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232 tynamicsIofItheIinfantIgutImicrobiotaIinItheIfirstIahImonthsIofIlifejItheIimpactIofImaternalIxyVI
infectionIandIbreastfeedingWWIMicrobiomeUI2022UIa_UIfa 16.6 0

231 wutImicrobiomeIandImetabolomeIinIaInonVhumanIprimateImodelIofIchronicIexcessiveIalcoholI
drinkingWITranslationaldPsychiatryUI2021UIaaUIf_i 8.6 2

230 βasalIαicrobiotaIandIynfectiousIsomplicationsIqfterIulectiveISurgicalIProceduresWIJAMAdNetworkd
OpenUI2021UIdUIebahchf 10.4 3

229 shangesIinItheIwutIαicrobiotaIvollowingIrariatricISurgeryIqreIqssociatedIwithIyncreasedIqlcoholI
yntakeIinIaIvemaleIRatIαodelWIAlcoholdanddAlcoholismUI2021UIefUIf_eVfac 3.5 2

228 somparativeIqnalysisIofIwenomeIofIuhrlichiaIspWIxvUIaIαodelIracteriumItoIStudyIvatalIxumanI
uhrlichiosisWIBMCdGenomicsUI2021UIbbUIaa 4.5 1

227 vqtUjIaIQuantificationIToolIforIProkaryoticITranscriptomicIqnalysesWIMSystemsUI2021UIfUI 7.6 2

226 subspWIrrVabIProtectsIagainstIqntibioticVynducedIvunctionalIandIsompositionalIshangesIinIxumanI
vecalIαicrobiomeWINutrientsUI2021UIacUI 6.7 6

225 αolecularImechanismsIofIprobioticIpreventionIofIantibioticVassociatedIdiarrheaWICurrentdOpiniondind
BiotechnologyUI2020UIfaUIbbfVbcd 11.4 38

224 StrainsIusedIinIwholeIorganismIPlasmodiumIfalciparumIvaccineItrialsIdifferIinIgenomeIstructureUI
sequenceUIandIimmunogenicIpotentialWIGenomedMedicineUI2020UIabUIf 14.4 27

223
WhatIinfluencesIpractitionersPIreadinessItoIdeliverIpsychologicalIinterventionsIbyItelephoneoIqI
qualitativeIstudyIofIbehaviourIchangeIusingItheITheoreticalItomainsIvrameworkWIBMCdPsychiatryUI
2020UIb_UIcga

4.2 4

222
TelephoneIcognitiveIbehaviouralItherapyItoIpreventItheIdevelopmentIofIchronicIwidespreadIpainjI
aIqualitativeIstudyIofIpatientIperspectivesIandItreatmentIacceptabilityWIBMCdMusculoskeletald
DisordersUI2019UIb_UIaih

2.8 6

221 qItistinctIwutIαicrobiotaIuxistsIWithinIsrohnPsItiseaseVRelatedIPerianalIvistulaeWIJournaldofd
SurgicaldResearchUI2019UIbdbUIaahVabh 2.5 4

220 yntratumorIgeneticIheterogeneityIinIsquamousIcellIcarcinomaIofItheIoralIcavityWIHeaddanddNeckUI
2019UIdaUIbeadVbebd 4.2 10

219
αetaproteomicsIrevealsIpersistentIandIphylumVredundantImetabolicIfunctionalIstabilityIinIadultI
humanIgutImicrobiomesIofIsrohnPsIremissionIpatientsIdespiteItemporalIvariationsIinImicrobialI
taxaUIgenomesUIandIproteomesWIMicrobiomeUI2019UIgUIah

16.6 37

218 ustablishingIWhatIsonstitutesIaIxealthyIxumanIwutIαicrobiomejIStateIofItheIScienceUIRegulatoryI
sonsiderationsUIandIvutureItirectionsWIJournaldofdNutritionUI2019UIadiUIahhbVahie 4.1 91

217
qIcaseIofImisalignmentjItheIperspectivesIofIlocalIandInationalIdecisionVmakersIonItheI
implementationIofIpsychologicalItreatmentIbyItelephoneIinItheIymprovingIqccessItoIPsychologicalI
TherapiesIServiceWIBMCdHealthdServicesdResearchUI2019UIaiUIiig

2.9 4

216 whrelinIreceptorIdeletionIreducesIbingeVlikeIalcoholIdrinkingIinIratsWIJournaldofdNeuroendocrinologyUI
2019UIcaUIeabffc 3.8 20
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215 ymplementingIanIinterventionIdesignedItoIenhanceIserviceIuserIinvolvementIinImentalIhealthIcareI
planningjIaIqualitativeIprocessIevaluationWISocialdPsychiatrydanddPsychiatricdEpidemiologyUI2019UIedUIbbaVbcc4.5 9

214 unterotypesIinItheIlandscapeIofIgutImicrobialIcommunityIcompositionWINaturedMicrobiologyUI2018UI
cUIhVaf 26.6 387

213 PrimordialIoriginIandIdiversificationIofIplasmidsIinI’ymeIdiseaseIagentIbacteriaWIBMCdGenomicsUI
2018UIaiUIbah 4.5 24

212 sompositionalIandIvunctionalItifferencesIinItheIxumanIwutIαicrobiomeIsorrelateIwithIslinicalI
OutcomeIfollowingIynfectionIwithIWildVTypeISalmonellaIentericaISerovarITyphiWIMBioUI2018UIiUI 7.8 16

211 TemporalIVariabilityIofItiversityIinItheIwastrointestinalITractsIofITanzanianIshildrenIwithIandI
withoutIuxposureItoIqntibioticsWIMSphereUI2018UIcUI 5 12

210 umbeddingIsharedIdecisionVmakingIinItheIcareIofIpatientsIwithIsevereIandIenduringImentalIhealthI
problemsjITheIuQUyPIpragmaticIclusterIrandomisedItrialWIPLoSdONEUI2018UIacUIe_b_aecc 3.7 26

209 TargetedIenrichmentIoutperformsIotherIenrichmentItechniquesIandIenablesImoreImultiVspeciesI
RβqVSeqIanalysesWIScientificdReportsUI2018UIhUIaccgg 4.9 9

208 qnalysisIofIcompleteIgenomeIsequenceIandImajorIsurfaceIantigensIofIβeorickettsiaIhelminthoecaUI
causativeIagentIofIsalmonIpoisoningIdiseaseWIMicrobialdBiotechnologyUI2017UIa_UIiccVieg 6.3 8

207 PlasmidIdiversityIandIphylogeneticIconsistencyIinItheI’ymeIdiseaseIagentIrorreliaIburgdorferiWI
BMCdGenomicsUI2017UIahUIafe 4.5 37

206 SystemicIandITerminalIyleumIαucosalIymmunityIulicitedIbyIOralIymmunizationIWithItheITybaaI
TyphoidIVaccineIinIxumansWICellulardanddMoleculardGastroenterologydanddHepatologyUI2017UIdUIdaiVdcg 7.9 8

205 βewIvarIreconstructionIalgorithmIexposesIhighIvarIsequenceIdiversityIinIaIsingleIgeographicI
locationIinIαaliWIGenomedMedicineUI2017UIiUIc_ 14.4 10

204 qlignerIoptimizationIincreasesIaccuracyIandIdecreasesIcomputeItimesIinImultiVspeciesIsequenceI
dataWIMicrobialdGenomicsUI2017UIcUIe___abb 4.4 8

203 αolecularIsharacterizationIofIqutonomicIandIβeuropeptideIReceptorsI2017UIbbeVbe_

202 ufficientIunrichmentIofIracterialImRβqIfromIxostVracteriaITotalIRβqISamplesWIScientificdReportsUI
2016UIfUIcdhe_ 4.9 22

201 qnIintegratedIgenomicIandItranscriptomicIsurveyIofImucormycosisVcausingIfungiWINatured
CommunicationsUI2016UIgUIabbah 17.4 69

200
qnnotatedIdraftIgenomeIsequencesIofIthreeIspeciesIofIsryptosporidiumjIsryptosporidiumI
meleagridisIisolateIU‘αu’aUIsWIbaileyiIisolateITqαUV_iQaIandIsWIhominisIisolatesITUe_b_b_abIandI
U‘xaWIPathogensdanddDiseaseUI2016UIgdUI

4.2 28

199 wenomeVwideIdiversityIandIgeneIexpressionIprofilingIofIrabesiaImicrotiIisolatesIidentifyI
polymorphicIgenesIthatImediateIhostVpathogenIinteractionsWIScientificdReportsUI2016UIfUIcebhd 4.9 47

198 TheIimpactIofIadvertisingIpatientIandIpublicIinvolvementIonItrialIrecruitmentjIembeddedIclusterI
randomisedIrecruitmentItrialWITrialsUI2016UIagUIehf 2.8 4
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197 TheIrevisitedIgenomeIofIPseudomonasIputidaI‘Tbdd_IenlightensIitsIvalueIasIaIrobustImetabolicI
chassisWIEnvironmentaldMicrobiologyUI2016UIahUIcd_cVcdbd 5.2 194

196 wenomicIinsightsIintoItheIyxodesIscapularisItickIvectorIofI’ymeIdiseaseWINaturedCommunicationsUI
2016UIgUIa_e_g 17.4 303

195 uvaluatingIandIQuantifyingIUserIandIsarerIynvolvementIinIαentalIxealthIsareIPlanningIQuQUyPRjI
soVtevelopmentIofIaIβewIPatientVReportedIOutcomeIαeasureWIPLoSdONEUI2016UIaaUIe_adiigc 3.7 16

194 tefiningItheIphylogenomicsIofIShigellaIspeciesjIaIpathwayItoIdiagnosticsWIJournaldofdClinicald
MicrobiologyUI2015UIecUIieaVf_ 9.7 57

193 PotentialIynfluenceIofIStaphylococcusIaureusIslonalIsomplexIc_IwenotypeIandITranscriptomeIonI
xematogenousIynfectionsWIOpendForumdInfectiousdDiseasesUI2015UIbUIofv_ic 1 22

192 uxaminationIofItheIunterotoxigenicIuscherichiaIcoliIPopulationIStructureIduringIxumanIynfectionWI
MBioUI2015UIfUIe__e_a 7.8 31

191 vunctionalIdynamicsIofItheIgutImicrobiomeIinIelderlyIpeopleIduringIprobioticIconsumptionWIMBioUI
2015UIfUI 7.8 102

190 βewIsignalingIpathwaysIgovernItheIhostIresponseItoIsWIalbicansIinfectionIinIvariousInichesWIGenomed
ResearchUI2015UIbeUIfgiVhi 9.7 57

189 PhylogenomicIidentificationIofIregulatoryIsequencesIinIbacteriajIanIanalysisIofIstatisticalIpowerI
andIanIapplicationItoIrorreliaIburgdorferiIsensuIlatoWIMBioUI2015UIfUI 7.8 2

188 sarersPIexperiencesIofIinvolvementIinIcareIplanningjIaIqualitativeIexplorationIofItheIfacilitatorsIandI
barriersItoIengagementIwithImentalIhealthIservicesWIBMCdPsychiatryUI2015UIaeUIb_h 4.2 52

187
qIclusterIrandomisedIcontrolledItrialIandIprocessIevaluationIofIaItrainingIprogrammeIforImentalI
healthIprofessionalsItoIenhanceIuserIinvolvementIinIcareIplanningIinIserviceIusersIwithIsevereI
mentalIhealthIissuesIQuQUyPRjIstudyIprotocolIforIaIrandomisedIcontrolledItrialWITrialsUI2015UIafUIcdh

2.8 20

186 ReVinventingIcareIplanningIinImentalIhealthjIstakeholderIaccountsIofItheIimaginedIimplementationI
ofIaIuserXcarerIinvolvedIinterventionWIBMCdHealthdServicesdResearchUI2015UIaeUIdi_ 2.9 18

185 wutImicrobiotaIinImultipleIsclerosisjIpossibleIinfluenceIofIimmunomodulatorsWIJournaldofd
InvestigativedMedicineUI2015UIfcUIgbiVcd 2.9 223

184 ProfessionalIperspectivesIonIserviceIuserIandIcarerIinvolvementIinImentalIhealthIcareIplanningjIaI
qualitativeIstudyWIInternationaldJournaldofdNursingdStudiesUI2015UIebUIahcdVde 5.8 72

183
TranscriptionalIattenuationIcontrolsImacrolideIinducibleIeffluxIandIresistanceIinIStreptococcusI
pneumoniaeIandIinIotherIwramVpositiveIbacteriaIcontainingImefXmelQmsrQtRRIelementsWIPLoSdONEUI
2015UIa_UIe_aafbed

3.7 24

182 TheIOralIracterialIsommunitiesIofIshildrenIwithIWellVsontrolledIxyVIynfectionIandIwithoutIxyVI
ynfectionWIPLoSdONEUI2015UIa_UIe_acafae 3.7 27

181 weneticIvariationIinIvitroIandIinIvivoIofIanIattenuatedI’assaIvaccineIcandidateWIJournaldofdVirologyUI
2014UIhhUIc_ehVff 6.6 10

180 rorreliarasejIaIphylogenyVcenteredIbrowserIofIrorreliaIgenomesWIBMCdBioinformaticsUI2014UIaeUIbcc 3.6 29
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179 PysIitIworthIitoPIqIqualitativeIstudyIofItheIbeliefsIofIoverweightIandIobeseIphysicallyIactiveIchildrenWI
JournaldofdPhysicaldActivitydanddHealthUI2014UIaaUIabaiVbd 2.5 6

178 qerosolIαycobacteriumItuberculosisIinfectionIcausesIrapidIlossIofIdiversityIinIgutImicrobiotaWIPLoSd
ONEUI2014UIiUIeig_dh 3.7 85

177 StandardizedImetadataIforIhumanIpathogenXvectorIgenomicIsequencesWIPLoSdONEUI2014UIiUIeiiigi 3.7 25

176 xospiceIsupportIandItheItransitionItoIadultIservicesIandIadulthoodIforIyoungIpeopleIwithI
lifeVlimitingIconditionsIandItheirIfamiliesjIaIqualitativeIstudyWIPalliativedMedicineUI2014UIbhUIcdbVeb 5.5 23

175 SingleImoleculeIsequencingIandIgenomeIassemblyIofIaIclinicalIspecimenIofI’oaIloaUItheIcausativeI
agentIofIloiasisWIBMCdGenomicsUI2014UIaeUIghh 4.5 21

174 wenomicIencyclopediaIofIbacteriaIandIarchaeajIsequencingIaImyriadIofItypeIstrainsWIPLoSdBiologyUI
2014UIabUIea__aib_ 9.7 146

173 wenomicIepidemiologyIofItheIxaitianIcholeraIoutbreakjIaIsingleIintroductionIfollowedIbyIrapidUI
extensiveUIandIcontinuedIspreadIcharacterizedItheIonsetIofItheIepidemicWIMBioUI2014UIeUIe_agba 7.8 57

172 xighVlevelIrelatednessIamongIαycobacteriumIabscessusIsubspWImassilienseIstrainsIfromIwidelyI
separatedIoutbreaksWIEmergingdInfectiousdDiseasesUI2014UIb_UIcfdVga 10.2 92

171 sultureVindependentIevaluationIofItheIappendixIandIrectumImicrobiomesIinIchildrenIwithIandI
withoutIappendicitisWIPLoSdONEUI2014UIiUIeiedad 3.7 60

170 βoIevidenceIofIharmsIofIprobioticI’actobacillusIrhamnosusIwwIqTssIeca_cIinIhealthyIelderlyVaI
phaseIyIopenIlabelIstudyItoIassessIsafetyUItolerabilityIandIcytokineIresponsesWIPLoSdONEUI2014UIiUIeaacdef3.7 32

169 TheImicrobiomeIexploredjIrecentIinsightsIandIfutureIchallengesWINaturedReviewsdMicrobiologyUI2013
UIaaUIbacVg 22.2 127

168 wenomeIsequencesIofIfeIxelicobacterIpyloriIstrainsIisolatedIfromIasymptomaticIindividualsIandI
patientsIwithIgastricIcancerUIpepticIulcerIdiseaseUIorIgastritisWIPathogensdanddDiseaseUI2013UIfhUIciVdc 4.2 13

167 RefiningItheIpathovarIparadigmIviaIphylogenomicsIofItheIattachingIandIeffacingIuscherichiaIcoliWI
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2013UIaa_UIabha_Ve 11.5 84

166 ynterVIandIintraVspecificIpanVgenomesIofIrorreliaIburgdorferiIsensuIlatojIgenomeIstabilityIandI
adaptiveIradiationWIBMCdGenomicsUI2013UIadUIfic 4.5 52

165 SimultaneousItranscriptionalIprofilingIofIbacteriaIandItheirIhostIcellsWIPLoSdONEUI2013UIhUIeh_eig 3.7 85

164 ympactIofIoralItyphoidIvaccinationIonItheIhumanIgutImicrobiotaIandIcorrelationsIwithIsWI
TyphiVspecificIimmunologicalIresponsesWIPLoSdONEUI2013UIhUIefb_bf 3.7 62

163 tifferentialIresponseIofItheIcynomolgusImacaqueIgutImicrobiotaItoIShigellaIinfectionWIPLoSdONEUI
2013UIhUIefdbab 3.7 43

162 yncreasedIwutIαicrobiomeItiversityIvollowingIaIxighIviberIαediterraneanIStyleItietWIFASEBdJournal
UI2013UIbgUIa_efWc 0.9 3

(2013-2014)
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161
StepsIinItheIRightItirectionUIqgainstItheIOddsUIqnIuvaluationIofIaIsommunityVrasedIProgrammeI
qimingItoIReduceIynactivityIandIymproveIxealthIandIαoraleIinIOverweightIandIObeseISchoolVqgeI
shildrenWIChildrendanddSocietyUI2012UIbfUIabdVacg

1.4 3

160 â��yPmIjustIaImotherWIyPmInothingIspecialUItheyPreIallIprofessionalsâ��jIparentalIadvocacyIasIanIaidItoI
parentalIengagementWIChilddanddFamilydSocialdWorkUI2012UIagUIbddVbec 1.3 16

159 tefiningIaIhealthyIhumanIgutImicrobiomejIcurrentIconceptsUIfutureIdirectionsUIandIclinicalI
applicationsWICelldHostdanddMicrobeUI2012UIabUIfaaVbb 23.4 448

158 WorkingIwithIvathersIaroundItomesticIViolencejIsontemporaryItebatesWIChilddAbusedReviewUI2012UI
baUIbeeVbfc 1.2 25

157 qnalysisIofItheIgutImicrobiotaIinItheIoldIorderIqmishIandIitsIrelationItoItheImetabolicIsyndromeWI
PLoSdONEUI2012UIgUIedc_eb 3.7 161

156 yntegratedImetagenomicsXmetaproteomicsIrevealsIhumanIhostVmicrobiotaIsignaturesIofIsrohnPsI
diseaseWIPLoSdONEUI2012UIgUIediach 3.7 320

155 wenomicIinsightsIintoItheIemergingIhumanIpathogenIαycobacteriumImassilienseWIJournaldofd
BacteriologyUI2012UIaidUIede_ 3.5 20

154 somparativeIgenomicsIandIstxIphageIcharacterizationIofI’uuVnegativeIShigaItoxinVproducingI
uscherichiaIcoliWIFrontiersdindCellulardanddInfectiondMicrobiologyUI2012UIbUIacc 5.9 66

153 wenomeIstabilityIofI’ymeIdiseaseIspirochetesjIcomparativeIgenomicsIofIrorreliaIburgdorferiI
plasmidsWIPLoSdONEUI2012UIgUIeccbh_ 3.7 114

152 qdvocacyIforIparentsIandIcarersIinvolvedIwithIchildrenPsIservicesjImakingIaIdifferenceItoIworkingIinI
partnershipoWIChilddanddFamilydSocialdWorkUI2011UIafUIbffVbge 1.3 17

151 αicrobialIwenomeISequencingjIβewIynsightsIintoIPhysiologyIandIuvolutionWINovartisdFoundationd
SymposiumUI2008UIedVfb 3

150 StrainVspecificIsingleVnucleotideIpolymorphismIassaysIforItheIracillusIanthracisIqmesIstrainWI
JournaldofdClinicaldMicrobiologyUI2007UIdeUIdgVec 9.7 112

149 ynvolvingIshildrenIinIxealthIandISocialIResearchjIâ��xumanIbecomingsâ��IorIâ��activeIbeingsâ��oWIChildhoodUI
2006UIacUIbiVdh 1.5 102

148 TheileriaIparvaIcandidateIvaccineIantigensIrecognizedIbyIimmuneIbovineIcytotoxicITIlymphocytesWI
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2006UIa_cUIcbhfVia 11.5 102

147
wenomeIanalysisIofImultipleIpathogenicIisolatesIofIStreptococcusIagalactiaejIimplicationsIforItheI
microbialIKpanVgenomeKWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaUI2005UIa_bUIacie_Ve

11.5 1585

146 TheIgenomeIsequenceIofITrypanosomaIcruziUIetiologicIagentIofIshagasIdiseaseWIScienceUI2005UIc_iUId_iVae33.3 1085

145 TheIgenomeIofItheIbasidiomycetousIyeastIandIhumanIpathogenIsryptococcusIneoformansWIScience
UI2005UIc_gUIacbaVd 33.3 580

144 wenomeIsequenceIofITheileriaIparvaUIaIbovineIpathogenIthatItransformsIlymphocytesWIScienceUI
2005UIc_iUIacdVg 33.3 259
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143 ydentificationIofIaIuniversalIwroupIrIstreptococcusIvaccineIbyImultipleIgenomeIscreenWIScienceUI
2005UIc_iUIadhVe_ 33.3 446

142
ynsightsIonIevolutionIofIvirulenceIandIresistanceIfromItheIcompleteIgenomeIanalysisIofIanIearlyI
methicillinVresistantIStaphylococcusIaureusIstrainIandIaIbiofilmVproducingImethicillinVresistantI
StaphylococcusIepidermidisIstrainWIJournaldofdBacteriologyUI2005UIahgUIbdbfVch

3.5 814

141 xowIgenomicsIhasIaffectedItheIconceptIofImicrobiologyWICurrentdOpiniondindMicrobiologyUI2005UIhUIefdVga7.9 35

140 wenomesIandIevolutionjItheIpowerIofIcomparativeIgenomicsWICurrentdOpiniondindGeneticsdandd
DevelopmentUI2005UIaeUIefiVga 4.9 7

139 qIvirusIwithIbigIambitionsWITrendsdindMicrobiologyUI2005UIacUIefVg 12.4 11

138 wenomicsIatItheIgenusIscaleWITrendsdindMicrobiologyUI2005UIacUIieVg 12.4 21

137 TheIgenomeIofItheIqfricanItrypanosomeITrypanosomaIbruceiWIScienceUI2005UIc_iUIdafVbb 33.3 1323

136 αajorIstructuralIdifferencesIandInovelIpotentialIvirulenceImechanismsIfromItheIgenomesIofI
multipleIcampylobacterIspeciesWIPLoSdBiologyUI2005UIcUIeae 9.7 440

135 qpplicationIofImicrobialIgenomicIscienceItoIadvancedItherapeuticsWIAnnualdReviewdofdMedicineUI
2005UIefUIdeiVgd 17.4 32

134 weneticIanalysisIandIattributionIofImicrobialIforensicsIevidenceWICriticaldReviewsdindMicrobiologyUI
2005UIcaUIbccVed 7.8 56

133 TranscriptionalIprofilingIofItheIhyperthermophilicImethanarchaeonIαethanococcusIjannaschiiIinI
responseItoIlethalIheatIandInonVlethalIcoldIshockWIEnvironmentaldMicrobiologyUI2005UIgUIghiVig 5.2 50

132 vacilitatingIgenomeInavigationjIsurveyIsequencingIandIdenseIradiationVhybridIgeneImappingWI
NaturedReviewsdGeneticsUI2005UIfUIfdcVh 30.1 61

131 TheIgenomeIofItheIprotistIparasiteIuntamoebaIhistolyticaWINatureUI2005UIdccUIhfeVh 50.4 701

130 ’argeVscaleIsequencingIofIhumanIinfluenzaIrevealsItheIdynamicInatureIofIviralIgenomeIevolutionWI
NatureUI2005UIdcgUIaafbVf 50.4 354

129 wenomicIsequenceIofItheIpathogenicIandIallergenicIfilamentousIfungusIqspergillusIfumigatusWI
NatureUI2005UIdchUIaaeaVf 50.4 1114

128
ymmuneIresponsesItoIPlasmodiumIvivaxIpreVerythrocyticIstageIantigensIinInaturallyIexposedI
tuffyVnegativeIhumansjIaIpotentialImodelIforIidentificationIofIliverVstageIantigensWIEuropeand
JournaldofdImmunologyUI2005UIceUIaheiVfh

6.1 23

127 TowardIaIsystemIofImicrobialIforensicsjIfromIsampleIcollectionItoIinterpretationIofIevidenceWI
ApplieddanddEnvironmentaldMicrobiologyUI2005UIgaUIbb_iVac 4.8 58

126 SequenceUIannotationUIandIanalysisIofIsyntenyIbetweenIriceIchromosomeIcIandIdivergedIgrassI
speciesWIGenomedResearchUI2005UIaeUIabhdVia 9.7 66

(2005-2005)
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125 weneItransferIandIgenomeIplasticityIinIThermotogaImaritimaUIaImodelIhyperthermophilicIspeciesWI
JournaldofdBacteriologyUI2005UIahgUIdiceVdd 3.5 40

124
WholeVgenomeIsequenceIanalysisIofIPseudomonasIsyringaeIpvWIphaseolicolaIaddhqIrevealsI
divergenceIamongIpathovarsIinIgenesIinvolvedIinIvirulenceIandItranspositionWIJournaldofd
BacteriologyUI2005UIahgUIfdhhVih

3.5 270

123
TheIpsychrophilicIlifestyleIasIrevealedIbyItheIgenomeIsequenceIofIsolwelliaIpsychrerythraeaIcdxI
throughIgenomicIandIproteomicIanalysesWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthed
UniteddStatesdofdAmericaUI2005UIa_bUIa_iacVh

11.5 430

122 wenomeIsequenceIofItheIPsuVdechlorinatingIbacteriumItehalococcoidesIethenogenesWIScienceUI
2005UIc_gUIa_eVh 33.3 363

121 WholeVgenomeIanalysisIofIhumanIinfluenzaIqIvirusIrevealsImultipleIpersistentIlineagesIandI
reassortmentIamongIrecentIxcβbIvirusesWIPLoSdBiologyUI2005UIcUIec__ 9.7 291

120 xumanUImouseUIandIratIgenomeIlargeVscaleIrearrangementsjIstabilityIversusIspeciationWIGenomed
ResearchUI2004UIadUIaheaVf_ 9.7 108

119
somparisonIofItheIgenomeIofItheIoralIpathogenITreponemaIdenticolaIwithIotherIspirocheteI
genomesWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2004UI
a_aUIefdfVea

11.5 215

118
PhylogeneticIdiscoveryIbiasIinIracillusIanthracisIusingIsingleVnucleotideIpolymorphismsIfromI
wholeVgenomeIsequencingWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaUI2004UIa_aUIacecfVda

11.5 218

117
weneticIexchangeIandIplasmidItransfersIinIrorreliaIburgdorferiIsensuIstrictoIrevealedIbyIthreeVwayI
genomeIcomparisonsIandImultilocusIsequenceItypingWIProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaUI2004UIa_aUIadae_Ve

11.5 108

116 wenomicIinsightsIintoImethanotrophyjItheIcompleteIgenomeIsequenceIofIαethylococcusI
capsulatusIQrathRWIPLoSdBiologyUI2004UIbUIec_c 9.7 236

115 TheIgenomeIsequenceIofItheIanaerobicUIsulfateVreducingIbacteriumItesulfovibrioIvulgarisI
xildenboroughWINaturedBiotechnologyUI2004UIbbUIeedVi 44.5 477

114 qIgenomicsVbasedIapproachItoIbiodefenceIpreparednessWINaturedReviewsdGeneticsUI2004UIeUIbcVcc 30.1 14

113 wenomeIsequenceIofItheIrrownIβorwayIratIyieldsIinsightsIintoImammalianIevolutionWINatureUI2004
UIdbhUIdicVeba 50.4 1689

112 weneIsyntenyIandIevolutionIofIgenomeIarchitectureIinItrypanosomatidsWIMoleculardanddBiochemicald
ParasitologyUI2004UIacdUIahcVia 1.9 83

111 TheIgenomeIsequenceIofIracillusIcereusIqTssIa_ihgIrevealsImetabolicIadaptationsIandIaIlargeI
plasmidIrelatedItoIracillusIanthracisIpXOaWINucleicdAcidsdResearchUI2004UIcbUIiggVhh 20.1 253

110 qnIintegratedIdbdiImarkerIvySxXRxImapIofItheIcanineIgenomeWIBMCdGenomicsUI2004UIeUIfe 4.5 90

109
WholeIgenomeIcomparisonsIofIserotypeIdbIandIaXbaIstrainsIofItheIfoodVborneIpathogenI’isteriaI
monocytogenesIrevealInewIinsightsIintoItheIcoreIgenomeIcomponentsIofIthisIspeciesWINucleicdAcidsd
ResearchUI2004UIcbUIbchfVie

20.1 404

108
ydentificationIofIanthraxItoxinIgenesIinIaIracillusIcereusIassociatedIwithIanIillnessIresemblingI
inhalationIanthraxWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI
2004UIa_aUIhddiVed

11.5 377
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107 StructuralIflexibilityIinItheIrurkholderiaImalleiIgenomeWIProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaUI2004UIa_aUIadbdfVea 11.5 315

106 qllIthingsIgreatIandIsmallWITrendsdindMicrobiologyUI2004UIabUIgVh 12.4 4

105 TheIpowerIinIcomparisonWITrendsdindMicrobiologyUI2004UIabUIfbVc 12.4 6

104 shampionsIofIversatilityWITrendsdindMicrobiologyUI2004UIabUIaaaVb 12.4 4

103 rugsIβItheIPhoodWITrendsdindMicrobiologyUI2004UIabUIaeeVf 12.4

102 βonVpathogenicIbacteriaItakeIcenterIstagejIaIlessonIinIcontrastsWITrendsdindMicrobiologyUI2004UIabUIc_cVe12.4 1

101 uxploringItheIboundariesIofIlifeWITrendsdindMicrobiologyUI2004UIabUId_dVe 12.4

100 RollIwithItheIflowjImicrobialImastersIofIredoxIchemistryWITrendsdindMicrobiologyUI2004UIabUIdciVda 12.4 3

99 ynsightsIintoItheIevolutionIofIphytopathogensWITrendsdindMicrobiologyUI2004UIabUIdhbVc 12.4 2

98 ytPsIaIcoldIworldIoutIthereIQbutItheIprospectsIareIhotRWITrendsdindMicrobiologyUI2004UIabUIecbVd 12.4 4

97 αodelingIbacterialIevolutionIwithIcomparativeVgenomeVbasedImarkerIsystemsjIapplicationItoI
αycobacteriumItuberculosisIevolutionIandIpathogenesisWIJournaldofdBacteriologyUI2003UIaheUIccibVi 3.5 95

96 sompleteIgenomeIsequenceIofItheIQVfeverIpathogenIsoxiellaIburnetiiWIProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2003UIa__UIedeeVf_ 11.5 428

95 TheIdogIgenomejIsurveyIsequencingIandIcomparativeIanalysisWIScienceUI2003UIc_aUIahihVi_c 33.3 422

94 TheIgenomeIsequenceIofIracillusIanthracisIqmesIandIcomparisonItoIcloselyIrelatedIbacteriaWI
NatureUI2003UIdbcUIhaVf 50.4 692

93
TheIcompleteIgenomeIsequenceIofItheIqrabidopsisIandItomatoIpathogenIPseudomonasIsyringaeI
pvWItomatoItsc___WIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI
2003UIa__UIa_ahaVf

11.5 695

92 PhylogenomicsjIintersectionIofIevolutionIandIgenomicsWIScienceUI2003UIc__UIag_fVg 33.3 244

91 TheIsequenceIandIanalysisIofITrypanosomaIbruceiIchromosomeIyyWINucleicdAcidsdResearchUI2003UIcaUIdhefVfc20.1 48

90 sompleteIgenomeIsequenceIofItheIbroadVhostVrangeIvibriophageI‘VPd_jIcomparativeIgenomicsIofI
aITdVrelatedIbacteriophageWIJournaldofdBacteriologyUI2003UIaheUIebb_Vcc 3.5 194

(2003-2004)
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89 vunctionalIselectionIofIvaccineIcandidateIpeptidesIfromIStaphylococcusIaureusIwholeVgenomeI
expressionIlibrariesIinIvitroWIInfectiondanddImmunityUI2003UIgaUIdfccVda 3.7 58

88 sompleteIgenomeIsequenceIofItheIoralIpathogenicIracteriumIporphyromonasIgingivalisIstrainI
WhcWIJournaldofdBacteriologyUI2003UIaheUIeeiaVf_a 3.5 321

87 wenomicsIofIracterialIPathogensI2003UIiVbe

86 αicrobialIwenomeISequencingjIProspectsIforItevelopmentIofIβovelIVaccinesIandIqntiVαicrobialI
sompoundsWIScientificdWorlddJournalrdTheUI2002UIbUIaVb 2.2 1

85 qIphysicalImapIofItheImouseIgenomeWINatureUI2002UIdahUIgdcVe_ 50.4 282

84 SequenceIofIPlasmodiumIfalciparumIchromosomesIbUIa_UIaaIandIadWINatureUI2002UIdaiUIecaVd 50.4 146

83 wenomeIsequenceIofItheIhumanImalariaIparasiteIPlasmodiumIfalciparumWINatureUI2002UIdaiUIdihVeaa 50.4 3336

82 wenomeIsequenceIandIcomparativeIanalysisIofItheImodelIrodentImalariaIparasiteIPlasmodiumI
yoeliiIyoeliiWINatureUI2002UIdaiUIeabVi 50.4 591

81 UnsuspectedIdiversityIamongImarineIaerobicIanoxygenicIphototrophsWINatureUI2002UIdaeUIfc_Vc 50.4 333

80 wenomeIsequenceIofItheIdissimilatoryImetalIionVreducingIbacteriumIShewanellaIoneidensisWINatured
BiotechnologyUI2002UIb_UIaaahVbc 44.5 680

79 somparativeIgenomeIsequencingIforIdiscoveryIofInovelIpolymorphismsIinIracillusIanthracisWI
ScienceUI2002UIbifUIb_bhVcc 33.3 359

78
TheIrrucellaIsuisIgenomeIrevealsIfundamentalIsimilaritiesIbetweenIanimalIandIplantIpathogensI
andIsymbiontsWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI
2002UIiiUIacadhVec

11.5 372

77 ydentificationIofIinIvivoIexpressedIvaccineIcandidateIantigensIfromIStaphylococcusIaureusWI
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2002UIiiUIfegcVh 11.5 193

76 TheIvalueIofIcompleteImicrobialIgenomeIsequencingIQyouIgetIwhatIyouIpayIforRWIJournaldofd
BacteriologyUI2002UIahdUIfd_cVekIdiscusionIfd_e 3.5 93

75
TheIcompleteIgenomeIsequenceIofIshlorobiumItepidumIT’SUIaIphotosyntheticUIanaerobicUI
greenVsulfurIbacteriumWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaUI2002UIiiUIie_iVad

11.5 321

74
sompleteIgenomeIsequenceIandIcomparativeIgenomicIanalysisIofIanIemergingIhumanIpathogenUI
serotypeIVIStreptococcusIagalactiaeWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaUI2002UIiiUIabciaVf

11.5 405

73 TheIgenomeIsequenceIofItheImalariaImosquitoIqnophelesIgambiaeWIScienceUI2002UIbihUIabiVdi 33.3 1622

72 wenomicsIofITheileriaIParvaWIWorlddClassdParasitesUI2002UIheVib 1
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71 wenomeIofIThermotogaImaritimaIαSrhWIMethodsdindEnzymologyUI2001UIcc_UIafiVh_ 1.7 24

70 wenomicsIandIfutureIbiologicalIweaponsjItheIneedIforIpreventiveIactionIbyItheIbiomedicalI
communityWINaturedGeneticsUI2001UIbiUIbecVf 36.3 59

69 TheIcomplexityIofIsimplicityWIGenomedBiologyUI2001UIbUIsOααuβTb__b 18.3 58

68 αouseIrqsIendsIqualityIassessmentIandIsequenceIanalysesWIGenomedResearchUI2001UIaaUIagcfVde 9.7 44

67 sompleteIgenomeIsequenceIofIaIvirulentIisolateIofIStreptococcusIpneumoniaeWIScienceUI2001UIbicUIdihVe_f33.3 1112

66
qIbacterialIgenomeIinIfluxjItheItwelveIlinearIandInineIcircularIextrachromosomalItβqsIinIanI
infectiousIisolateIofItheI’ymeIdiseaseIspirocheteIrorreliaIburgdorferiWIMoleculardMicrobiologyUI2000
UIceUIdi_Veaf

4.1 625

65 unterococcusIfaecalisIconjugativeIplasmidIpqαcgcjIcompleteInucleotideIsequenceIandIgeneticI
analysesIofIsexIpheromoneIresponseWIMoleculardMicrobiologyUI2000UIcgUIacbgVda 4.1 62

64 StatusIofIgenomeIprojectsIforInonpathogenicIbacteriaIandIarchaeaWINaturedBiotechnologyUI2000UIahUIa_diVed44.5 78

63 tβqIsequenceIofIbothIchromosomesIofItheIcholeraIpathogenIVibrioIcholeraeWINatureUI2000UId_fUIdggVhc50.4 1495

62 αicrobialIgenomeIsequencingWINatureUI2000UId_fUIgiiVh_c 50.4 133

61 SequenceIandIanalysisIofIchromosomeIaIofItheIplantIqrabidopsisIthalianaWINatureUI2000UId_hUIhafVb_ 50.4 183

60 wenomeIdatajIwhatIdoIweIlearnoWICurrentdOpiniondindStructuraldBiologyUI2000UIa_UIcdcVh 8.1 13

59 TheileriaIparvaIgenomicsIrevealsIanIatypicalIapicomplexanIgenomeWIInternationaldJournaldford
ParasitologyUI2000UIc_UIdfeVgd 4.3 25

58 somparativeIgenomicsIandIunderstandingIofImicrobialIbiologyWIEmergingdInfectiousdDiseasesUI2000UI
fUIe_eVab 10.2 55

57 sharacterizationIofIPorphyromonasIgingivalisIinsertionIsequenceVlikeIelementIySPgeWIInfectiondandd
ImmunityUI2000UIfhUIebdgVec 3.7 14

56 αicrobialIgenomeIsequencingIb___jInewIinsightsIintoIphysiologyUIevolutionIandIexpressionI
analysisWIResearchdindMicrobiologyUI2000UIaeaUIgiVhd 4 13

55 TheIgenomicsIofImicrobialIdiversityWIuditorialIoverviewWICurrentdOpiniondindMicrobiologyUI2000UIcUIddcVd 7.9 6

54 qInovelIlipothrixvirusUISyvVUIofItheIextremelyIthermophilicIcrenarchaeonISulfolobusWIVirologyUI2000UI
bfgUIbebVff 3.6 91

(2000-2001)
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53 sompleteIgenomeIsequenceIofIβeisseriaImeningitidisIserogroupIrIstrainIαsehWIScienceUI2000UIbhgUIah_iVae33.3 986

52 tistributionIofItwelveIlinearIextrachromosomalItβqsIinInaturalIisolatesIofI’ymeIdiseaseI
spirochetesWIJournaldofdBacteriologyUI2000UIahbUIbdgfVh_ 3.5 42

51 uvidenceIforIlateralIgeneItransferIbetweenIqrchaeaIandIbacteriaIfromIgenomeIsequenceIofI
ThermotogaImaritimaWINatureUI1999UIciiUIcbcVi 50.4 1260

50 SequenceIandIanalysisIofIchromosomeIbIofItheIplantIqrabidopsisIthalianaWINatureUI1999UId_bUIgfaVh 50.4 619

49 wenomeIsequenceIofItheIradioresistantIbacteriumIteinococcusIradioduransIRaWIScienceUI1999UIbhfUIaegaVg33.3 760

48 wlobalItransposonImutagenesisIandIaIminimalIαycoplasmaIgenomeWIScienceUI1999UIbhfUIbafeVi 33.3 749

47 wenomicIlociIofItheIPorphyromonasIgingivalisIinsertionIelementIySaabfWIInfectiondanddImmunityUI
1999UIfgUIcdafVbc 3.7 15

46 ylluminatingItheIagentIofIsyphilisjItheITreponemaIpallidumIgenomeIprojectWIElectrophoresisUI1998UI
aiUIeeaVc 3.6 4

45 vindingsIemergingIfromIcompleteImicrobialIgenomeIsequencesWICurrentdOpiniondindMicrobiologyUI
1998UIaUIefbVf 7.9 21

44 shromosomeIbIsequenceIofItheIhumanImalariaIparasiteIPlasmodiumIfalciparumWIScienceUI1998UIbhbUIaabfVcb33.3 350

43 shapterIbIqdrenergicIandImuscarinicIcholinergicIreceptorsWIPrinciplesdofdMedicaldBiologyUI1997UIhUIbcVeh 1

42 TheIcompleteIgenomeIsequenceIofItheIhyperthermophilicUIsulphateVreducingIarchaeonI
qrchaeoglobusIfulgidusWINatureUI1997UIci_UIcfdVg_ 50.4 1257

41 wenomicIsequenceIofIaI’ymeIdiseaseIspirochaeteUIrorreliaIburgdorferiWINatureUI1997UIci_UIeh_Vf 50.4 1729

40 TheIcompleteIgenomeIsequenceIofItheIgastricIpathogenIxelicobacterIpyloriWINatureUI1997UIchhUIeciVdg 50.4 3000

39 StrategiesIforIwholeImicrobialIgenomeIsequencingIandIanalysisWIElectrophoresisUI1997UIahUIab_gVaf 3.6 70

38 ˛†VqdrenergicIreceptorsWIBiomembranes:dAdMultisVolumedTreatiseUI1996UIbUIbdeVbgi

37 SequenceIanalysisIofItheIePVuntranslatedIregionIofItheIhumanIxaIhistamineIreceptorVencodingI
geneWIGeneUI1996UIagaUIc_iVa_ 3.8 5

36 tifferentialIweneIuxpressionIProfilesIinIwaIandISIPhaseISynchronizedIzurkatITIsellI’eukemiaIsellsjI
ynvestigationIUsingIanIuxpressedISequenceITagIqnalysisWIGenomedSciencedkdTechnologyUI1996UIaUIhiVabh 1
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35 WholeVgenomeIrandomIsequencingIandIassemblyIofIxaemophilusIinfluenzaeIRdWIScienceUI1995UI
bfiUIdifVeab 33.3 4784

34 RegulationIofImuscarinicIreceptorIexpressionIbyIchangesIinImRβqIstabilityWILifedSciencesUI1995UIefUIhiiVi_f6.8 17

33 tiscreteIactivationIofItransductionIpathwaysIassociatedIwithIacetylcholineImaIreceptorIbyIseveralI
muscarinicIligandsWIEuropeandJournaldofdPharmacologyUI1994UIbfgUIbaVca 115

32 qImodelIforIhighVthroughputIautomatedItβqIsequencingIandIanalysisIcoreIfacilitiesWINatureUI1994UI
cfhUIdgdVe 50.4 34

31 αutationsIofItwoIPαSIhomologuesIinIhereditaryInonpolyposisIcolonIcancerWINatureUI1994UIcgaUIgeVh_ 50.4 1376

30 αolecularIbiologyIofIadrenergicIreceptorsjImodelIsystemsIforItheIstudyIofIwVproteinVmediatedI
signalItransductionWIJournaldofdVasculardResearchUI1991UIbhUIicVa_c 1.9 2

29 ReceptorImechanismsWIStructureIandImolecularIbiologyIofItransmitterIreceptorsWIThedAmericand
ReviewdofdRespiratorydDiseaseUI1990UIadaUISiiVa_e 1

28 sloningUIlocalizationUIandIpermanentIexpressionIofIaItrosophilaIoctopamineIreceptorWINeuronUI
1990UIdUIcdcVed 13.9 170

27
αuscarinicIacetylcholineIreceptorIsubtypesIwhichIselectivelyIcoupleItoIphospholipaseIsjI
pharmacologicalIandIbiochemicalIpropertiesWIBiochemicaldanddBiophysicaldResearchdCommunicationsUI
1990UIagcUIfffVgb

3.4 33

26 sloningUIsequenceIanalysisIandIchromosomeIlocalizationIofIaItrosophilaImuscarinicIacetylcholineI
receptorWIFEBSdLettersUI1989UIbeeUIbaiVbe 3.8 67

25 αolecularIbiologyIofIadrenergicIandImuscarinicIcholinergicIreceptorsWIqIperspectiveWIBiochemicald
PharmacologyUI1989UIchUIaaigVb_h 6 54

24
tiscrepanciesIbetweenItheIaffinitiesIofIbindingIandIactionIofItheInovelIbetaVadrenergicIagonistI
rR’IcgcddIinIratIbrownIadiposeItissueWIBiochemicaldanddBiophysicaldResearchdCommunicationsUI1988UI
aefUIcgeVhb

3.4 28

23 sloningIandIexpressionIofIadrenergicIandImuscarinicIcholinergicIreceptorIgenesWIAdvancesdind
ExperimentaldMedicinedanddBiologyUI1988UIbcfUIagcVh_ 3.6 3

22 αuscarinicIcholinergicIreceptorIstructurejImolecularIbiologicalIsupportIforIsubtypesWITrendsdind
PharmacologicaldSciencesUI1987UIhUIdbfVdca 13.2 76

21
sloningIandIsequenceIanalysisIofItheIhumanIbrainIbetaVadrenergicIreceptorWIuvolutionaryI
relationshipItoIrodentIandIavianIbetaVreceptorsIandIporcineImuscarinicIreceptorsWIFEBSdLettersUI
1987UIbaaUIb__Vf

3.8 93

20 StructuralIanalysisIofIpurifiedIbetaVadrenergicIreceptorsWIProteins:dStructurerdFunctiondandd
BioinformaticsUI1987UIbUIcdVda 4.2 7

19 αolecularIstructureIandIevolutionIofIadrenergicIandIcholinergicIreceptorsWIProteins:dStructurerd
FunctiondanddBioinformaticsUI1986UIaUIbhgVc_a 4.2 21

18 TheI˛†VqdrenergicIreceptorUIautoantibodiesUIandIallergyjIxowIareItheyIrelatedoWIClinicaldImmunologyd
NewsletterUI1986UIgUIdbVde

(1986-1995)

13



17 TheIsmallVintestinalIsodiumVglucoseIcotransporterQsRWIAnnalsdofdthedNewdYorkdAcademydofdSciencesUI
1985UIdefUIhcVif 6.5 18

16 sharacterizationIofIbrainItQbRIdopamineIreceptorsWINeurochemistrydInternationalUI1985UIgUIcfcVh 4.4 5

15 αonoclonalIqntibodiesItoIyntegralIαembraneITransportIandIReceptorIProteinsI1985UIagiVb_a

14 αonoclonalIqntibodiesItoI˛†VqdrenergicIReceptorsIandIReceptorIStructureI1984UIa_gVabi 1

13
TheIstructureIandIevolutionIofIneurotransmitterIreceptorsIQalphaVIandIbetaVadrenergicUI
dopaminergicIandImuscarinicIcholinergicRWIAdvancesdindExperimentaldMedicinedanddBiologyUI1984UI
ageUIbgaVhh

3.6

12 ProductionIofIαonoclonalIqntibodiesItoIyntegralIαembraneITransportIandIReceptorIProteinsIandI
TheirIUseIinIStructuralIulucidationI1984UIbgcVc_a 1

11 qutoantibodiesIandImonoclonalIantibodiesIinItheIpurificationIandImolecularIcharacterizationIofI
neurotransmitterIreceptorsWIJournaldofdCellulardBiochemistryUI1983UIbaUIbaiVca 4.7 10

10 TheIstructureIofI˛–VIandI˛†VadrenergicIreceptorsWITrendsdindPharmacologicaldSciencesUI1983UIdUIbefVbeh 13.2 24

9 ysolationIofIQaIsubunitIofRItheIβaTXtVglucoseIcotransporterQsRIofIrabbitIintestinalIbrushIborderI
membranesIusingImonoclonalIantibodiesWIFEBSdLettersUI1983UIafaUIbgiVhc 3.8 53

8 αolecularIsizeIofItheIhumanIplateletIalphaIbVadrenergicIreceptorIasIdeterminedIbyIradiationI
inactivationWIBiochemicaldanddBiophysicaldResearchdCommunicationsUI1983UIaafUIa_g_Ve 3.4 25

7 qdrenergicIandIαuscarinicIReceptorIStructureI1983UIahiVaib

6
TheIsizeIofItheImammalianIlungIbetaIbVadrenergicIreceptorIasIdeterminedIbyItargetIsizeIanalysisI
andIimmunoaffinityIchromatographyWIBiochemicaldanddBiophysicaldResearchdCommunicationsUI1982UI
a_iUIbaVi

3.4 78

5 qutonomicIabnormalitiesIandIautoantibodiesItoIbetaVadrenergicIreceptorsWINewdEnglanddJournaldofd
MedicineUI1981UIc_eUIaafeVg_ 59.2 91

4 TheIsynthesisIofIbetaVadrenergicIreceptorsIinIculturedIhumanIlungIcellsjIinductionIbyI
glucocorticoidsWIBiochemicaldanddBiophysicaldResearchdCommunicationsUI1980UIidUIci_Vg 3.4 153

3 tetergentIsolubilizationIofImammalianIcardiacIandIhepaticIbetaVadrenergicIreceptorsWIArchivesdofd
BiochemistrydanddBiophysicsUI1979UIaifUIeffVgc 4.1 47

2 StrainsIusedIinIwholeIorganismPlasmodiumIfalciparumvaccineItrialsIdifferIinIgenomeIstructureUI
sequenceUIandIimmunogenicIpotential 3

1 qnIqccidentalIαicrobiologistahfVaie
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