1995XIbcXI`agdcYed 3.2 14

25 tngineeringItheIstabilityIandIfunctionIofIgeneIVIprotein[IAdvanceshinhProteinhChemistryXI1995XIceXI`ffYa`d 14

24 MpsIphasingiIqayesianIestimatesIofIuSpT[IActahCrystallographicahSectionhD:hBiologicalh
CrystallographyXI1994XId_XI``Ye 22

23 xnIvivoIcharacterizationIofImutantsIofItheIbacteriophageIf`IgeneIVIproteinIisolatedIbyIsaturationI
mutagenesis[IJournalhofhMolecularhBiologyXI1994XIabeXIddeYf` 6.5 45

22 rrystalIStructuresIofIYc`wIandIYc`uIMutantsIofIveneIVIProteinIfromIufIPhageISuggestIPossibleI
ProteinYProteinIxnteractionsIinItheIvVPYsssNpIromplex[IBiochemistryXI1994XIbbXIffegYfffg 3.2 26

21 RepackingIproteinIinteriors[ITrendshinhBiotechnologyXI1991XIhXIdhYeb 15.1 18

Thomas C Terwilliger
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20 ppproachesItoIpredictingIeffectsIofIsingleIaminoIacidIsubstitutionsIonItheIfunctionIofIaIprotein[I
BiochemistryXI1991XIb_XIeab_Yc_ 3.2 14

19 ReversibleIdenaturationIofItheIgeneIVIproteinIofIbacteriophageIf`[IBiochemistryXI1991XIb_XIaffaYga 3.2 45

18 xsolationIandIinIvitroIcharacterizationIofItemperatureYsensitiveImutantsIofItheIbacteriophageIf`I
geneIVIprotein[IJournalhofhMolecularhBiologyXI1991XIa`hXIadfYfd 6.5 16

17 ronstructionIofIaIsyntheticIvariantIofItheIbacteriophageIf`IgeneIVIbyIassemblingI
oligodeoxynucleotidesIcorrespondingItoIonlyIoneIstrandIofIsNp[IGeneXI1988XIf`XIc`Yf 3.8 12

16 SimpleIandIhighlyIefficientIsiteYspecificImutagenesisXIbyIligationIofIanIoligodeoxyribonucleotideI
intoIgappedIheteroduplexIsNpIinIwhichItheItemplateIstrandIcontainsIdeoxyuridine[IGeneXI1988XIehXIb`fYac3.8 11

15 xsomorphousIreplacementiIeffectsIofIerrorsIonItheIphaseIprobabilityIdistribution[IActah
CrystallographicahSectionhA:hFoundationshandhAdvancesXI1987XIcbXIeY`b 19

14 veneralizedImethodIofIdeterminingIheavyYatomIpositionsIusingItheIdifferenceIPattersonIfunction[I
ActahCrystallographicahSectionhA:hFoundationshandhAdvancesXI1987XIcbXI`Yd 103

13
UnbiasedIthreeYdimensionalIrefinementIofIheavyYatomIparametersIbyIcorrelationIofI
originYremovedIPattersonIfunctions[IActahCrystallographicahSectionhA:hFoundationshandhAdvancesXI
1983XIbhXIg`bYg`f

134

12 RapidIdeterminationIofI[guanidinoY`dN]arginineIinIplasmaIwithIgasIchromatographyYYmassI
spectrometryiIapplicationItoIhumanImetabolicIstudies[IAnalyticalhBiochemistryXI1983XI`b`XIfdYga 3.1 20

11 wydrophobicImomentsIandIproteinIstructure[IFaradayhSymposiahofhthehChemicalhSocietyXI1982XI`fXI`_h 363

10 TheIhelicalIhydrophobicImomentiIaImeasureIofItheIamphiphilicityIofIaIhelix[INatureXI1982XIahhXIbf`Yc 50.4 895

9 vasIchromatographyYmassIspectrometryIdeterminationIofI[`dN]ammoniaIenrichmentIinIbloodIandI
urine[IAnalyticalhBiochemistryXI1981XI``cXI`adYb_ 3.1 28

8 StructuralIstudiesIofIbeeImelittin[IBiophysicalhJournalXI1980XIbaXIadaYc 2.9 21

7 xmprovingIplphauoldImodelingIusingIimplicitIinformationIfromIexperimentalIdensityImaps 2

6 sensityImodificationIofIcryoYtMImaps 2

5 putomatedImapIsharpeningIbyImaximizationIofIdetailIandIconnectivity 6

4 RealYspaceIrefinementIinIPhenixIforIcryoYtMIandIcrystallography 8

3 pIfullyIautomaticImethodIyieldingIinitialImodelsIfromIhighYresolutionIelectronIcryoYmicroscopyImaps 4

(-1991)

11



2 NewItoolsIforItheIanalysisIandIvalidationIofIrryoYtMImapsIandIatomicImodels 4

1 xmprovementIofIcryoYtMImapsIbyIdensityImodification 16

Thomas C Terwilliger
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