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inITrichodermaIreeseiIfflutVo]YWINewfBiotechnologyUI2013UI]YUIZd]VeZ 6.4 13

200 xifeIinItheIdarkfImetagenomicIevidenceIthatIaImicrobialIslimeIcommunityIisIdrivenIbyIinorganicI
nitrogenImetabolismWIISMEfJournalUI2013UIcUIZ[[cV]b 11.9 40

199 yaintenanceIofIessentialIaminoIacidIsynthesisIpathwaysIinItheInlattabacteriumIcuenotiIsymbiontI
ofIaIwoodVfeedingIcockroachWIBiologyfLettersUI2013UIeUI[YZ[ZZa] 3.6 33

198 qffectIofItannicIacidIonItheItranscriptomeIofItheIsoilIbacteriumI—seudomonasIprotegensI—fVaWI
AppliedfandfEnvironmentalfMicrobiologyUI2013UIceUI]Z_ZVa 4.8 14

197 tVzβIplaysIaIroleIinIexpressionIofImcinetobacterIbaumanniiIvirulenceIfeaturesWIInfectionfandf
ImmunityUI2013UIdZUI[ac_Vd] 3.7 71

196 qcooycfIfusingImodelIorganismIdatabasesIwithIsystemsIbiologyWINucleicfAcidsfResearchUI2013UI_ZUIpbYaVZ[20.1 436

195 TranscriptomicIandIbiochemicalIanalysesIidentifyIaIfamilyIofIchlorhexidineIeffluxIproteinsWI
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2013UIZZYUI[Y[a_Ve 11.5 110

194 βingleVstepIselectionIofIdrugIresistantImcinetobacterIbaylyiImp—ZImutantsIrevealsIaIfunctionalI
redundancyIinItheIrecruitmentIofImultidrugIeffluxIsystemsWIPLoSfONEUI2013UIdUIeabYeY 3.7 15

193 peadIendImetabolitesVVdefiningItheIknownIunknownsIofItheIqWIcoliImetabolicInetworkWIPLoSfONEUI
2013UIdUIeca[ZY 3.7 19

192 umpactIofIpzmIdamagingIagentsIonIgenomeVwideItranscriptionalIprofilesIinItwoImarineI
βynechococcusIspeciesWIFrontiersfinfMicrobiologyUI2013UI_UI[][ 5.7 12

191 TheIcompleteIgenomeIandIphenomeIofIaIcommunityVacquiredImcinetobacterIbaumanniiWIPLoSfONEUI
2013UIdUIeadb[d 3.7 61

190
βequencesIofItwoIrelatedImultipleIantibioticIresistanceIvirulenceIplasmidsIsharingIaIuniqueI
uβ[bVrelatedImolecularIsignatureIisolatedIfromIdifferentIqscherichiaIcoliIpathotypesIfromIdifferentI
hostsWIPLoSfONEUI2013UIdUIecddb[

3.7 37

189 mnalysisIofItwoImarineImetagenomesIrevealsItheIdiversityIofIplasmidsIinIoceanicIenvironmentsWI
EnvironmentalfMicrobiologyUI2012UIZ_UI_a]Vbb 5.2 32

188 senomicIanalysisIrevealsImultipleI[rere]IhydrogenasesIandIhydrogenIsensorsIencodedIbyI
treponemesIfromItheItQ[RVrichItermiteIgutWIMicrobialfEcologyUI2012UIb]UI[d[Ve_ 4.4 19

187 fflesolvingIlowVexpressionIcellIsurfaceIantigensIbyItimeVgatedIorthogonalIscanningIautomatedI
microscopyWIAnalyticalfChemistryUI2012UId_UIebc_Vd 7.8 13

186 oomparativeIgenomicsIofIplantVassociatedI—seudomonasIsppWfIinsightsIintoIdiversityIandI
inheritanceIofItraitsIinvolvedIinImultitrophicIinteractionsWIPLoSfGeneticsUI2012UIdUIeZYY[cd_ 6 432

185 seneticIidentificationIofIaIhighVaffinityIziItransporterIandItheItranscriptionalIresponseItoIziI
deprivationIinIβynechococcusIspWIstrainIWtdZY[WIAppliedfandfEnvironmentalfMicrobiologyUI2012UIcdUIcd[[V][4.8 18

(2012-2013)
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184 pqlZac]IoarryingIblauy—V_UIfromIβydneyUImustraliaUIisIcloselyIrelatedItoIotherIuncxXyIplasmidsWI
AntimicrobialfAgentsfandfChemotherapyUI2012UIabUIbY[eV][ 5.9 55

183 unfluenceIofInutrientsIandIcurrentsIonItheIgenomicIcompositionIofImicrobesIacrossIanIupwellingI
mosaicWIISMEfJournalUI2012UIbUIZ_Y]VZ_ 11.9 87

182 pvuqZ]cIcarryingIblaoTXVyVb[IisIcloselyIrelatedItoIp[cZmIcarryingIblazpyVZWIAntimicrobialfAgentsf
andfChemotherapyUI2012UIabUI[ZbbVd 5.9 25

181 TheIeffectIofIironIlimitationIonItheItranscriptomeIandIproteomeIofI—seudomonasIfluorescensI—fVaWI
PLoSfONEUI2012UIcUIe]eZ]e 3.7 50

180
pevelopmentIofIaIhighVthroughputIcloningIstrategyIforIcharacterizationIofImcinetobacterI
baumanniiIdrugItransporterIproteinsWIJournalfoffMolecularfMicrobiologyfandfBiotechnologyUI2011UI
[YUI[ZZVe

0.9 7

179 oomparativeIgenomicIanalysisIofItheIthermophilicIbiomassVdegradingIfungiIyyceliophthoraI
thermophilaIandIThielaviaIterrestrisWINaturefBiotechnologyUI2011UI[eUIe[[Vc 44.5 324

178 orystalIstructureIofIanIintegronIgeneIcassetteVassociatedIproteinIfromIVibrioIcholeraeIidentifiesIaI
cationicIdrugVbindingImoduleWIPLoSfONEUI2011UIbUIeZbe]_ 3.7 9

177 senomeIofIalkaliphilicInacillusIpseudofirmusI’r_IrevealsIadaptationsIthatIsupportItheIabilityItoI
growIinIanIexternalIptIrangeIfromIcWaItoIZZW_WIEnvironmentalfMicrobiologyUI2011UIZ]UI][deV]Ye 5.2 63

176 mdherenceIandImotilityIcharacteristicsIofIclinicalImcinetobacterIbaumanniiIisolatesWIFEMSf
MicrobiologyfLettersUI2011UI][]UI__VaZ 2.9 110

175 unvestigationIofItheIhumanIpathogenImcinetobacterIbaumanniiIunderIironIlimitingIconditionsWIBMCf
GenomicsUI2011UIZ[UIZ[b 4.5 146

174 βtructuralIandIfunctionalIanalysisIofItheItypeIuuuIsecretionIsystemIfromI—seudomonasIfluorescensI
QdrZVebWIJournalfoffBacteriologyUI2011UIZe]UIZccVde 3.5 43

173 nacterialIsubfamilyIofIxuxfflIregulatorsIthatIrespondItoIplantIcompoundsWIAppliedfandf
EnvironmentalfMicrobiologyUI2011UIccUI_aceVdd 4.8 63

172 TheIyrβIeffluxIproteinsIofIgramVpositiveIandIgramVnegativeIbacteriaWIAdvancesfinfEnzymologyfandf
RelatedfAreasfoffMolecularfBiologyUI2011UIccUIZ_cVbb 10

171 senomeIsequenceIofIVibrioIrotiferianusIstrainIpmTc[[WIJournalfoffBacteriologyUI2011UIZe]UI]]dZV[ 3.5 13

170 oompleteIsequenceIofIpvuqZ_]UIaIpirVtypeIplasmidIcarryingIuβqcpZVblaoTXVyVZaIfromIanIqscherichiaI
coliIβTZ]ZIisolateWIAntimicrobialfAgentsfandfChemotherapyUI2011UIaaUIae]]Va 5.9 37

169 fflolesIofIptm[IfamilyItransportersIinIdrugIresistanceIandIironIhomeostasisIinImcinetobacterIsppWI
JournalfoffMolecularfMicrobiologyfandfBiotechnologyUI2011UI[YUIZZbV[_ 0.9 26

168 senomeIsequencesIofItheIbiotechnologicallyIimportantInacillusImegateriumIstrainsIQyInZaaZIandI
pβy]ZeWIJournalfoffBacteriologyUI2011UIZe]UI_ZeeV[Z] 3.5 128

167 qcooycfIaIcomprehensiveIdatabaseIofIqscherichiaIcoliIbiologyWINucleicfAcidsfResearchUI2011UI]eUIpad]VeY 20.1 362
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166 zicheIofIharmfulIalgaImureococcusIanophagefferensIrevealedIthroughIecogenomicsWIProceedingsfoff
thefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2011UIZYdUI_]a[Vc 11.5 205

165 βelectionIinIcoastalIβynechococcusIQcyanobacteriaRIpopulationsIevaluatedIfromIenvironmentalI
metagenomesWIPLoSfONEUI2011UIbUIe[_[_e 3.7 15

164 —trmIisIrequiredIforIcoordinateIregulationIofIgeneIexpressionIduringIphosphateIstressIinIaImarineI
βynechococcusWIISMEfJournalUI2010UI_UIeYdV[Z 11.9 34

163 unactivationIofItheIsacmIresponseIregulatorIinI—seudomonasIfluorescensI—fVaIhasIfarVreachingI
transcriptomicIconsequencesWIEnvironmentalfMicrobiologyUI2010UIZ[UIdeeVeZa 5.2 118

162 oompleteIgenomeIsequenceIofItheImultiresistantItaxonomicIoutlierI—seudomonasIaeruginosaI—mcWI
PLoSfONEUI2010UIaUIedd_[ 3.7 176

161 —athwayIToolsIversionIZ]WYfIintegratedIsoftwareIforIpathwayXgenomeIinformaticsIandIsystemsI
biologyWIBriefingsfinfBioinformaticsUI2010UIZZUI_YVce 13.4 378

160 oomputationalIpredictionIofItheIosmoregulationInetworkIinIβynechococcusIspWIWtdZY[WIBMCf
GenomicsUI2010UIZZUI[eZ 4.5 12

159 TransportUIβoluteI2009UIa[eVa__ 0

158 senomeIdegradationIinInrucellaIovisIcorrespondsIwithInarrowingIofIitsIhostIrangeIandItissueI
tropismWIPLoSfONEUI2009UI_UIeaaZe 3.7 84

157 qcologicalIgenomicsIofImarineIpicocyanobacteriaWIMicrobiologyfandfMolecularfBiologyfReviewsUI2009
UIc]UI[_eVee 13.2 499

156 qcooycfIaIcomprehensiveIviewIofIqscherichiaIcoliIbiologyWINucleicfAcidsfResearchUI2009UI]cUIp_b_VcY 20.1 288

155 βtatisticalIanalysisIofImicroarrayIdataIwithIreplicatedIspotsfIaIcaseIstudyIwithIsynechococcusI
WtdZY[WIComparativefandfFunctionalfGenomicsUI2009UIeaYZcZ 3

154
ooastalIstrainsIofImarineIβynechococcusIspeciesIexhibitIincreasedItoleranceItoIcopperIshockIandIaI
distinctiveItranscriptionalIresponseIrelativeItoIthoseIofIopenVoceanIstrainsWIAppliedfandf
EnvironmentalfMicrobiologyUI2009UIcaUIaY_cVac

4.8 53

153 senomeIsequencesIofIthreeIagrobacteriumIbiovarsIhelpIelucidateItheIevolutionIofI
multichromosomeIgenomesIinIbacteriaWIJournalfoffBacteriologyUI2009UIZeZUI[aYZVZZ 3.5 184

152 senomeIsequenceIofImzotobacterIvinelandiiUIanIobligateIaerobeIspecializedItoIsupportIdiverseI
anaerobicImetabolicIprocessesWIJournalfoffBacteriologyUI2009UIZeZUI_a]_V_a 3.5 202

151 yobileIgeneticIelementsIinItheIgenomeIofItheIbeneficialIrhizobacteriumI—seudomonasIfluorescensI
—fVaWIBMCfMicrobiologyUI2009UIeUId 4.5 72

150 yicroarrayIanalysisIofIphosphateIregulationIinItheImarineIcyanobacteriumIβynechococcusIspWI
WtdZY[WIISMEfJournalUI2009UI]UId]aV_e 11.9 97

149 ooastalIβynechococcusImetagenomeIrevealsImajorIrolesIforIhorizontalIgeneItransferIandIplasmidsI
inIpopulationIdiversityWIEnvironmentalfMicrobiologyUI2009UIZZUI]_eVae 5.2 77

(2009-2011)
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148 WholeVgenomeImicroarrayIanalysesIofIβynechococcusVVibrioIinteractionsWIEnvironmentalf
MicrobiologyUI2009UIZZUI[bedVcYe 5.2 34

147 sreenIevolutionIandIdynamicIadaptationsIrevealedIbyIgenomesIofItheImarineIpicoeukaryotesI
yicromonasWIScienceUI2009UI][_UI[bdVc[ 33.3 503

146 ThreeIgenomesIfromItheIphylumImcidobacteriaIprovideIinsightIintoItheIlifestylesIofItheseI
microorganismsIinIsoilsWIAppliedfandfEnvironmentalfMicrobiologyUI2009UIcaUI[Y_bVab 4.8 590

145 TheI[YYdIupdateIofItheImspergillusInidulansIgenomeIannotationfIaIcommunityIeffortWIFungalf
GeneticsfandfBiologyUI2009UI_bIβupplIZUIβ[VZ] 3.9 82

144 oomparativeIgenomicsIofItheIneglectedIhumanImalariaIparasiteI—lasmodiumIvivaxWINatureUI2008UI
_aaUIcacVb] 50.4 633

143 UnravelingItheIgenomicImosaicIofIaIubiquitousIgenusIofImarineIcyanobacteriaWIGenomefBiologyUI
2008UIeUIffleY 18.3 242

142
senomeIanalysisIofItheIproteorhodopsinVcontainingImarineIbacteriumI—olaribacterIspWIyqpZa[I
QrlavobacteriaRWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI
2008UIZYaUIdc[_Ve

11.5 195

141 mnnotationVbasedIinferenceIofItransporterIfunctionWIBioinformaticsUI2008UI[_UIi[aeVbc 7.2 28

140 senomeIofItheIepsilonproteobacterialIchemolithoautotrophIβulfurimonasIdenitrificansWIAppliedf
andfEnvironmentalfMicrobiologyUI2008UIc_UIZZ_aVab 4.8 191

139 tighVthroughputIphenotypicIcharacterizationIofI—seudomonasIaeruginosaImembraneItransportI
genesWIPLoSfGeneticsUI2008UI_UIeZYYY[ZZ 6 42

138 fflammIconfersImultidrugIresistanceIinIβalmonellaIentericaIviaIincreasedIexpressionIofIacrnUIwhichIisI
inhibitedIbyIchlorpromazineWIAntimicrobialfAgentsfandfChemotherapyUI2008UIa[UI]bY_VZZ 5.9 94

137 senomeIsequenceIofImedesIaegyptiUIaImajorIarbovirusIvectorWIScienceUI2007UI]ZbUIZcZdV[] 33.3 867

136 senomeIsequenceIandIidentificationIofIcandidateIvaccineIantigensIfromItheIanimalIpathogenI
pichelobacterInodosusWINaturefBiotechnologyUI2007UI[aUIabeVca 44.5 58

135 TheIohlamydomonasIgenomeIrevealsItheIevolutionIofIkeyIanimalIandIplantIfunctionsWIScienceUI2007
UI]ZdUI[_aVaY 33.3 1969

134
TheItinyIeukaryoteI’streococcusIprovidesIgenomicIinsightsIintoItheIparadoxIofIplanktonI
speciationWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2007UI
ZY_UIccYaVZY

11.5 482

133 senomeIsequenceIofInabesiaIbovisIandIcomparativeIanalysisIofIapicomplexanIhemoprotozoaWIPLoSf
PathogensUI2007UI]UIZ_YZVZ] 7.6 279

132 TransportpnfIaIcomprehensiveIdatabaseIresourceIforIcytoplasmicImembraneItransportIsystemsI
andIouterImembraneIchannelsWINucleicfAcidsfResearchUI2007UI]aUIp[c_Ve 20.1 296

131 qcologicalIgenomicsIofImarineIffloseobactersWIAppliedfandfEnvironmentalfMicrobiologyUI2007UIc]UI_aaeVbe4.8 269
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130 yultidimensionalIannotationIofItheIqscherichiaIcoliIwVZ[IgenomeWINucleicfAcidsfResearchUI2007UI]aUIcaccVeY20.1 151

129
oontributionIofItargetIgeneImutationsIandIeffluxItoIdecreasedIsusceptibilityIofIβalmonellaI
entericaIserovarItyphimuriumItoIfluoroquinolonesIandIotherIantimicrobialsWIAntimicrobialfAgentsf
andfChemotherapyUI2007UIaZUIa]aV_[

5.9 106

128 xargeVscaleIcomparativeIgenomicIanalysesIofIcytoplasmicImembraneItransportIsystemsIinI
prokaryotesWIJournalfoffMolecularfMicrobiologyfandfBiotechnologyUI2007UIZ[UIZbaVce 0.9 56

127 TheIsenomicIβequenceIofI—seudomonasIfluorescensI—fVafIunsightsIuntoIniologicalIoontrolWI
PhytopathologyUI2007UIecUI[]]Vd 3.8 98

126 praftIgenomeIsequenceIofItheIsexuallyItransmittedIpathogenITrichomonasIvaginalisWIScienceUI2007UI
]ZaUI[YcVZ[ 33.3 622

125 senomicsIofI—seudomonasIfluorescensI—fVaI2007UI]V]Y 3

124 yicrobialIdrugIeffluxIproteinsIofItheImajorIfacilitatorIsuperfamilyWICurrentfDrugfTargetsUI2006UIcUIce]VdZZ3 75

123 TheIgenomeIofIdeepVseaIventIchemolithoautotrophIThiomicrospiraIcrunogenaIXoxV[WIPLoSfBiologyUI
2006UI_UIe]d] 9.7 112

122 senomeIsequenceIofIβynechococcusIooe]ZZfIunsightsIintoIadaptationItoIaIcoastalIenvironmentWI
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2006UIZY]UIZ]aaaVe 11.5 200

121
vustIoneIcrossIappearsIcapableIofIdramaticallyIalteringItheIpopulationIbiologyIofIaIeukaryoticI
pathogenIlikeIToxoplasmaIgondiiWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedf
StatesfoffAmericaUI2006UIZY]UIZYaZ_VZYaZe

11.5 102

120 fflegulationIofItypeIuVIfimbrialIbiogenesisIinIpichelobacterInodosusWIJournalfoffBacteriologyUI2006UI
ZddUI_dYZVZZ 3.5 22

119 oomparativeIgenomicIevidenceIforIaIcloseIrelationshipIbetweenItheIdimorphicIprosthecateI
bacteriaItyphomonasIneptuniumIandIoaulobacterIcrescentusWIJournalfoffBacteriologyUI2006UIZddUIbd_ZVaY3.5 52

118 oommonIinheritanceIofIchromosomeIuaIassociatedIwithIclonalIexpansionIofIToxoplasmaIgondiiWI
GenomefResearchUI2006UIZbUIZZZeV[a 9.7 49

117 βkewedIgenomicIvariabilityIinIstrainsIofItheItoxigenicIbacterialIpathogenUIolostridiumIperfringensWI
GenomefResearchUI2006UIZbUIZY]ZV_Y 9.7 250

116 oomputationalIinferenceIandIexperimentalIvalidationIofItheInitrogenIassimilationIregulatoryI
networkIinIcyanobacteriumIβynechococcusIspWIWtIdZY[WINucleicfAcidsfResearchUI2006UI]_UIZYaYVba 20.1 54

115 qxopolysaccharideVassociatedIproteinIsortingIinIenvironmentalIorganismsfItheI—q—VoTqfflyXqpstI
systemWImpplicationIofIaInovelIphylogeneticIprofilingIheuristicWIBMCfBiologyUI2006UI_UI[e 7.3 65

114 mIhighIefficiencyIcloningIandIexpressionIsystemIforIproteomicIanalysisWIProteomicsUI2006UIbUI_Y]dV_b 4.8 4

113 oomparativeIanalysesIofIfundamentalIdifferencesIinImembraneItransportIcapabilitiesIinI
prokaryotesIandIeukaryotesWIPLoSfComputationalfBiologyUI2005UIZUIe[c 5 124

(2005-2007)
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112 senomeIsequenceIofITheileriaIparvaUIaIbovineIpathogenIthatItransformsIlymphocytesWIScienceUI
2005UI]YeUIZ]_Vc 33.3 259

111 oompositeIgenomeImapIandIrecombinationIparametersIderivedIfromIthreeIarchetypalIlineagesIofI
ToxoplasmaIgondiiWINucleicfAcidsfResearchUI2005UI]]UI[edYVe[ 20.1 133

110
unsightsIonIevolutionIofIvirulenceIandIresistanceIfromItheIcompleteIgenomeIanalysisIofIanIearlyI
methicillinVresistantIβtaphylococcusIaureusIstrainIandIaIbiofilmVproducingImethicillinVresistantI
βtaphylococcusIepidermidisIstrainWIJournalfoffBacteriologyUI2005UIZdcUI[_[bV]d

3.5 814

109 TheIergosterolIbiosynthesisIpathwayUItransporterIgenesUIandIazoleIresistanceIinImspergillusI
fumigatusWIMedicalfMycologyUI2005UI_]IβupplIZUIβ]Z]Ve 3.9 111

108 oloningUIexpressionUIandIpurificationIofInrucellaIsuisIouterImembraneIproteinsWIProteinfExpressionf
andfPurificationUI2005UI_YUIZ]_V_Z 2 6

107 qcooycfIaIcomprehensiveIdatabaseIresourceIforIqscherichiaIcoliWINucleicfAcidsfResearchUI2005UI]]UIp]]_Vc20.1 514

106 senomicIqffortsIWithIniodefenseI—athogensI2005UI_ZcV_]]

105 oompleteIgenomeIsequenceIofItheIplantIcommensalI—seudomonasIfluorescensI—fVaWINaturef
BiotechnologyUI2005UI[]UIdc]Vd 44.5 522

104 senomeIsequencingIandIanalysisIofImspergillusIoryzaeWINatureUI2005UI_]dUIZZacVbZ 50.4 962

103 senomicIsequenceIofItheIpathogenicIandIallergenicIfilamentousIfungusImspergillusIfumigatusWI
NatureUI2005UI_]dUIZZaZVb 50.4 1114

102 ffleciprocalIregulationIofIpyoluteorinIproductionIwithImembraneItransporterIgeneIexpressionIinI
—seudomonasIfluorescensI—fVaWIAppliedfandfEnvironmentalfMicrobiologyUI2005UIcZUIbeYYVe 4.8 30

101 udentificationIofIaIpichelobacterInodosusIferricIuptakeIregulatorIandIdeterminationIofIitsI
regulatoryItargetsWIJournalfoffBacteriologyUI2005UIZdcUI]bbVca 3.5 17

100 —hylogenomicsIofItheIreproductiveIparasiteIWolbachiaIpipientisIwyelfIaIstreamlinedIgenomeI
overrunIbyImobileIgeneticIelementsWIPLoSfBiologyUI2004UI[UIqbe 9.7 613

99 TransportpnfIaIrelationalIdatabaseIofIcellularImembraneItransportIsystemsWINucleicfAcidsfResearchUI
2004UI][UIp[d_Vd 20.1 157

98
oomparisonIofItheIgenomeIofItheIoralIpathogenITreponemaIdenticolaIwithIotherIspirocheteI
genomesWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2004UI
ZYZUIab_bVaZ

11.5 215

97 senomicIinsightsIintoImethanotrophyfItheIcompleteIgenomeIsequenceIofIyethylococcusI
capsulatusIQnathRWIPLoSfBiologyUI2004UI[UIe]Y] 9.7 236

96 TheIgenomeIsequenceIofItheIanaerobicUIsulfateVreducingIbacteriumIpesulfovibrioIvulgarisI
tildenboroughWINaturefBiotechnologyUI2004UI[[UIaa_Ve 44.5 477

95 senomeIsequenceIofIβilicibacterIpomeroyiIrevealsIadaptationsItoItheImarineIenvironmentWINatureUI
2004UI_][UIeZYV] 50.4 345
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94 xessonsIfromItheIgenomeIsequenceIofIzeurosporaIcrassafItracingItheIpathIfromIgenomicIblueprintI
toImulticellularIorganismWIMicrobiologyfandfMolecularfBiologyfReviewsUI2004UIbdUIZVZYd 13.2 492

93
WholeIgenomeIcomparisonsIofIserotypeI_bIandIZX[aIstrainsIofItheIfoodVborneIpathogenIxisteriaI
monocytogenesIrevealInewIinsightsIintoItheIcoreIgenomeIcomponentsIofIthisIspeciesWINucleicfAcidsf
ResearchUI2004UI][UI[]dbVea

20.1 404

92 qnvironmentalIgenomeIshotgunIsequencingIofItheIβargassoIβeaWIScienceUI2004UI]Y_UIbbVc_ 33.3 3231

91 oompleteIgenomeIsequenceIandIcomparativeIanalysisIofItheImetabolicallyIversatileI—seudomonasI
putidaIwT[__YWIEnvironmentalfMicrobiologyUI2003UIaUIb]YVb]Y 5.2 8

90 TheIgenomeIsequenceIofItheIfilamentousIfungusIzeurosporaIcrassaWINatureUI2003UI_[[UIdaeVbd 50.4 1323

89 TheIgenomeIofIaImotileImarineIβynechococcusWINatureUI2003UI_[_UIZY]cV_[ 50.4 534

88 oompleteIgenomeIsequenceIofItheIQVfeverIpathogenIooxiellaIburnetiiWIProceedingsfoffthefNationalf
AcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2003UIZYYUIa_aaVbY 11.5 428

87 yultidrugIeffluxIpumpsIandIresistancefIregulationIandIevolutionWICurrentfOpinionfinfMicrobiologyUI
2003UIbUI__bVaZ 7.9 167

86 ffloleIofImobileIpzmIinItheIevolutionIofIvancomycinVresistantIqnterococcusIfaecalisWIScienceUI2003UI
[eeUI[YcZV_ 33.3 725

85 TheIgenomeIsequenceIofInacillusIanthracisImmesIandIcomparisonItoIcloselyIrelatedIbacteriaWI
NatureUI2003UI_[]UIdZVb 50.4 692

84
TheIcompleteIgenomeIsequenceIofItheImrabidopsisIandItomatoIpathogenI—seudomonasIsyringaeI
pvWItomatoIpo]YYYWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI
2003UIZYYUIZYZdZVb

11.5 695

83 oompleteIgenomeIsequenceIofItheIbroadVhostVrangeIvibriophageIwV—_YfIcomparativeIgenomicsIofI
aIT_VrelatedIbacteriophageWIJournalfoffBacteriologyUI2003UIZdaUIa[[YV]] 3.5 194

82 ToxopnfIaccessingItheIToxoplasmaIgondiiIgenomeWINucleicfAcidsfResearchUI2003UI]ZUI[]_Vb 20.1 149

81 senomeIsequenceIofIohlamydophilaIcaviaeIQohlamydiaIpsittaciIs—uoRfIexaminingItheIroleIofI
nicheVspecificIgenesIinItheIevolutionIofItheIohlamydiaceaeWINucleicfAcidsfResearchUI2003UI]ZUI[Z]_V_c 20.1 233

80 oompleteIgenomeIsequenceIofItheIoralIpathogenicInacteriumIporphyromonasIgingivalisIstrainI
Wd]WIJournalfoffBacteriologyUI2003UIZdaUIaaeZVbYZ 3.5 321

79 senomeIofIseobacterIsulfurreducensfImetalIreductionIinIsubsurfaceIenvironmentsWIScienceUI2003UI
]Y[UIZebcVe 33.3 573

78 βugarImetabolismIbyInrucellaeWIVeterinaryfMicrobiologyUI2002UIeYUI[_eVbZ 3.3 35

77 oompleteIgenomeIsequenceIandIcomparativeIanalysisIofItheImetabolicallyIversatileI—seudomonasI
putidaIwT[__YWIEnvironmentalfMicrobiologyUI2002UI_UIceeVdYd 5.2 1069

(2002-2004)
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76 senomeIsequenceIofItheIhumanImalariaIparasiteI—lasmodiumIfalciparumWINatureUI2002UI_ZeUI_edVaZZ 50.4 3336

75 TheIgenomeIsequenceIofIβchizosaccharomycesIpombeWINatureUI2002UI_ZaUIdcZVdY 50.4 1281

74 senomeIsequenceIofItheIdissimilatoryImetalIionVreducingIbacteriumIβhewanellaIoneidensisWINaturef
BiotechnologyUI2002UI[YUIZZZdV[] 44.5 680

73
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