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qomparativeIuenomicsIofIqyclicIdiWuMâIMetabolismIandIqhemosensoryIâathwaysIinIShewanellaI
algaeIStrainshI—ovelIpacterialISensoryIromainsIandItunctionalIwnsightsIintoIzifestyleIRegulationXXI
MSystemsVI2022VIeZ[c[f][

7.6 0

222 WaysItoIcontrolIharmfulIbiofilmshIpreventionVIinhibitionVIandIeradicationXICriticalgReviewsging
MicrobiologyVI2021VIbeVIceWef 7.8 9

221 —onWessentialIribosomalIproteinsIinIbacteriaIandIarchaeaIidentifiedIusingIqOusXIJournalgofg
BacteriologyVI2021VI 3.5 2

220 qOuIdatabaseIupdatehIfocusIonImicrobialIdiversityVImodelIorganismsVIandIwidespreadIpathogensXI
NucleicgAcidsgResearchVI2021VIbgVIr]ebWr]f[ 20.1 84

219 qompleteIuenomeISequenceIandIMethylomeIofItheITypeIStrainIofIShewanellaIalgaeXIMicrobiologyg
ResourcegAnnouncementsVI2021VI[ZVIeZZccg][ 1.3 2

218 SequenceIconservationVIdomainIarchitecturesVIandIphylogeneticIdistributionIofItheIvrWuYâItypeI
cWdiWuMâIphosphodiesterasesXXIJournalgofgBacteriologyVI2021VIjbZZcd[][ 3.5 2

217 oIdecadeIofIresearchIonItheIsecondImessengerIcWdiWoMâXIFEMSgMicrobiologygReviewsVI2020VIbbVIeZ[We]b15.1 32

216 qompleteIuenomeISequencesIofItheIvumanIâathogenIâaenibacillusIthiaminolyticusIMbaleIandI
TypeIStrainIâXIthiaminolyticusI—RRzIpWb[cdXIMicrobiologygResourcegAnnouncementsVI2020VIgVI 1.3 4

215 qyclicIdiWuMâIinIStreptomyceteshIoI—ewIqonformationVI—ewIpindingIModeVI—ewIReceptorVIandIaI
—ewIMechanismItoIqontrolIqellIrevelopmentXIMoleculargCellVI2020VIeeVIbbaWbbc 17.6 3

214 qyclicIdiWoMâVIaIsecondImessengerIofIprimaryIimportancehItertiaryIstructuresIandIbindingI
mechanismsXINucleicgAcidsgResearchVI2020VIbfVI]fZeW]f]g 20.1 29

213 —oncanonicalIqyclicIdiWuMâIpindingIModesI2020VI[]cW[ab

212 qultivationIandIfunctionalIcharacterizationIofIegIplanctomycetesIuncoversItheirIuniqueIbiologyXI
NaturegMicrobiologyVI2020VIcVI[]dW[bZ 26.6 85

211 infectionIwithIfrequentIviralIcoinfectionIcontributesItoIpostinfectiousIhydrocephalusIinIUgandanI
infantsXISciencegTranslationalgMedicineVI2020VI[]VI 17.5 13

210 StructuralIqonservationIandIriversityIofIâilZWRelatedIromainsXIJournalgofgBacteriologyVI2020VI]Z]VI 3.5 11

209 uIproteinWcoupledIreceptorsIofIclassIoIharnessItheIenergyIofImembraneIpotentialItoIincreaseItheirI
sensitivityIandIselectivityXIBiochimicagEtgBiophysicagActagwgBiomembranesVI2019VI[fd[VI[faZc[ 3.8 6

208
TwoIformsIofIphosphomannomutaseIinIgammaproteobacteriahITheIoverlookedImembraneWboundI
formIofIolgqIisIrequiredIforItwitchingImotilityIofIzysobacterIenzymogenesXIEnvironmentalg
MicrobiologyVI2019VI][VIagdgWagef

5.2 0

207 MicrobialIgenomeIanalysishItheIqOuIapproachXIBriefingsgingBioinformaticsVI2019VI]ZVI[ZdaW[ZeZ 13.4 80
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206 oIbacterialIcoatIthatIisInotIpureIcottonXIScienceVI2018VIacgVI]edW]ee 33.3 7

205 âhyleticIristributionIandIzineageWSpecificIromainIorchitecturesIofIorchaealITwoWqomponentI
SignalITransductionISystemsXIJournalgofgBacteriologyVI2018VI]ZZVI 3.5 29

204 StructuralIandItunctionalIqharacterizationIofItheIpcsuISubunitIofItheIqelluloseISynthaseIinI
SalmonellaItyphimuriumXIJournalgofgMoleculargBiologyVI2018VIbaZVIa[eZWa[fg 6.5 19

203 svolutionIofIcationIbindingIinItheIactiveIsitesIofIâWloopInucleosideItriphosphatasesIinIrelationItoI
theIbasicIcatalyticImechanismXIELifeVI2018VIeVI 8.9 21

202 SensoryITransductionIinIpacteriaI2018VI 1

201 WhatIbacteriaIwantXIEnvironmentalgMicrobiologyVI2018VI]ZVIb]][Wb]]g 5.2 39

200 TheI]bthIannualI—ucleicIocidsIResearchIdatabaseIissuehIaIlookIbackIandIupcomingIchangesXINucleicg
AcidsgResearchVI2017VIbcVIr[Wr[[ 20.1 50

199 uenomeISequenceIofIUricIocidWtermentingIsubacteriumIangustumIrSMI[gfgTIRMyW[SXIGenomeg
AnnouncementsVI2017VIcVI 1

198 smergenceIofIcytochromeIbcIcomplexesIinItheIcontextIofIphotosynthesisXIPhysiologiagPlantarumVI
2017VI[d[VI[cZW[eZ 4.6 9

197 riscoveryIofItheISecondIMessengerIqyclicIdiWuMâXIMethodsgingMoleculargBiologyVI2017VI[dceVI[Wf 1.4 22

196 StandWoloneIsozIromainIâroteinsItormIaIristinctISubclassIofIsozIâroteinsIwnvolvedIinIRegulationI
ofIqellIMotilityIandIpiofilmItormationIinIsnterobacteriaXIJournalgofgBacteriologyVI2017VI[ggVI 3.5 19

195 âroposedIRoleIforIyaiqWzikeIoTâasesIasIMajorISignalITransductionIvubsIinIorchaeaXIMBioVI2017VIfVI 7.8 9

194
âroposalIforItheIreclassificationIofIobligatelyIpurineWfermentingIbacteriaIqlostridiumIaciduriciI
RparkerI[gafSIandIqlostridiumIpurinilyticumIRrˆ…rreIetIalXI[gf[SIasIuottschalkiaIaciduriciIgenXInovXI
combXInovXIandIuottschalkiapurinilyticaIcombXInovXIandIofIsubacteriumIangustumIRpeuscherIandI
ondreesenI[gfcSIasIondreeseniaIangustaIgenXInovXIcombXInovXIinItheIfamilyIuottschalkiaceaeIfamXI
novXIInternationalgJournalgofgSystematicgandgEvolutionarygMicrobiologyVI2017VIdeVI]e[[W]e[g

2.2 9

193 SystematicI—omenclatureIforIuurstIandIsozIromainWqontainingIqyclicIriWuMâITurnoverIâroteinsI
ofIsscherichiaIcoliXIJournalgofgBacteriologyVI2016VI[gfVIeW[[ 3.5 70

192 uenomeIriversityIofISporeWtormingItirmicutesI2016VI[W[f 2

191 —ucleotideIbindingIbyItheIwidespreadIhighWaffinityIcyclicIdiWuMâIreceptorIMshs—IdomainXINatureg
CommunicationsVI2016VIeVI[]bf[ 17.4 83

190 TheIemergingIdiversityIofI—aIUIWtranslocatingIionIpumpsIsupportsItheIevolutionaryIprimacyIofI—aIUI
WbasedIbioienergeticsXIBiochimicagEtgBiophysicagActagwgBioenergeticsVI2016VI[fceVIedfWedg 4.6

189 riversityIofIqyclicIriWuMâWpindingIâroteinsIandIMechanismsXIJournalgofgBacteriologyVI2016VI[gfVIa]Wbd 3.5 159
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188 TheI]Z[dIdatabaseIissueIofI—ucleicIocidsIResearchIandIanIupdatedImolecularIbiologyIdatabaseI
collectionXINucleicgAcidsgResearchVI2016VIbbVIr[Wd 20.1 63

187
âhylogenomicIanalysisIofItheIfamilyIâeptostreptococcaceaeIRqlostridiumIclusterIXwSIandIproposalI
forIreclassificationIofIqlostridiumIlitoraleIRtendrichIetIalXI[gg[SIandIsubacteriumIacidaminophilumI
RZindelIetIalXI[gfgSIasIâeptoclostridiumIlitoraleIgenXInovXIcombXInovXIandIâeptoclostridiumI
acidaminophilumIcombXInovXIInternationalgJournalgofgSystematicgandgEvolutionarygMicrobiologyVI2016
VIddVIccZdWcc[a

2.2 41

186 SustainedIsensingIasIanIemergingIprincipleIinIsecondImessengerIsignalingIsystemsXICurrentgOpiniong
ingMicrobiologyVI2016VIabVI[[gW[]d 7.9 17

185 pacterialIcelluloseIbiosynthesishIdiversityIofIoperonsVIsubunitsVIproductsVIandIfunctionsXITrendsging
MicrobiologyVI2015VI]aVIcbcWce 12.4 275

184 ModelingIofIinteractionIbetweenIcytochromeIcIandItheIWrIdomainsIofIopafW[hIbifurcatedIsaltI
bridgesIunderlyingIapoptosomeIassemblyXIBiologygDirectVI2015VI[ZVI]g 7.2 11

183
SystematicIwdentificationIofIqyclicWdiWuMâIpindingIâroteinsIinIVibrioIcholeraeIRevealsIaI—ovelIqlassI
ofIqyclicWdiWuMâWpindingIoTâasesIossociatedIwithITypeIwwISecretionISystemsXIPLoSgPathogensVI2015VI
[[VIe[ZZc]a]

7.6 77

182 oncientISystemsIofISodiumYâotassiumIvomeostasisIasIâredecessorsIofIMembraneIpioenergeticsXI
BiochemistrygrMoscowsVI2015VIfZVIbgcWc[d 2.9 35

181 TheI]Z[cI—ucleicIocidsIResearchIratabaseIwssueIandImolecularIbiologyIdatabaseIcollectionXINucleicg
AcidsgResearchVI2015VIbaVIr[Wc 20.1 55

180 sukaryoticIuIproteinWcoupledIreceptorsIasIdescendantsIofIprokaryoticIsodiumWtranslocatingI
rhodopsinsXIBiologygDirectVI2015VI[ZVIda 7.2 24

179 sxpandedImicrobialIgenomeIcoverageIandIimprovedIproteinIfamilyIannotationIinItheIqOuI
databaseXINucleicgAcidsgResearchVI2015VIbaVIr]d[Wg 20.1 818

178
qomparativeIgenomicIanalysisIofIevolutionarilyIconservedIbutIfunctionallyIuncharacterizedI
membraneIproteinsIinIarchaeahIâredictionIofInovelIcomponentsIofIsecretionVImembraneI
remodelingIandIglycosylationIsystemsXIBiochimieVI2015VI[[fVIaZ]W[]

4.6 9

177 âhylogenomicIreconstructionIofIarchaealIfattyIacidImetabolismXIEnvironmentalgMicrobiologyVI2014VI
[dVIgZeW[f 5.2 45

176 uwzVIaInewIcWdiWuMâWbindingIproteinIdomainIinvolvedIinIregulationIofIcelluloseIsynthesisIinI
enterobacteriaXIMoleculargMicrobiologyVI2014VIgaVIbagWc] 4.1 90

175 TheI]Z[bI—ucleicIocidsIResearchIratabaseIwssueIandIanIupdatedI—oRIonlineIMolecularIpiologyI
ratabaseIqollectionXINucleicgAcidsgResearchVI2014VIb]VIr[Wd 20.1 60

174 qomparativeIuenomicsIopproachesItoIwdentifyingItunctionallyIRelatedIuenesXILecturegNotesging
ComputergScienceVI2014VI[W]b 0.9 2

173
svolutionIofIcytochromeIbcIcomplexeshIfromImembraneWanchoredIdehydrogenasesIofIancientI
bacteriaItoItriggersIofIapoptosisIinIvertebratesXIBiochimicagEtgBiophysicagActagwgBioenergeticsVI2013VI
[f]eVI[bZeW]e

4.6 64

172 oIgenomicIupdateIonIclostridialIphylogenyhIuramWnegativeIsporeIformersIandIotherImisplacedI
clostridiaXIEnvironmentalgMicrobiologyVI2013VI[cVI]da[Wb[ 5.2 362

171 pacterialIsecondImessengersVIcuMâIandIcWdiWuMâVIinIaIquestIforIregulatoryIdominanceXIEMBOg
JournalVI2013VIa]VI]b][Wa 13 21
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170 oITimeItoIScatterIuenesIandIaITimeItoIuatherIThemhIsvolutionIofIâhotosynthesisIuenesIinIpacteriaXI
AdvancesgingBotanicalgResearchVI2013VIddVI[Wac 2.2 7

169 qyclicIdiWuMâhItheIfirstI]cIyearsIofIaIuniversalIbacterialIsecondImessengerXIMicrobiologygandg
MoleculargBiologygReviewsVI2013VIeeVI[Wc] 13.2 1073

168 TheIqOMpRsXIprojecthIdesignVImethodologyVIandIinitialIresultsXIPLoSgBiologyVI2013VI[[VIe[ZZ[daf 9.7 47

167 vowImanyIsignalIpeptidesIareIthereIinIbacteriamXIEnvironmentalgMicrobiologyVI2013VI[cVIgfaWgZ 5.2 27

166 uenomeIriversityIofISporeWtormingItirmicutesXIMicrobiologygSpectrumVI2013VI[VI 8.9 114

165 TheI]Z[aI—ucleicIocidsIResearchIratabaseIwssueIandItheIonlineImolecularIbiologyIdatabaseI
collectionXINucleicgAcidsgResearchVI2013VIb[VIr[We 20.1 73

164 uenomicIdeterminantsIofIsporulationIinIpacilliIandIqlostridiahItowardsItheIminimalIsetIofI
sporulationWspecificIgenesXIEnvironmentalgMicrobiologyVI2012VI[bVI]feZWgZ 5.2 168

163 TheIroleIofIenergyIinItheIemergenceIofIbiologyIfromIchemistryXIOriginsgofgLifegandgEvolutiongofg
BiospheresVI2012VIb]VIbcgWdf 1.5 17

162 OpenIquestionsIonItheIoriginIofIlifeIatIanoxicIgeothermalIfieldsXIOriginsgofgLifegandgEvolutiongofg
BiospheresVI2012VIb]VIcZeW[d 1.5 19

161 TheI]Z[]I—ucleicIocidsIResearchIratabaseIwssueIandItheIonlineIMolecularIpiologyIratabaseI
qollectionXINucleicgAcidsgResearchVI2012VIbZVIr[Wf 20.1 75

160 OriginIofIfirstIcellsIatIterrestrialVIanoxicIgeothermalIfieldsXIProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaVI2012VI[ZgVIsf][WaZ 11.5 254

159 qomparativeIanalysisIofIlipidIbiosynthesisIinIarchaeaVIbacteriaIandIeukaryoteshIWhatIwasItheI
structureIofItheIfirstImembraneIlipidsmXIBiochimicagEtgBiophysicagActagwgBioenergeticsVI2012VI[f[eVIS[cb 4.6 0

158 rivergenceIandIconvergenceIinIenzymeIevolutionXIJournalgofgBiologicalgChemistryVI2012VI]feVI][W]f 5.4 115

157 âlanctomycetesIandIeukaryoteshIaIcaseIofIanalogyInotIhomologyXIBioEssaysVI2011VIaaVIf[ZWe 4.1 73

156 TheI]Z[[I—ucleicIocidsIResearchIratabaseIwssueIandItheIonlineIMolecularIpiologyIratabaseI
qollectionXINucleicgAcidsgResearchVI2011VIagVIr[Wd 20.1 60

155 —ewIstructuralIandIfunctionalIcontextsIofItheIrx[r—]xruIlinearImotifhIinsightsIintoIevolutionIofI
calciumWbindingIproteinsXIPLoSgONEVI2011VIdVIe][cZe 3.7 46

154 OnItheIabundanceIofIzincIinItheIevolutionarilyIoldIproteinIdomainsXIProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2010VI[ZeVIs[aeiIauthorIreplyIs[af 11.5 9

153 TheI]Z[ZI—ucleicIocidsIResearchIratabaseIwssueIandIonlineIratabaseIqollectionhIaIcommunityIofI
dataIresourcesXINucleicgAcidsgResearchVI2010VIafVIr[Wb 20.1 73
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152 qharacterizationIofItheI—WoTâaseVIaIdistinctVIlaterallyItransferredI—aUWtranslocatingIformIofItheI
bacterialItWtypeImembraneIoTâaseXIBioinformaticsVI2010VI]dVI[beaWd 7.2 55

151 riversityIofIstructureIandIfunctionIofIresponseIregulatorIoutputIdomainsXICurrentgOpinionging
MicrobiologyVI2010VI[aVI[cZWg 7.9 251

150 StructuralIinsightIintoItheImechanismIofIcWdiWuMâIhydrolysisIbyIsozIdomainIphosphodiesterasesXI
JournalgofgMoleculargBiologyVI2010VIbZ]VIc]bWaf 6.5 86

149 wnterplayIofIheritageIandIhabitatIinItheIdistributionIofIbacterialIsignalItransductionIsystemsXI
MoleculargBioSystemsVI2010VIdVIe][Wf 76

148 tromIcompleteIgenomeIsequenceItoIQcompleteQIunderstandingmXITrendsgingBiotechnologyVI2010VI]fVIagfWbZd15.1 126

147 —onWhomologousIisofunctionalIenzymeshIaIsystematicIanalysisIofIalternativeIsolutionsIinIenzymeI
evolutionXIBiologygDirectVI2010VIcVIa[ 7.2 97

146 svolutionaryIoriginsIofImembraneIproteinsI2010VI[W]f 6

145 qoWevolutionIofIprimordialImembranesIandImembraneIproteinsXITrendsgingBiochemicalgSciencesVI
2009VIabVI]ZdW[c 10.3 114

144 MicrobialIgenomicsIasIpursuitIofIhappinessXIMicrobialgBiotechnologyVI2009VI]VI[acWd 6.3 1

143 TheIgenomeIsequenceIofItheIpsychrophilicIarchaeonVIMethanococcoidesIburtoniihItheIroleIofI
genomeIevolutionIinIcoldIadaptationXIISMEgJournalVI2009VIaVI[Z[]Wac 11.9 128

142 ulobinsIsynthesizeItheIsecondImessengerIbisWRaQWcQSWcyclicIdiguanosineImonophosphateIinIbacteriaXI
JournalgofgMoleculargBiologyVI2009VIaffVI]d]WeZ 6.5 73

141 SingleIdomainIresponseIregulatorshImolecularIswitchesIwithIemergingIrolesIinIcellIorganizationIandI
dynamicsXICurrentgOpiniongingMicrobiologyVI2009VI[]VI[c]WdZ 7.9 73

140 OnItheIoriginIofIlifeIinItheIzincIworldXI]XIValidationIofItheIhypothesisIonItheIphotosynthesizingIzincI
sulfideIedificesIasIcradlesIofIlifeIonIsarthXIBiologygDirectVI2009VIbVI]e 7.2 55

139 —ucleicIocidsIResearchIannualIratabaseIwssueIandItheI—oRIonlineIMolecularIpiologyIratabaseI
qollectionIinI]ZZgXINucleicgAcidsgResearchVI2009VIaeVIr[Wb 20.1 83

138 âroteinIromainsIwnvolvedIinIwntracellularISignalITransductionI2009VI]dgW]ff

137 SensoryITransductionI—etworkIofIsXIcoliI2009VI[aaW[bf 2

136 SocialIbacteriaIandIasocialIeukaryotesXIEnvironmentalgMicrobiologyVI2008VI[ZVI]f[Wf 5.2 4

135 TheIdawnIofIsyntheticIgenomicsXIEnvironmentalgMicrobiologyVI2008VI[ZVIf][Wc 5.2 3
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134 uenomesIofImodelIorganismshIknowIthyItoolsXIEnvironmentalgMicrobiologyVI2008VI[ZVI[afaWg[ 5.2 3

133 —ewIfeelIforInewIphylaXIEnvironmentalgMicrobiologyVI2008VI[ZVI[g]eWaa 5.2 9

132 TheIquestIforIbiofuelsIfuelsIgenomeIsequencingXIEnvironmentalgMicrobiologyVI2008VI[ZVI]be[Wc 5.2 6

131 SortingIoutItheImixIinImicrobialIgenomicsXIEnvironmentalgMicrobiologyVI2008VI[ZVIa[feWg] 5.2 4

130 TheIpastIandIpresentIofIsodiumIenergeticshImayItheIsodiumWmotiveIforceIbeIwithIyouXIBiochimicagEtg
BiophysicagActagwgBioenergeticsVI2008VI[eeeVIgfcWg] 4.6 112

129 TellingIbacteriahIdoInotIzytTRXIStructureVI2008VI[dVIdceWg 5.2 35

128 svolutionaryIprimacyIofIsodiumIbioenergeticsXIBiologygDirectVI2008VIaVI[a 7.2 109

127
qompleteIgenomeIsequenceIofItheIextremelyIacidophilicImethanotrophIisolateIVbVI
MethylacidiphilumIinfernorumVIaIrepresentativeIofItheIbacterialIphylumIVerrucomicrobiaXIBiologyg
DirectVI2008VIaVI]d

7.2 168

126 sncapsulatedIinIsilicahIgenomeVIproteomeIandIphysiologyIofItheIthermophilicIbacteriumI
onoxybacillusIflavithermusIWy[XIGenomegBiologyVI2008VIgVIR[d[ 18.3 58

125 SequenceIanalysisIofIuerMIandISpoVSVIuncharacterizedIbacterialIQsporulationQIproteinsIwithI
widespreadIphylogeneticIdistributionXIBioinformaticsVI2008VI]bVI[egaWe 7.2 25

124 TheIMolecularIpiologyIratabaseIqollectionhI]ZZfIupdateXINucleicgAcidsgResearchVI2008VIadVIr]Wb 20.1 77

123 OriginIandIsvolutionIofIâhotosynthesishIqluesIfromIuenomeIqomparisonI2008VI[[dgW[[ec

122 âhysicoWchemicalIandIevolutionaryIconstraintsIforItheIformationIandIselectionIofIfirstIbiopolymershI
towardsItheIconsensusIparadigmIofItheIabiogenicIoriginIofIlifeXIChemistrygandgBiodiversityVI2007VIbVI]ZZaW[c2.5 24

121 wnventingItheIdynamoImachinehItheIevolutionIofItheItWtypeIandIVWtypeIoTâasesXINaturegReviewsg
MicrobiologyVI2007VIcVIfg]Wg 22.2 149

120 UsingIarchaealIgenomicsItoIfightIglobalIwarmingIandIclostridiaItoIfightIcancerXIEnvironmentalg
MicrobiologyVI2007VIgVI]egWfd 5.2 3

119 MycobacterialIgenomesIforIallItasteshIfromIpquItoIbiodegradationIofInaphtaleneIandIpyreneXI
EnvironmentalgMicrobiologyVI2007VIgVIfagWbc 5.2 2

118 zinearIchromosomesIinIbacteriahInoIstraightIedgeIadvantagemXIEnvironmentalgMicrobiologyVI2007VIgVI[aceWd]5.2 2

117 uenomicsIagainstIflatulenceXIEnvironmentalgMicrobiologyVI2007VIgVI[fdgWee 5.2 1
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116 rarkImatterIinIaIdeepWseaIventIandIinIhumanImouthXIEnvironmentalgMicrobiologyVI2007VIgVI]afcWg[ 5.2 2

115 SomeIbacteriaIdegradeIexplosivesVIothersIpreferIboilingImethanolXIEnvironmentalgMicrobiologyVI
2007VIgVI]gZcW[Z 5.2 8

114 TheIMolecularIpiologyIratabaseIqollectionhI]ZZeIupdateXINucleicgAcidsgResearchVI2007VIacVIraWb 20.1 60

113 SentrahIaIdatabaseIofIsignalItransductionIproteinsIforIcomparativeIgenomeIanalysisXINucleicgAcidsg
ResearchVI2007VIacVIr]e[Wa 20.1 22

112 wdentificationIofIsensoryIandIsignalWtransducingIdomainsIinItwoWcomponentIsignalingIsystemsXI
MethodsgingEnzymologyVI2007VIb]]VIbeWeb 1.7 26

111 uenomeWbasedIidentificationIandIcharacterizationIofIaIputativeImucinWbindingIproteinIfromItheI
surfaceIofIStreptococcusIpneumoniaeXIProteins:gStructurevgFunctiongandgBioinformaticsVI2007VIddVIcbeWcf 4.2 17

110 âilZIdomainIisIpartIofItheIbacterialIcWdiWuMâIbindingIproteinXIBioinformaticsVI2006VI]]VIaWd 7.2 394

109 qyanobacterialIresponseIregulatorIâatoIcontainsIaIconservedI—WterminalIdomainIRâoTo—SIwithIanI
alphaWhelicalIinsertionXIBioinformaticsVI2006VI]]VI[]geWaZ[ 7.2 27

108 TheIMolecularIpiologyIratabaseIqollectionhI]ZZdIupdateXINucleicgAcidsgResearchVI2006VIabVIraWc 20.1 62

107 StructuralIclassificationIofIbacterialIresponseIregulatorshIdiversityIofIoutputIdomainsIandIdomainI
combinationsXIJournalgofgBacteriologyVI2006VI[ffVIb[dgWf] 3.5 375

106 TheIcyanobacterialIgenomeIcoreIandItheIoriginIofIphotosynthesisXIProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2006VI[ZaVI[a[]dWa[ 11.5 236

105 ârotectingIsausagesIwithIbacteriaIinsteadIofIsaltXIEnvironmentalgMicrobiologyVI2006VIfVI[fcWg] 5.2 1

104 TheIminimalIgenomeIkeepsIgrowingXIEnvironmentalgMicrobiologyVI2006VIfVIcdgWea 5.2 5

103 uenomesItoIaidIinIbioremediationIofIdryIcleaningIsolventsVImothballsIandImoreXIEnvironmentalg
MicrobiologyVI2006VIfVIgbgWcc 5.2

102 SamplingIofImicrobialIdiversityIbyIcompleteIgenomesXIEnvironmentalgMicrobiologyVI2006VIfVI[a[aWe 5.2 4

101 oIsquareIarchaeonVItheIsmallestIeukaryoteIandItheIlargestIbacteriaXIEnvironmentalgMicrobiologyVI
2006VIfVI[dfaWe 5.2 1

100 TheIfuzzyIborderIbetweenIaIcellIandIanIorganelleXIEnvironmentalgMicrobiologyVI2006VIfVI]Zd]We 5.2 1

99 vouseIcleaningVIaIpartIofIgoodIhousekeepingXIMoleculargMicrobiologyVI2006VIcgVIcW[g 4.1 160
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98 —ewImetricsIforIcomparativeIgenomicsXICurrentgOpiniongingBiotechnologyVI2006VI[eVIbbZWe 11.4 26

97 OMwqSWRelatedIResearchIinISouthIomericaXIOMICSgAgJournalgofgIntegrativegBiologyVI2005VIgVI[W[ 3.8

96 qrystalIstructureIofItheIbacterialIYhcvIproteinIindicatesIaIroleIinIsialicIacidIcatabolismXIJournalgofg
BacteriologyVI2005VI[feVIcc]ZWe 3.5 20

95
rimericIdUTâasesVIvissVIandIMazuIbelongItoIaInewIsuperfamilyIofIallWalphaI—TâI
pyrophosphohydrolasesIwithIpotentialILhouseWcleaningLIfunctionsXIJournalgofgMoleculargBiologyVI
2005VIabeVI]baWcc

6.5 69

94 TheIMolecularIpiologyIratabaseIqollectionhI]ZZcIupdateXINucleicgAcidsgResearchVI2005VIaaVIrcW]b 20.1 62

93 zifeIisInotIdefinedIjustIinIbaseIpairsXIEnvironmentalgMicrobiologyVI2005VIeVI[bgWc] 5.2 3

92 OnItheIbottomIofItheIdeepIblueIseaXIEnvironmentalgMicrobiologyVI2005VIeVIbcaWf 5.2 2

91 TheIvibrioIthatIshedsIlightXIEnvironmentalgMicrobiologyVI2005VIeVIeceWdZ 5.2 3

90 ToIfinishIorInotItoIfinishmXIEnvironmentalgMicrobiologyVI2005VIeVI[Zd[Wb 5.2 1

89 TheIsecretIofIbeingIcoolXIEnvironmentalgMicrobiologyVI2005VIeVI[bggWcZb 5.2 2

88 MoreIcoolInewsIfromImarineIbacteriaXIEnvironmentalgMicrobiologyVI2005VIeVI[fdbWe 5.2 2

87 qWdiWuMâhItheIdawningIofIaInovelIbacterialIsignallingIsystemXIMoleculargMicrobiologyVI2005VIceVId]gWag 4.1 525

86 oIcensusIofImembraneWboundIandIintracellularIsignalItransductionIproteinsIinIbacteriahIbacterialI
wüVIextrovertsIandIintrovertsXIBMCgMicrobiologyVI2005VIcVIac 4.5 345

85 tunctionalIanalysisIofIconservedIpolarIresiduesIinIVcW—harVI—aUYvUIantiporterIofIVibrioIcholeraeXI
JournalgofgBiologicalgChemistryVI2005VI]fZVIagdaeWba 5.4 18

84 OMwqSWRelatedIResearchIinIzatinIomericaXIOMICSgAgJournalgofgIntegrativegBiologyVI2005VIgVI[]gW[]g 3.8

83
ulobalIprofilingIofIShewanellaIoneidensisIMRW[hIexpressionIofIhypotheticalIgenesIandIimprovedI
functionalIannotationsXIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofg
AmericaVI2005VI[Z]VI]ZggW[Zb

11.5 106

82 SequenceIanalysisIandIcharacterizationIofIaInovelIfibronectinWbindingIrepeatIdomainIfromItheI
surfaceIofIStreptococcusIpneumoniaeXIOMICSgAgJournalgofgIntegrativegBiologyVI2004VIfVIab[Wcd 3.8 23

81
uenomeIsequenceIofItheIdeepWseaIgammaWproteobacteriumIwdiomarinaIloihiensisIrevealsIaminoI
acidIfermentationIasIaIsourceIofIcarbonIandIenergyXIProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaVI2004VI[Z[VI[fZadWb[

11.5 110

(2004-2006)
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80 wnISilicoIMetabolicIModelIandIâroteinIsxpressionIofIvaemophilusIinfluenzaeIStrainIRdIyW]ZIinIRichI
MediumXIOMICSgAgJournalgofgIntegrativegBiologyVI2004VIfVI]cWb[ 3.8 35

79 QqonservedIhypotheticalQIproteinshIprioritizationIofItargetsIforIexperimentalIstudyXINucleicgAcidsg
ResearchVI2004VIa]VIcbc]Wda 20.1 279

78 SaltIinItheIwoundhIaIpossibleIroleIofI—aUIgradientIinIchlamydialIinfectionXIJournalgofgMolecularg
MicrobiologygandgBiotechnologyVI2004VIfVI[Wd 0.9 17

77 ollIbugsVIbigIandIsmallXIEnvironmentalgMicrobiologyVI2004VIdVIbacWe 5.2 3

76 pacterialIsignalItransductionInetworkIinIaIgenomicIperspectiveXIEnvironmentalgMicrobiologyVI2004VI
dVIcc]Wde 5.2 275

75 MetagenomicshIfromIacidImineItoIshiningIseaXIEnvironmentalgMicrobiologyVI2004VIdVIcbaWc 5.2 22

74 zookingIatIbigIbrothersIforIcluesXIEnvironmentalgMicrobiologyVI2004VIdVIedeWf 5.2

73 TheIbugsIthatIcameIinIfromItheIcoldXIEnvironmentalgMicrobiologyVI2004VIdVI[ZZ[Wb 5.2 1

72 uenomesIbackWtoWbackhIwhenIsequencingIraceIisIaIgoodIthingXIEnvironmentalgMicrobiologyVI2004VIdVI[]ZcWg5.2 1

71 TheIâo[bIdomainVIaIconservedIallWbetaIdomainIinIbacterialItoxinsVIenzymesVIadhesinsIandIsignalingI
moleculesXITrendsgingBiochemicalgSciencesVI2004VI]gVIaacWg 10.3 79

70 wdentificationIandIfunctionalIanalysisIofIQhypotheticalQIgenesIexpressedIinIvaemophilusIinfluenzaeXI
NucleicgAcidsgResearchVI2004VIa]VI]acaWd[ 20.1 64

69 TheIMolecularIpiologyIratabaseIqollectionhI]ZZbIupdateXINucleicgAcidsgResearchVI2004VIa]VIraW]] 20.1 52

68
TheIcrystalIstructureIofIaIcomplexIofIqampylobacterIjejuniIdUTâaseIwithIsubstrateIanalogueIshedsI
lightIonItheImechanismIandIsuggestsItheILbasicImoduleLIforIdimericIdRqYUSTâasesXIJournalgofg
MoleculargBiologyVI2004VIab]VI[cfaWge

6.5 51

67 TheIrxrxruImotifIforIcalciumIbindinghImultipleIstructuralIcontextsIandIimplicationsIforIevolutionXI
JournalgofgMoleculargBiologyVI2004VIabaVIge[Wfb 6.5 100

66 qommonIextracellularIsensoryIdomainsIinItransmembraneIreceptorsIforIdiverseIsignalItransductionI
pathwaysIinIbacteriaIandIarchaeaXIJournalgofgBacteriologyVI2003VI[fcVI]fcWgb 3.5 112

65 wnitialIproteomeIanalysisIofImodelImicroorganismIvaemophilusIinfluenzaeIstrainIRdIyW]ZXIJournalg
ofgBacteriologyVI2003VI[fcVIbcgaWdZ] 3.5 60

64 omidaseIdomainsIfromIbacterialIandIphageIautolysinsIdefineIaIfamilyIofI
gammaWrVzWglutamateWspecificIamidohydrolasesXITrendsgingBiochemicalgSciencesVI2003VI]fVI]aZWb 10.3 129

63 SurvivalIofItheIfittestIbeforeItheIbeginningIofIlifehIselectionIofItheIfirstIoligonucleotideWlikeI
polymersIbyIUVIlightXIBMCgEvolutionarygBiologyVI2003VIaVI[] 3 55
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62
olgorithmsIforIcomputingIparsimoniousIevolutionaryIscenariosIforIgenomeIevolutionVItheIlastI
universalIcommonIancestorIandIdominanceIofIhorizontalIgeneItransferIinItheIevolutionIofI
prokaryotesXIBMCgEvolutionarygBiologyVI2003VIaVI]

3 271

61 onIextracellularIcalciumWbindingIdomainIinIbacteriaIwithIaIdistantIrelationshipItoIstWhandsXIFEMSg
MicrobiologygLettersVI2003VI]][VI[ZaW[Z 2.9 33

60 onIintegratedIanalysisIofItheIgenomeIofItheIhyperthermophilicIarchaeonIâyrococcusIabyssiXI
MoleculargMicrobiologyVI2003VIbeVI[bgcWc[] 4.1 158

59
onalysisIofIstructureIandIfunctionIofIputativeIsurfaceWexposedIproteinsIencodedIinItheI
StreptococcusIpneumoniaeIgenomehIaIbioinformaticsWbasedIapproachItoIvaccineIandIdrugIdesignXI
CriticalgReviewsgingBiochemistrygandgMoleculargBiologyVI2003VIafVI[baWdf

8.7 44

58 StructuralIdiversityIofIcalciumWbindingIproteinsIinIbacteriahIsingleWhandedIstWhandsmXITrendsging
MicrobiologyVI2003VI[[VI]gcWe 12.4 24

57
uenomeIsequenceIofItheIcyanobacteriumIârochlorococcusImarinusISS[]ZVIaInearlyIminimalI
oxyphototrophicIgenomeXIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofg
AmericaVI2003VI[ZZVI[ZZ]ZWc

11.5 390

56 sxperimentalIverificationIofIaIsequenceWbasedIpredictionhItR[StRZSWtypeIoTâaseIofIVibrioIcholeraeI
transportsIprotonsVInotI—aRUSIionsXIJournalgofgBacteriologyVI2003VI[fcVIdebWf 3.5 24

55
âhylogenomicIanalysisIofItheIuiardiaIintestinalisItranscarboxylaseIrevealsImultipleIinstancesIofI
domainIfusionIandIfissionIinItheIevolutionIofIbiotinWdependentIenzymesXIJournalgofgMolecularg
MicrobiologygandgBiotechnologyVI2003VIcVI[e]Wfg

0.9 15

54 SequenceIâ��IsvolutionIâ��ItunctionI2003VI 103

53 svolutionIofIqentralIMetabolicIâathwayshITheIâlaygroundIofI—onWorthologousIueneIrisplacementI
2003VI]gcWacc 2

52 MoSs[IandIMoSs]hItwoInovelIintegralImembraneIsensoryIdomainsXIJournalgofgMolecularg
MicrobiologygandgBiotechnologyVI2003VIcVI[[Wd 0.9 55

51 uenomeIonnotationIandIonalysisI2003VI[gaW]]d 6

50 SequenceIconservationIinItheIchagasinIfamilyIsuggestsIaIcommonItrendIinIcysteineIproteinaseI
bindingIbyIunrelatedIproteinIinhibitorsXIProteingScienceVI2002VI[[VI[ge[We 6.3 42

49 oInovelItypeIofIconservedIr—oWbindingIdomainIinItheItranscriptionalIregulatorsIofItheI
olgRYogroYzytRIfamilyXINucleicgAcidsgResearchVI2002VIaZVI]bcaWg 20.1 143

48 wndependentIevolutionIofIheavyImetalWassociatedIdomainsIinIcopperIchaperonesIandI
copperWtransportingIatpasesXIJournalgofgMoleculargEvolutionVI2001VIcaVId]]Waa 3.1 26

47 qonservedIcoreIstructureIandIactiveIsiteIresiduesIinIalkalineIphosphataseIsuperfamilyIenzymesXI
Proteins:gStructurevgFunctiongandgBioinformaticsVI2001VIbcVIa[fW]b 4.2 103

46 qonservedIQhypotheticalQIproteinshInewIhintsIandInewIpuzzlesXIComparativegandgFunctionalg
GenomicsVI2001VI]VI[bWf 49

45 —ovelIdomainsIofItheIprokaryoticItwoWcomponentIsignalItransductionIsystemsXIFEMSgMicrobiologyg
LettersVI2001VI]ZaVI[[W][ 2.9 550

(2001-2003)
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44 qorrigendumItoIˆ¢mm—ovelIdomainsIofItheIprokaryoticItwoWcomponentIsignalItransductionI
systemsˆ¢mmXIFEMSgMicrobiologygLettersVI2001VI]ZbVI][aW][b 2.9 10

43 MvYTVIaInewIintegralImembraneIsensorIdomainXIFEMSgMicrobiologygLettersVI2001VI]ZcVI[eW]a 2.9 56

42 TheIqOuIdatabasehInewIdevelopmentsIinIphylogeneticIclassificationIofIproteinsIfromIcompleteI
genomesXINucleicgAcidsgResearchVI2001VI]gVI]]Wf 20.1 1433

41 qomparativeIgenomeIanalysisXIMethodsgofgBiochemicalgAnalysisVI2001VIbaVIacgWg] 8

40 SodiumIionIcycleIinIbacterialIpathogenshIevidenceIfromIcrossWgenomeIcomparisonsXIMicrobiologyg
andgMoleculargBiologygReviewsVI2001VIdcVIacaWeZVItableIofIcontents 13.2 187

39
TheIsynthetaseIdomainsIofIcobalaminIbiosynthesisIamidotransferasesIcobpIandIcobüIbelongItoIaI
newIfamilyIofIoTâWdependentIamidoligasesVIrelatedItoIdethiobiotinIsynthetaseXIProteins:gStructurevg
FunctiongandgBioinformaticsVI2000VIb[VI]afWbe

4.2 22

38 WhoQsIyourIneighbormI—ewIcomputationalIapproachesIforIfunctionalIgenomicsXINatureg
BiotechnologyVI2000VI[fVIdZgW[a 44.5 275

37 oldolasesIofItheIrhnoIfamilyhIaIpossibleIsolutionItoItheIproblemIofIpentoseIandIhexoseI
biosynthesisIinIarchaeaXIFEMSgMicrobiologygLettersVI2000VI[faVI]cgWdb 2.9 35

36 qopperIchaperonesIinIbacteriahIassociationIwithIcopperWtransportingIoTâasesXITrendsging
BiochemicalgSciencesVI2000VI]cVIbfZW[ 10.3 12

35 TowardsIunderstandingItheIfirstIgenomeIsequenceIofIaIcrenarchaeonIbyIgenomeIannotationIusingI
clustersIofIorthologousIgroupsIofIproteinsIRqOusSXIGenomegBiologyVI2000VI[VIRsSsoRqvZZZg 18.3 75

34
ocetylWqooIsynthetaseIfromItheIamitochondriateIeukaryoteIuiardiaIlambliaIbelongsItoItheInewlyI
recognizedIsuperfamilyIofIacylWqooIsynthetasesIR—ucleosideIdiphosphateWformingSXIJournalgofg
BiologicalgChemistryVI2000VI]ecVIcegbWfZa

5.4 85

33 TheIqOuIdatabasehIaItoolIforIgenomeWscaleIanalysisIofIproteinIfunctionsIandIevolutionXINucleicg
AcidsgResearchVI2000VI]fVIaaWd 20.1 2692

32 UsingItheIqOuIdatabaseItoIimproveIgeneIrecognitionIinIcompleteIgenomesXIGeneticaVI2000VI[ZfVIgW[e 1.5 61

31 SearchingIforIdrugItargetsIinImicrobialIgenomesXICurrentgOpiniongingBiotechnologyVI1999VI[ZVIce[Wf 11.4 125

30 tunctionalIgenomicsIandIenzymeIevolutionXIvomologousIandIanalogousIenzymesIencodedIinI
microbialIgenomesXIGeneticaVI1999VI[ZdVI[cgWeZ 1.5 54

29 TowardsIoutomatedIâredictionIofIâroteinItunctionIfromIMicrobialIuenomicISequencesXIMethodsging
MicrobiologyVI1999VI]bcW]da 2.8 4

28 oIspecializedIversionIofItheIvrIhydrolaseIdomainIimplicatedIinIsignalItransductionXIJournalgofg
MoleculargMicrobiologygandgBiotechnologyVI1999VI[VIaZaWc 0.9 73

27 qomparativeIuenomicsIofItheIorchaeaIRsuryarchaeotaShIsvolutionIofIqonservedIâroteinItamiliesVI
theIStableIqoreVIandItheIVariableIShellXIGenomegResearchVI1999VIgVIdZfWd]f 9.7 119
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26 qomparativeIgenomicsIofItheIorchaeaIRsuryarchaeotaShIevolutionIofIconservedIproteinIfamiliesVItheI
stableIcoreVIandItheIvariableIshellXIGenomegResearchVI1999VIgVIdZfW]f 9.7 189

25 UsingImetabolicIpathwayIdatabasesIforIfunctionalIannotationXITrendsgingGeneticsVI1998VI[bVIaa]Wa 8.5 17

24 TheIcatalyticIdomainIofItheIâWtypeIoTâaseIhasItheIhaloacidIdehalogenaseIfoldXITrendsging
BiochemicalgSciencesVI1998VI]aVI[]eWg 10.3 240

23 oIsuperfamilyIofImetalloenzymesIunifiesIphosphopentomutaseIandIcofactorWindependentI
phosphoglycerateImutaseIwithIalkalineIphosphatasesIandIsulfatasesXIProteingScienceVI1998VIeVI[f]gWac 6.3 134

22 peyondIcompleteIgenomeshIfromIsequenceItoIstructureIandIfunctionXICurrentgOpiniongingStructuralg
BiologyVI1998VIfVIaccWda 8.1 140

21 âurificationVIcloningVIandIexpressionIofIanIapyraseIfromItheIbedIbugIqimexIlectulariusXIoInewItypeI
ofInucleotideWbindingIenzymeXIJournalgofgBiologicalgChemistryVI1998VI]eaVIaZcfaWgZ 5.4 113

20 onalogousIenzymeshIindependentIinventionsIinIenzymeIevolutionXIGenomegResearchVI1998VIfVIeegWgZ 9.7 204

19 uenomeIanalysisIusingIclustersIofIorthologousIgroupsIRqOusSI1998VI 1

18 SourcesIofIsystematicIerrorIinIfunctionalIannotationIofIgenomeshIdomainIrearrangementVI
nonWorthologousIgeneIdisplacementIandIoperonIdisruptionXIIngSilicogBiologyVI1998VI[VIccWde 2 107

17 ârokaryoticIgenomeshItheIemergingIparadigmIofIgenomeWbasedImicrobiologyXICurrentgOpinionging
GeneticsgandgDevelopmentVI1997VIeVIeceWda 4.9 122

16 SequenceIanalysisIofIanIexceptionallyIconservedIoperonIsuggestsIenzymesIforIaInewIlinkIbetweenI
histidineIandIpurineIbiosynthesisXIMoleculargMicrobiologyVI1997VI]bVIbbaWc 4.1 34

15 qomparisonIofIarchaealIandIbacterialIgenomeshIcomputerIanalysisIofIproteinIsequencesIpredictsI
novelIfunctionsIandIsuggestsIaIchimericIoriginIforItheIarchaeaXIMoleculargMicrobiologyVI1997VI]cVId[gWae 4.1 271

14 oIdiverseIsuperfamilyIofIenzymesIwithIoTâWdependentIcarboxylateWamineYthiolIligaseIactivityXI
ProteingScienceVI1997VIdVI]dagWba 6.3 213

13 MultipleIglucanWbindingIproteinsIofIStreptococcusIsobrinusXIJournalgofgBacteriologyVI1996VI[efVI[ce]We 3.5 29

12 qhemiluminescentIdetectionIofIdextranIboundItoIstreptococcalIglucanWbindingIlectinXIAnalyticalg
BiochemistryVI1995VI]]cVI[fcWe 3.1 6

11 qhelatingIagentsIinhibitIactivityIandIpreventIexpressionIofIstreptococcalIglucanWbindingIlectinsXI
InfectiongandgImmunityVI1992VIdZVIafZeW[a 3.7 27

10 SubspeciesWspecificIhaemagglutinationIpatternsIofIfimbriatedIpacillusIthuringiensisIsporesXIFEMSg
MicrobiologygLettersVI1991VIdgVI[Wb 2.9 1

9 sffectIofIultrasoundIonIadhesivenessIofsscherichiaIcoliXIBulletingofgExperimentalgBiologygandg
MedicineVI1983VIgcVIdbdWdbg 0.8

(1983-1999)
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8 UtilizationIofIenergyIstoredIinItheIformIofI—aUIandIyUIionIgradientsIbyIbacterialIcellsXIFEBSgJournalVI
1983VI[abVIabcWg 48

7 deltaImuIvUIisIrequiredIforIflagellarIgrowthIinIsscherichiaIcoliXIFEBSgLettersVI1982VI[baVIa[gW]] 3.8 18

6 MosheIpenzimanIandItheIriscoveryIofIqyclicIriWuMâgW]a 2

5 qomparingIMicrobialIuenomeshIvowItheIueneISetIreterminesItheIzifestyleg[W[Zf 3

4 TheIpacterialIandIViralIqomplexityIofIâostinfectiousIvydrocephalusIinIUganda 1

3 qomparativeIanalysisIofIactiveIsitesIinIâWloopInucleosideItriphosphatasesIsuggestsIanIancestralI
activationImechanism 3

2 UbiquityIofIqyclicIriWuMâIâathwayshIaIpioinformaticIonalysis]bWad

1 MycobacterialIqarrIdefinesIaInovelImechanismIofIresponseItoIstarvationIstress 1
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