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k Paper IF Citations

220 óredictingItheIcapsidIarchitectureIofIphagesIfromImetagenomicIdataWWIComputationalVandVStructuralV
BiotechnologyVJournalUI2022UI_YUIe_ZVea_ 6.8 1

219 TheIStkSRITwoVqomponentISystemIwnfluencesIqolistinIResistanceIinIocinetobacterIbaumanniiWI
MicroorganismsUI2022UIZYUIgfc 4.9 0

218 óatientVderivedIxenograftIcultureVtransplantIsystemIforIinvestigationIofIhumanIbreastIcancerI
metastasisWICommunicationsVBiologyUI2021UIbUIZ_df 6.7 1

217 –icrogliaIdoInotIrestrictISoRSVqoVV_IreplicationIfollowingIinfectionIofItheIcentralInervousIsystemI
ofIyZfVhoqs_ItransgenicImiceI2021UI 2

216 óerspectiveIonItaxonomicIclassificationIofIuncultivatedIvirusesWICurrentVOpinionVinVVirologyUI2021UI
cZUI_YeV_Zc 7.5 5

215 –ultióhoTs_hIcodeIforIfunctionalIannotationIandIcomparisonIofIphageIgenomesWIGt:VGenesmV
GenomesmVGeneticsUI2021UIZZUI 3.2 3

214 uutI–icrobiotaIRepresentIaI–ajorIThermogenicIpiomassWIFunctionUI2021UI_UIzqabYZg 6.1 4

213 NoIsvidenceIynownIVirusesIólayIaIRoleIinItheIóathogenesisIofIénchocerciasisVossociatedIspilepsyWI
onIsxplorativeI–etagenomicIqaseVqontrolIStudyWIPathogensUI2021UIZYUI 4.5 2

212 urowthIfalteringIregardlessIofIchronicIdiarrheaIisIassociatedIwithImucosalIimmuneIdysfunctionIandI
microbialIdysbiosisIinItheIgutIlumenWIMucosalVImmunologyUI2021UIZbUIZZZaVZZ_d 9.2 5

211 RatovhIvostIpredictionIforIvirusesIofIpacteriaIandIorchaeaIbasedIonIproteinIcontentWIPatternsUI
2021UI_UIZYY_eb 5.1 7

210 oINovelIuroupIofIóromiscuousIóodophagesIwnfectingIriverseIuammaproteobacteriaIfromIRiverI
qommunitiesIsxhibitsIrynamicIwntergenusIvostIodaptationWIMSystemsUI2021UIdUI 7.6 7

209 pacterialIVirusesISubcommitteeIandIorchaealIVirusesISubcommitteeIofItheIwqTVhIupdateIofI
taxonomyIchangesIinI_Y_ZWIArchivesVofVVirologyUI2021UIZddUIa_agVa_bb 2.6 5

208 UtilizingIominoIocidIqompositionIandIsntropyIofIóotentialIépenIReadingItramesItoIwdentifyI
óroteinVqodingIuenesWIMicroorganismsUI2021UIgUI 4.9 3

207 –icrogliaIdoInotIrestrictISoRSVqoVV_IreplicationIfollowingIinfectionIofItheIcentralInervousIsystemI
ofIyZfVhoqs_ItransgenicImiceWWIJournalVofVVirologyUI2021UIjviYZgdg_Z 6.6 5

206 NqpwPsIVirusIriscoveryIqodeathonhIpuildingIKtwVsKIVTheItederatedIwndexIofIViralIsxperimentsIoówI
wndexWIVirusesUI2020UIZ_UI 6.2 1

205 TheIskinImicrobiomeIofIelasmobranchsIfollowsIphylosymbiosisUIbutIinIteleostIfishesUItheI
microbiomesIconvergeWIMicrobiomeUI2020UIfUIga 16.6 15

204 TaxonomyIofIprokaryoticIviruseshI_YZfV_YZgIupdateIfromItheIwqTVIpacterialIandIorchaealIVirusesI
SubcommitteeWIArchivesVofVVirologyUI2020UIZdcUIZ_caVZ_dY 2.6 66
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203 ˛–VyetoglutarateIattenuatesIWntIsignalingIandIdrivesIdifferentiationIinIcolorectalIcancerWINatureV
CancerUI2020UIZUIabcVacf 15.4 27

202 zatitudeIandIchlorophyllIaIdensityIdriveItheIdistributionIofIcarbohydrateVactiveIenzymesIinItheI
planktonicImicrobialIfractionIofItheIepipelagicIzoneWIEnvironmentalVMicrobiologyVReportsUI2020UIZ_UIbeaVbfc3.7 2

201 uenomicIandIecologicalIattributesIofImarineIbacteriophagesIencodingIbacterialIvirulenceIgenesWI
BMCVGenomicsUI2020UI_ZUIZ_d 4.5 15

200 –itochondrialIgenomeItoIaidIspeciesIdelimitationIandIeffectiveIconservationIofItheISharpnoseI
uuitarfishIQulaucostegusIgranulatusRWIMetaVGeneUI2020UI_bUIZYYdbf 0.7 7

199 –odelingIofItheIqoralI–icrobiomehItheIwnfluenceIofITemperatureIandI–icrobialINetworkWIMBioUI
2020UIZZUI 7.8 10

198 recodingIdiversityIinIaIcoralIreefIfishIspeciesIcomplexIwithIrestrictedIrangeIusingImetagenomicI
sequencingIofIgutIcontentsWIEcologyVandVEvolutionUI2020UIZYUIabZaVab_a 2.8 1

197 óhoNNsUIaIfastIandIaccurateItoolIandIwebIserverItoIclassifyIphageIstructuralIproteinsWIPLoSV
ComputationalVBiologyUI2020UIZdUIeZYYefbc 5 19

196 StandardizedIbacteriophageIpurificationIforIpersonalizedIphageItherapyWINatureVProtocolsUI2020UI
ZcUI_fdeV_fgY 18.8 40

195 oIristinctIqontractileIwnjectionISystemIueneIqlusterItoundIinIaI–ajorityIofIvealthyIodultIvumanI
–icrobiomesWIMSystemsUI2020UIcUI 7.6 4

194 TranscriptomeIonalysisIofIévarianIandIUterineIqlearIqellI–alignanciesWIFrontiersVinVOncologyUI2020UI
ZYUIcgfceg 5.3 3

193 onalysisIofISpounavirusesIasIaIqaseIStudyIforItheIéverdueIReclassificationIofITailedIóhagesWI
SystematicVBiologyUI2020UIdgUIZZYVZ_a 8.4 56

192 TowardsIóredictingIuutI–icrobialI–etabolismhIwntegrationIofItluxIpalanceIonalysisIandIUntargetedI
–etabolomicsWIMetabolitesUI2020UIZYUI 5.6 6

191 óhoNNsUIaIfastIandIaccurateItoolIandIwebIserverItoIclassifyIphageIstructuralIproteinsI2020UIZdUIeZYYefbc

190 óhoNNsUIaIfastIandIaccurateItoolIandIwebIserverItoIclassifyIphageIstructuralIproteinsI2020UIZdUIeZYYefbc

189 óhoNNsUIaIfastIandIaccurateItoolIandIwebIserverItoIclassifyIphageIstructuralIproteinsI2020UIZdUIeZYYefbc

188 NqpwPsIVirusIriscoveryIvackathonhIsngagingIResearchIqommunitiesItoIwdentifyIqloudIwnfrastructureI
RequirementsWIGenesUI2019UIZYUI 4.2 8

187 qRTo–IShapesItheIuutI–icrobiotaIandIsnhancesItheISeverityIofIwnfectionWIJournalVofVImmunologyUI
2019UI_YaUIca_Vcba 5.3 3

186 multióhoTshIbioinformaticsIpipelineIforIfunctionalIannotationIofIphageIisolatesWIBioinformaticsUI
2019UIacUIbbY_VbbYb 7.2 26
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3



185 qyanobacterialIbiodiversityIofIsemiaridIpublicIdrinkingIwaterIsupplyIreservoirsIassessedIviaI
nextVgenerationIrNoIsequencingItechnologyWIJournalVofVMicrobiologyUI2019UIceUIbcYVbdY 3 6

184 qysticItibrosisIRapidIResponsehITranslatingI–ultiVomicsIrataIintoIqlinicallyIRelevantIwnformationWI
MBioUI2019UIZYUI 7.8 16

183 óvoNéToTshIaInovelIapproachItoIgeneIidentificationIinIphageIgenomesWIBioinformaticsUI2019UIacUIbcaeVbcb_7.2 65

182 órodigiousIórevotellaIphagesWINatureVMicrobiologyUI2019UIbUIccYVccZ 26.6 1

181 PuenomeIskimmingPIwithItheI–inwéNIhandVheldIsequencerIidentifiesIqwTsSVlistedIsharkIspeciesIinI
wndiaPsIexportsImarketWIScientificVReportsUI2019UIgUIbbed 4.9 28

180 rielIpopulationIandIfunctionalIsynchronyIofImicrobialIcommunitiesIonIcoralIreefsWINatureV
CommunicationsUI2019UIZYUIZdgZ 17.4 13

179 ocidobacteriaISubgroupsIandITheirI–etabolicIóotentialIforIqarbonIregradationIinISugarcaneISoilI
omendedIWithIVinasseIandINitrogenItertilizersWIFrontiersVinVMicrobiologyUI2019UIZYUIZdfY 5.7 30

178 ulobalIphylogeographyIandIancientIevolutionIofItheIwidespreadIhumanIgutIvirusIcrossphageWI
NatureVMicrobiologyUI2019UIbUIZe_eVZead 26.6 100

177 TaxonomyIofIprokaryoticIviruseshI_YZeIupdateIfromItheIwqTVIpacterialIandIorchaealIVirusesI
SubcommitteeWIArchivesVofVVirologyUI2018UIZdaUIZZ_cVZZ_g 2.6 62

176
ogingIandIwntermittentItastingIwmpactIonITranscriptionalIRegulationIandIóhysiologicalIResponsesI
ofIodultIrrosophilaINeuronalIandI–uscleITissuesWIInternationalVJournalVofVMolecularVSciencesUI2018UI
ZgUI

6.3 11

175 tunctionalIcharacterizationIofIligninolyticIylebsiellaIsppWIstrainsIassociatedIwithIsoilIandI
freshwaterWIArchivesVofVMicrobiologyUI2018UI_YYUIZ_deVZ_ef 3 8

174 óhageIuenomeIonnotationIUsingItheIRoSTIóipelineWIMethodsVinVMolecularVBiologyUI2018UIZdfZUI_aZV_af 1.4 38

173 riscoveryIofIanIexpansiveIbacteriophageIfamilyIthatIincludesItheImostIabundantIvirusesIfromItheI
humanIgutWINatureVMicrobiologyUI2018UIaUIafVbd 26.6 148

172 SearchingItheISequenceIReadIorchiveIusingIxetstreamIandIWranglerI2018UI 11

171 oIdiversityVgeneratingIretroelementIencodedIbyIaIgloballyIubiquitousIpacteroidesIphageWI
MicrobiomeUI2018UIdUIZgZ 16.6 28

170 pariatricIsurgeryIattenuatesIcolitisIinIanIobeseImurineImodelWISurgeryVforVObesityVandVRelatedV
DiseasesUI2017UIZaUIddZVddf 3 4

169 onIogileItunctionalIonalysisIofI–etagenomicIrataIUsingISUósRVtéqUSWIMethodsVinVMolecularV
BiologyUI2017UIZdZZUIacVbb 1.4 1

168 VariabilityIandIhostIdensityIindependenceIinIinductionsVbasedIestimatesIofIenvironmentalI
lysogenyWINatureVMicrobiologyUI2017UI_UIZeYdb 26.6 40
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167 óoRTwshIaIpartitionIengineItoIseparateImetagenomicIandIampliconIprojectsIinItheISequenceIReadI
orchiveWIBioinformaticsUI2017UIaaUI_afgV_agZ 7.2 13

166 qriticalIossessmentIofI–etagenomeIwnterpretationVaIbenchmarkIofImetagenomicsIsoftwareWI
NatureVMethodsUI2017UIZbUIZYdaVZYeZ 21.6 412

165 ó–onalyzerhIaInewIwebIinterfaceIforIbacterialIgrowthIcurveIanalysisWIBioinformaticsUI2017UIaaUIZgYcVZgYd7.2 9

164 éptimizingIandIevaluatingItheIreconstructionIofI–etagenomeVassembledImicrobialIgenomesWIBMCV
GenomicsUI2017UIZfUIgZc 4.5 25

163 piologicalIchlorineIcyclingIinItheIorcticIqoastalIólainWIBiogeochemistryUI2017UIZabUI_baV_dY 3.8 9

162 TaxonomyIofIprokaryoticIviruseshI_YZdIupdateIfromItheIwqTVIbacterialIandIarchaealIvirusesI
subcommitteeWIArchivesVofVVirologyUI2017UIZd_UIZZcaVZZce 2.6 38

161 –arineIvirusesIdiscoveredIviaImetagenomicsIshedIlightIonIviralIstrategiesIthroughoutItheIoceansWI
NatureVCommunicationsUI2017UIfUIZcgcc 17.4 129

160 pacterialIqommunityIossociatedIwithItheIReefIqoralI–omentumIpoundaryIzayerIoverIaIrielIqycleWI
FrontiersVinVMicrobiologyUI2017UIfUIefb 5.7 17

159 yullbackIzeiblerIdivergenceIinIcompleteIbacterialIandIphageIgenomesWIPeerJUI2017UIcUIebY_d 3.1 1

158 SUósRVtéqUShIaItoolIforIagileIfunctionalIanalysisIofIshotgunImetagenomicIdataWIBioinformaticsUI
2016UIa_UIacbVdZ 7.2 82

157 SiderophoreVbasedIimmunizationIstrategyItoIinhibitIgrowthIofIentericIpathogensWIProceedingsVofV
theVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaUI2016UIZZaUIZabd_VZabde 11.5 42

156 zactateXpyruvateItransporterI–qTVZIisIaIdirectIWntItargetIthatIconfersIsensitivityItoI
aVbromopyruvateIinIcolonIcancerWICancerVfVMetabolismUI2016UIbUI_Y 5.4 45

155 ulobalImicrobializationIofIcoralIreefsWINatureVMicrobiologyUI2016UIZUIZdYb_ 26.6 121

154 SalmonellaI–itigatesIéxidativeIStressIandIThrivesIinItheIwnflamedIuutIbyIsvadingI
qalprotectinV–ediatedI–anganeseISequestrationWICellVHostVandVMicrobeUI2016UIZgUIfZbV_c 23.4 74

153 qomputationalIapproachesItoIpredictIbacteriophageVhostIrelationshipsWIFEMSVMicrobiologyVReviews
UI2016UIbYUI_cfVe_ 15.1 235

152 zyticItoItemperateIswitchingIofIviralIcommunitiesWINatureUI2016UIcaZUIbddVeY 50.4 278

151 TaxonomyIofIprokaryoticIviruseshIupdateIfromItheIwqTVIbacterialIandIarchaealIvirusesI
subcommitteeWIArchivesVofVVirologyUI2016UIZdZUIZYgcVg 2.6 67

150 –icrobialIqommunityIórofileIandIWaterIαualityIinIaIórotectedIoreaIofItheIqaatingaIpiomeWIPLoSV
ONEUI2016UIZZUIeYZbf_gd 3.7 17

(2016-2017)
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149 tromIrNoItoItpohIvowItoIpuildIYourIéwnIuenomeVScaleI–etabolicI–odelWIFrontiersVinV
MicrobiologyUI2016UIeUIgYe 5.7 28

148 UsingIviromesItoIpredictInovelIimmuneIproteinsIinInonVmodelIorganismsWIProceedingsVofVtheVRoyalV
SocietyVB:VBiologicalVSciencesUI2016UI_faUI 4.4 4

147 SomeIofItheImostIinterestingIqoSóZZItargetsIthroughItheIeyesIofItheirIauthorsWIProteins:VStructuremV
FunctionVandVBioinformaticsUI2016UIfbISupplIZUIabVcY 4.2 12

146
rraftIuenomeISequenceIofIqylindrospermopsisIraciborskiiIQqyanobacteriaRIStrainIwTsóVoZIwsolatedI
fromIaIprazilianISemiaridItreshwaterIpodyhIsvidenceIofISaxitoxinIandIqylindrospermopsinI
SynthetaseIuenesWIGenomeVAnnouncementsUI2016UIbUI

4

145
qompleteIuenomeISequencingIofIaI–ultidrugVResistantIandIvumanVwnvasiveISalmonellaIentericaI
SerovarITyphimuriumIStrainIofItheIsmergingISequenceITypeI_ZaIuenotypeWIGenomeV
AnnouncementsUI2015UIaUI

11

144 –icrobialItaxonomyIinItheIpostVgenomicIerahIrebuildingIfromIscratchmWIArchivesVofVMicrobiologyUI
2015UIZgeUIacgVeY 3 78

143 wntegrationIofIgenomicIandIproteomicIanalysesIinItheIclassificationIofItheISiphoviridaeIfamilyWI
VirologyUI2015UIbeeUIZbbVZcb 3.6 39

142 ollelicIvariationIcontributesItoIbacterialIhostIspecificityWINatureVCommunicationsUI2015UIdUIfecb 17.4 54

141 RoSTtkhIaImodularIandIextensibleIimplementationIofItheIRoSTIalgorithmIforIbuildingIcustomI
annotationIpipelinesIandIannotatingIbatchesIofIgenomesWIScientificVReportsUI2015UIcUIfadc 4.9 1061

140 óhageIóhenomicshIóhysiologicalIopproachesItoIqharacterizeINovelIViralIóroteinsWIJournalVofV
VisualizedVExperimentsUI2015UIec_fcb 1.6 8

139 uenomicIqomparisonIofItheIqloselyVRelatedISalmonellaIentericaISerovarsIsnteritidisUIrublinIandI
uallinarumWIPLoSVONEUI2015UIZYUIeYZ_dffa 3.7 27

138 –ultiVonalyticalIopproachIRevealsIóotentialI–icrobialIwndicatorsIinISoilIforISugarcaneI–odelI
SystemsWIPLoSVONEUI2015UIZYUIeYZ_gedc 3.7 34

137 –ultidimensionalImetricsIforIestimatingIphageIabundanceUIdistributionUIgeneIdensityUIandI
sequenceIcoverageIinImetagenomesWIFrontiersVinVMicrobiologyUI2015UIdUIafZ 5.7 21

136 paselineIossessmentIofI–esophoticIReefsIofItheIVitˆ‡riaVTrindadeISeamountIqhainIpasedIonIWaterI
αualityUI–icrobialIriversityUIpenthicIqoverIandItishIpiomassIrataWIPLoSVONEUI2015UIZYUIeYZaYYfb 3.7 41

135 uenomeóeekVanIonlineItoolIforIprokaryoticIgenomeIandImetagenomeIanalysisWIPeerJUI2015UIaUIeZY_c 3.1 10

134 TheISssrIandItheIRapidIonnotationIofImicrobialIgenomesIusingISubsystemsITechnologyIQRoSTRWI
NucleicVAcidsVResearchUI2014UIb_UIr_YdVZb 20.1 2534

133 oIhighlyIabundantIbacteriophageIdiscoveredIinItheIunknownIsequencesIofIhumanIfaecalI
metagenomesWINatureVCommunicationsUI2014UIcUIbbgf 17.4 420

132 qomparativeIgenomicsIofI_ebIVibrioIcholeraeIgenomesIrevealsImobileIfunctionsIstructuringIthreeI
nicheIdimensionsWIBMCVGenomicsUI2014UIZcUIdcb 4.5 21
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131 TheIcytokineIwzV__IpromotesIpathogenIcolonizationIbyIsuppressingIrelatedIcommensalIbacteriaWI
ImmunityUI2014UIbYUI_d_Vea 32.3 205

130 WntIsignalingIdirectsIaImetabolicIprogramIofIglycolysisIandIangiogenesisIinIcolonIcancerWIEMBOV
JournalUI2014UIaaUIZbcbVea 13 256

129
zocalIgenomicIadaptationIofIcoralIreefVassociatedImicrobiomesItoIgradientsIofInaturalIvariabilityI
andIanthropogenicIstressorsWIProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesV
ofVAmericaUI2014UIZZZUIZY__eVa_

11.5 139

128 qlinicalIinsightsIfromImetagenomicIanalysisIofIsputumIsamplesIfromIpatientsIwithIcysticIfibrosisWI
JournalVofVClinicalVMicrobiologyUI2014UIc_UIb_cVae 9.7 96

127 téqUShIanIalignmentVfreeImodelItoIidentifyIorganismsIinImetagenomesIusingInonVnegativeIleastI
squaresWIPeerJUI2014UI_UIeb_c 3.1 59

126 SequencingIatIseahIchallengesIandIexperiencesIinIwonITorrentIóu–IsequencingIduringItheI_YZaI
SouthernIzineIwslandsIResearchIsxpeditionWIPeerJUI2014UI_UIec_Y 3.1 15

125 oIbioinformaticIanalysisIofIribonucleotideIreductaseIgenesIinIphageIgenomesIandImetagenomesWI
BMCVEvolutionaryVBiologyUI2013UIZaUIaa 3 79

124 uenomicItaxonomyIofItheIgenusIprochlorococcusWIMicrobialVEcologyUI2013UIddUIec_Vd_ 4.4 27

123 órobioticIbacteriaIreduceIsalmonellaItyphimuriumIintestinalIcolonizationIbyIcompetingIforIironWI
CellVHostVandVMicrobeUI2013UIZbUI_dVae 23.4 287

122 –icrobesUImetagenomesIandImarineImammalshIenablingItheInextIgenerationIofIscientistItoIenterI
theIgenomicIeraWIBMCVGenomicsUI2013UIZbUIdYY 4.5 18

121 –etagenomicsIandImetatranscriptomicshIwindowsIonIqtVassociatedIviralIandImicrobialI
communitiesWIJournalVofVCysticVFibrosisUI2013UIZ_UIZcbVdb 4.1 118

120 StructureIandIfunctionIofIaIcyanophageVencodedIpeptideIdeformylaseWIISMEVJournalUI2013UIeUIZZcYVdY 11.9 30

119 –etagenomicIanalysisIofIhealthyIandIwhiteIplagueVaffectedI–ussismiliaIbraziliensisIcoralsWI
MicrobialVEcologyUI2013UIdcUIZYedVfd 4.4 62

118 qombiningIdeInovoIandIreferenceVguidedIassemblyIwithIscaffold_builderWISourceVCodeVforVBiologyV
andVMedicineUI2013UIfUI_a 1.9 39

117 sxplainingImicrobialIphenotypesIonIaIgenomicIscalehIuWoSIforImicrobesWIBriefingsVinVFunctionalV
GenomicsUI2013UIZ_UIaddVfY 4.9 38

116 rraftIuenomeISequenceIofItheItishIóathogenIóiscirickettsiaIsalmonisWIGenomeVAnnouncementsUI
2013UIZUI 15

115 opplyingIShannonPsIinformationItheoryItoIbacterialIandIphageIgenomesIandImetagenomesWI
ScientificVReportsUI2013UIaUIZYaa 4.9 22

114 –ultivariateIanalysisIofIfunctionalImetagenomesWIFrontiersVinVGeneticsUI2013UIbUIbZ 4.5 38

(2013-2014)

7



113 –echanisticImodelIofIRothiaImucilaginosaIadaptationItowardIpersistenceIinItheIqtIlungUIbasedIonIaI
genomeIreconstructedIfromImetagenomicIdataWIPLoSVONEUI2013UIfUIedb_fc 3.7 38

112 óhiSiunshIanIonlineItoolItoIidentifyIsignatureIgenesIinIphagesIandIdesignIóqRIprimersIforI
examiningIphageIdiversityWIBMCVBioinformaticsUI2012UIZaUIae 3.6 19

111 ZincIsequestrationIbyItheIneutrophilIproteinIcalprotectinIenhancesISalmonellaIgrowthIinItheI
inflamedIgutWICellVHostVandVMicrobeUI2012UIZZUI__eVag 23.4 243

110 uenomeIsequencesIofItheIethanolVtolerantIzactobacillusIviniIstrainsIz–uI_a_Y_TIandIxóeWfWgWI
JournalVofVBacteriologyUI2012UIZgbUIaYZf 3.5 9

109 sxcessiveIfolateIsynthesisIlimitsIlifespanIinItheIqWIeleganshIsWIcoliIagingImodelWIBMCVBiologyUI2012UI
ZYUIde 7.3 81

108 wnsightsIintoIantibioticIresistanceIthroughImetagenomicIapproachesWIFutureVMicrobiologyUI2012UIeUIeaVfg2.9 199

107 obrolhosIbankIreefIhealthIevaluatedIbyImeansIofIwaterIqualityUImicrobialIdiversityUIbenthicIcoverUI
andIfishIbiomassIdataWIPLoSVONEUI2012UIeUIeaddfe 3.7 93

106 uenomeVwideIstudyIofItheIdefectiveIsucroseIfermenterIstrainIofIVibrioIcholeraeIfromItheIzatinI
omericanIcholeraIepidemicWIPLoSVONEUI2012UIeUIeae_fa 3.7 12

105 TaxonomicIandIfunctionalImicrobialIsignaturesIofItheIendemicImarineIspongeIorenoscleraI
brasiliensisWIPLoSVONEUI2012UIeUIeaggYc 3.7 46

104 riversificationIofItheISalmonellaIfimbriaehIaImodelIofImacroVIandImicroevolutionWIPLoSVONEUI2012UI
eUIeafcgd 3.7 68

103 SssrIservershIhighVperformanceIaccessItoItheISssrIgenomesUIannotationsUIandImetabolicImodelsWI
PLoSVONEUI2012UIeUIebfYca 3.7 121

102 óhageVbacteriaIrelationshipsIandIqRwSóRIelementsIrevealedIbyIaImetagenomicIsurveyIofItheIrumenI
microbiomeWIEnvironmentalVMicrobiologyUI2012UIZbUI_YeV_e 5.2 82

101 wdentificationIandIremovalIofIribosomalIRNoIsequencesIfromImetatranscriptomesWIBioinformaticsUI
2012UI_fUIbaaVc 7.2 148

100 óvoqTSUIaIcomputationalIapproachItoIclassifyingItheIlifestyleIofIphagesWIBioinformaticsUI2012UI_fUIdZbVf 7.2 144

99 qharacterizationIofItheIszóhiSIprophageIfromISalmonellaIentericaIserovarIsnteritidisIstrainIzycWI
AppliedVandVEnvironmentalVMicrobiologyUI2012UIefUIZefcVga 4.8 20

98 –etapaseVVtheIwikiVdatabaseIofIbiologicalIdatabasesWINucleicVAcidsVResearchUI2012UIbYUIrZ_cYVb 20.1 31

97
–icrofluidicIóqRIcombinedIwithIpyrosequencingIforIidentificationIofIallelicIvariantsIwithI
phenotypicIassociationsIamongItargetedISalmonellaIgenesWIAppliedVandVEnvironmentalVMicrobiology
UI2012UIefUIebfYV_

4.8 11

96 uenomeIsequenceIofItheIbacterioplanktonicUImixotrophicIVibrioIcampbelliiIstrainIósz__oUIisolatedI
inItheIobrolhosIpankWIJournalVofVBacteriologyUI2012UIZgbUI_ecgVdY 3.5 10
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95 RealItimeImetagenomicshIusingIkVmersItoIannotateImetagenomesWIBioinformaticsUI2012UI_fUIaaZdVe 7.2 29

94 ReferenceVindependentIcomparativeImetagenomicsIusingIcrossVassemblyhIcrossWIBioinformaticsUI
2012UI_fUIa__cVaZ 7.2 52

93 rraftIgenomeIsequenceIofItheIshrimpIpathogenIVibrioIharveyiIqow–IZeg_WIJournalVofVBacteriologyUI
2012UIZgbUI_ZYb 3.5 8

92 óhiSpyhIaInovelIalgorithmIforIfindingIprophagesIinIbacterialIgenomesIthatIcombinesIsimilarityVIandI
compositionVbasedIstrategiesWINucleicVAcidsVResearchUI2012UIbYUIeZ_d 20.1 242

91 SequencingIofIsevenIhaloarchaealIgenomesIrevealsIpatternsIofIgenomicIfluxWIPLoSVONEUI2012UIeUIebZafg3.7 37

90 piodiversityIandIpiogeographyIofIóhagesIinI–odernIStromatolitesIandIThrombolitesI2011UIaeVbb

89 retectionIofIzargeINumbersIofINovelISequencesIinItheI–etatranscriptomesIofIqomplexI–arineI
–icrobialIqommunitiesI2011UI_eeV_fd 3

88 qonnectingIgenotypeItoIphenotypeIinItheIeraIofIhighVthroughputIsequencingWIBiochimicaVEtV
BiophysicaVActaVnVGeneralVSubjectsUI2011UIZfZYUIgdeVee 4 24

87 tastIidentificationIandIremovalIofIsequenceIcontaminationIfromIgenomicIandImetagenomicI
datasetsWIPLoSVONEUI2011UIdUIeZe_ff 3.7 471

86 qoastalIbacterioplanktonIcommunityIdiversityIalongIaIlatitudinalIgradientIinIzatinIomericaIbyI
meansIofIVdItagIpyrosequencingWIArchivesVofVMicrobiologyUI2011UIZgaUIZYcVZb 3 27

85 óhageIscoVzocatorhIaIwebItoolIforIvisualizationIandIanalysisIofIphageIgenomesIinImetagenomicI
dataIsetsWIBMCVBioinformaticsUI2011UIZ_UI 3.6 3

84 uenomeIsequenceIofItheIhumanIpathogenIVibrioIcholeraeIomazoniaWIJournalVofVBacteriologyUI2011UI
ZgaUIcfeeVf 3.5 5

83 αualityIcontrolIandIpreprocessingIofImetagenomicIdatasetsWIBioinformaticsUI2011UI_eUIfdaVb 7.2 2975

82 ViralIandImicrobialIcommunityIdynamicsIinIfourIaquaticIenvironmentsWIISMEVJournalUI2010UIbUIeagVcZ 11.9 305

81 qhromosomalIrearrangementsIformedIbyIrrnIrecombinationIdoInotIimproveIreplichoreIbalanceIinI
hostVspecificISalmonellaIentericaIserovarsWIPLoSVONEUI2010UIcUIeZacYa 3.7 10

80 TransposasesIareItheImostIabundantUImostIubiquitousIgenesIinInatureWINucleicVAcidsVResearchUI2010
UIafUIb_YeVZe 20.1 196

79 zysogenyIandIsporulationIinIpacillusIisolatesIfromItheIuulfIofI–exicoWIAppliedVandVEnvironmentalV
MicrobiologyUI2010UIedUIf_gVb_ 4.8 5

78 occessingItheISssrIgenomeIdatabasesIviaIWebIservicesIoówhItoolsIforIprogrammersWIBMCV
BioinformaticsUI2010UIZZUIaZg 3.6 99

(2010-2012)
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77 TagqleanerhIwdentificationIandIremovalIofItagIsequencesIfromIgenomicIandImetagenomicIdatasetsWI
BMCVBioinformaticsUI2010UIZZUIabZ 3.6 157

76 reviationsIfromIUltrametricityIinIóhageIóroteinIristancesWIOpenVSystemsVandVInformationVDynamicsUI
2009UIZdUIecVfb 0.4

75 TheIuooSImetagenomicItoolIandIitsIestimationsIofIviralIandImicrobialIaverageIgenomeIsizeIinIfourI
majorIbiomesWIPLoSVComputationalVBiologyUI2009UIcUIeZYYYcga 5 162

74 –etagenomicIandIstableIisotopicIanalysesIofImodernIfreshwaterImicrobialitesIinIquatroIqiˆ'negasUI
–exicoWIEnvironmentalVMicrobiologyUI2009UIZZUIZdVab 5.2 158

73 –etagenomicIanalysisIofIstressedIcoralIholobiontsWIEnvironmentalVMicrobiologyUI2009UIZZUI_ZbfVda 5.2 410

72
ueneVcentricImetagenomicsIofItheIfiberVadherentIbovineIrumenImicrobiomeIrevealsIforageI
specificIglycosideIhydrolasesWIProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesV
ofVAmericaUI2009UIZYdUIZgbfVca

11.5 495

71 pacterialIcarbonIprocessingIbyIgeneralistIspeciesIinItheIcoastalIoceanWINatureUI2008UIbcZUIeYfVZZ 50.4 235

70 piodiversityIandIbiogeographyIofIphagesIinImodernIstromatolitesIandIthrombolitesWINatureUI2008UI
bc_UIabYVa 50.4 212

69 tunctionalImetagenomicIprofilingIofInineIbiomesWINatureUI2008UIbc_UId_gVa_ 50.4 726

68 TheIminimumIinformationIaboutIaIgenomeIsequenceIQ–wuSRIspecificationWINatureVBiotechnologyUI
2008UI_dUIcbZVe 44.5 964

67 ViralIcommunitiesIassociatedIwithIhealthyIandIbleachingIcoralsWIEnvironmentalVMicrobiologyUI2008UI
ZYUI__eeVfd 5.2 107

66 TheImetagenomicsIRoSTIserverIVIaIpublicIresourceIforItheIautomaticIphylogeneticIandIfunctionalI
analysisIofImetagenomesWIBMCVBioinformaticsUI2008UIgUIafd 3.6 2527

65 TheIRoSTIServerhIrapidIannotationsIusingIsubsystemsItechnologyWIBMCVGenomicsUI2008UIgUIec 4.5 7153

64 ViralIdiversityIandIdynamicsIinIanIinfantIgutWIResearchVinVMicrobiologyUI2008UIZcgUIadeVea 4 234

63
–etagenomicIanalysisIindicatesIthatIstressorsIinduceIproductionIofIherpesVlikeIvirusesIinItheIcoralI
óoritesIcompressaWIProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaUI
2008UIZYcUIZfbZaVf

11.5 155

62 óhylogeneticIclassificationIofIshortIenvironmentalIrNoIfragmentsWINucleicVAcidsVResearchUI2008UIadUI__aYVg20.1 222

61 TheIsmallestIcellsIposeItheIbiggestIproblemshIhighVperformanceIcomputingIandItheIanalysisIofI
metagenomeIsequenceIdataWIJournalVofVPhysics:VConferenceVSeriesUI2008UIZ_cUIYZ_YcY 0.3

60 –icrobialIecologyIofIfourIcoralIatollsIinItheINorthernIzineIwslandsWIPLoSVONEUI2008UIaUIeZcfb 3.7 292
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59 TaxonomicIcompositionIandIgeneIcontentIofIaImethaneVproducingImicrobialIcommunityIisolatedI
fromIaIbiogasIreactorWIJournalVofVBiotechnologyUI2008UIZadUIgZVZYZ 3.7 177

58 qomparativeImetagenomicsIrevealsIhostIspecificImetavirulomesIandIhorizontalIgeneItransferI
elementsIinItheIchickenIcecumImicrobiomeWIPLoSVONEUI2008UIaUIe_gbc 3.7 202

57 retectionIofIlargeInumbersIofInovelIsequencesIinItheImetatranscriptomesIofIcomplexImarineI
microbialIcommunitiesWIPLoSVONEUI2008UIaUIeaYb_ 3.7 289

56 WholeIproteomeIanalysisIofIpostVtranslationalImodificationshIapplicationsIofImassVspectrometryI
forIproteogenomicIannotationWIGenomeVResearchUI2007UIZeUIZad_Vee 9.7 155

55 –arineIsnvironmentalIuenomicshIUnlockingItheIéceanPsISecretsWIOceanographyUI2007UI_YUIcdVdZ 2.3 6

54 –etagenomicIanalysisIofItheImicrobialIcommunityIassociatedIwithItheIcoralIóoritesIastreoidesWI
EnvironmentalVMicrobiologyUI2007UIgUI_eYeVZg 5.2 395

53 –etagenomicIandIsmallVsubunitIrRNoIanalysesIrevealItheIgeneticIdiversityIofIbacteriaUIarchaeaUI
fungiUIandIvirusesIinIsoilWIAppliedVandVEnvironmentalVMicrobiologyUI2007UIeaUIeYcgVdd 4.8 406

52 TheINationalI–icrobialIóathogenIratabaseIResourceIQN–órRRhIaIgenomicsIplatformIbasedIonI
subsystemIannotationWINucleicVAcidsVResearchUI2007UIacUIrabeVca 20.1 77

51 onIapplicationIofIstatisticsItoIcomparativeImetagenomicsWIBMCVBioinformaticsUI2006UIeUIZd_ 3.6 126

50 UsingIpyrosequencingItoIshedIlightIonIdeepImineImicrobialIecologyWIBMCVGenomicsUI2006UIeUIce 4.5 352

49 tindingInovelIgenesIinIbacterialIcommunitiesIisolatedIfromItheIenvironmentWIBioinformaticsUI2006UI
__UIe_fZVg 7.2 61

48 TheImarineIviromesIofIfourIoceanicIregionsWIPLoSVBiologyUI2006UIbUIeadf 9.7 726

47 sxperimentalIandIcomputationalIassessmentIofIconditionallyIessentialIgenesIinIsscherichiaIcoliWI
JournalVofVBacteriologyUI2006UIZffUIf_cgVeZ 3.5 205

46 TranscriptionalIprofilingIofI–ycoplasmaIhyopneumoniaeIduringIheatIshockIusingImicroarraysWI
InfectionVandVImmunityUI2006UIebUIZdYVd 3.7 52

45 qommunityIgenomicsIamongIstratifiedImicrobialIassemblagesIinItheIoceanPsIinteriorWIScienceUI2006UI
aZZUIbgdVcYa 33.3 1055

44 uenomeIanalysisIofItheIobligatelyIlyticIbacteriophageIb_dfIofIzactococcusIlactisIprovidesIinsightI
intoIitsIadaptableInatureWIGeneUI2006UIaddUIZfgVgg 3.8 23

43 wndirectIeffectsIofIalgaeIonIcoralhIalgaeVmediatedUImicrobeVinducedIcoralImortalityWIEcologyVLettersUI
2006UIgUIfacVbc 10 349

42 sssentialIgenesIonImetabolicImapsWICurrentVOpinionVinVBiotechnologyUI2006UIZeUIbbfVcd 11.4 92

(2006-2008)
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41 TheIsubsystemsIapproachItoIgenomeIannotationIandIitsIuseIinItheIprojectItoIannotateIZYYYI
genomesWINucleicVAcidsVResearchUI2005UIaaUIcdgZVeY_ 20.1 1485

40 ViralImetagenomicsWINatureVReviewsVMicrobiologyUI2005UIaUIcYbVZY 22.2 639

39 oIglimpseIintoItheIexpandedIgenomeIcontentIofIVibrioIcholeraeIthroughIidentificationIofIgenesI
presentIinIenvironmentalIstrainsWIJournalVofVBacteriologyUI2005UIZfeUI_gg_VaYYZ 3.5 49

38
–osaicIprophagesIwithIhorizontallyIacquiredIgenesIaccountIforItheIemergenceIandIdiversificationI
ofItheIgloballyIdisseminatedI–ZTZIcloneIofIStreptococcusIpyogenesWIJournalVofVBacteriologyUI2005UI
ZfeUIaaZZVf

3.5 96

37 wnIvitroIcharacterizationIofItheIpacillusIsubtilisIproteinItyrosineIphosphataseIYwqsWIJournalVofV
BacteriologyUI2005UIZfeUIaafbVgY 3.5 39

36 zowVmolecularVweightIproteinItyrosineIphosphatasesIofIpacillusIsubtilisWIJournalVofVBacteriologyUI
2005UIZfeUIbgbcVcd 3.5 42

35 uenomeIofIstaphylococcalIphageIyhIaInewIlineageIofI–yoviridaeIinfectingIgramVpositiveIbacteriaI
withIaIlowIuTqIcontentWIJournalVofVBacteriologyUI2004UIZfdUI_fd_VeZ 3.5 171

34 rraftIsequencingIandIcomparativeIgenomicsIofIXylellaIfastidiosaIstrainsIrevealInovelIbiologicalI
insightsWIGenomeVResearchUI2002UIZ_UIZccdVda 9.7 59

33 TheIóhageIóroteomicITreehIaIgenomeVbasedItaxonomyIforIphageWIJournalVofVBacteriologyUI2002UI
ZfbUIbc_gVac 3.5 431

32 qomparativeIgenomicsIofIcloselyIrelatedIsalmonellaeWITrendsVinVMicrobiologyUI2002UIZYUIgbVg 12.4 170

31 TheIimportanceIofIcompleteIgenomeIsequencesWITrendsVinVMicrobiologyUI2002UIZYUI_ZgV_YiIauthorI
replyI__Y 12.4 8

30 TheIimportanceIofIcompleteIgenomeIsequencesWITrendsVinVMicrobiologyUI2002UIZYUI__Y 12.4

29 SalmonellaIentericaIserovarITyphiIpossessesIaIuniqueIrepertoireIofIfimbrialIgeneIsequencesWI
InfectionVandVImmunityUI2001UIdgUI_fgbVgYZ 3.7 142

28 wnsideIorIoutsidehIdetectingItheIcellularIlocationIofIbacterialIpathogensWIBioTechniquesUI2001UIaYUI
aYbVdUIaYfVZZ 2.5 4

27 uenomicIanalysisIandIgrowthVphaseVdependentIregulationIofItheISstZbIfimbriaeIofISalmonellaI
entericaIserovarIsnteritidisWIMicrobiologyVhUnitedVKingdomiUI2001UIZbeUI_eYcV_eZc 2.9 18

26 oIroleIforISalmonellaIfimbriaeIinIintraperitonealIinfectionsWIProceedingsVofVtheVNationalVAcademyVofV
SciencesVofVtheVUnitedVStatesVofVAmericaUI2000UIgeUIZ_cfVd_ 11.5 76

25 wncreasingIrNoItransferIefficiencyIbyItemporaryIinactivationIofIhostIrestrictionWIBioTechniquesUI
1999UI_dUIfg_VbUIfgdUIfgfIpassim 2.5 37

24 wmprovedIallelicIexchangeIvectorsIandItheirIuseItoIanalyzeIgfeóIfimbriaIgeneIexpressionWIGeneUI
1998UI_YeUIZbgVce 3.8 430

Robert A Edwards

12



23 timbrialIexpressionIinIentericIbacteriahIaIcriticalIstepIinIintestinalIpathogenesisWITrendsVinV
MicrobiologyUI1998UIdUI_f_Ve 12.4 65

22 rifferentialIregulationIofIfasoIandIfasvIexpressionIofIsscherichiaIcoliIgfeóIfimbriaeIbyI
environmentalIcuesWIMolecularVMicrobiologyUI1997UI_cUIegeVfYg 4.1 43

21 wdentificationIofImajorIandIminorIchaperoneIproteinsIinvolvedIinItheIexportIofIgfeóIfimbriaeWI
JournalVofVBacteriologyUI1996UIZefUIab_dVaa 3.5 27

20 TheIroleIofIuridylyltransferaseIinItheIcontrolIofIylebsiellaIpneumoniaeInifIgeneIregulationWI
MolecularVGeneticsVandVGenomicsUI1995UI_beUIZfgVgf 29

19 slucidatingIgenomicIgapsIusingIphenotypicIprofilesWIFrqqqResearchUaUI_ZY 3.6 2

18 slucidatingIgenomicIgapsIusingIphenotypicIprofilesWIFrqqqResearchUaUI_ZY 3.6 5

17 óRwNSsαTTUIaImultiVthreadedItoolIforIfastIandIefficientIqualityIcontrolIandIpreprocessingIofI
sequencingIdatasets 2

16 óRwNSsαTTUIaImultiVthreadedItoolIforIfastIandIefficientIqualityIcontrolIandIpreprocessingIofI
sequencingIdatasets 3

15 oIristinctIqontractileIwnjectionISystemItoundIinIaI–ajorityIofIodultIvumanI–icrobiomes 1

14 rifferentialIdynamicsIofIperipheralIimmuneIresponsesItoIacuteISoRSVqoVV_IinfectionIinIolderI
adultsWINatureVAgingU 1

13 qriticalIossessmentIofI–etagenomeIwnterpretationIâ��IaIbenchmarkIofIcomputationalImetagenomicsIsoftware 17

12 órophageIgenomicsIrevealsIpatternsIinIphageIgenomeIorganizationIandIreplication 17

11 óhoNNsUIaIfastIandIaccurateItoolIandIwebIserverItoIclassifyIphageIstructuralIproteins 1

10 óhageIandIbacteriaIdiversificationIthroughIaIprophageIacquisitionIratchet 4

9 onalysisIofISpounavirusesIasIaIqaseIStudyIforItheIéverdueIReclassificationIofITailedIpacteriophages 8

8 TvsohIoInovelIapproachItoIgeneIidentificationIinIphageIgenomes 2

7 ulobalIphylogeographyIandIancientIevolutionIofItheIwidespreadIhumanIgutIvirusIcrossphage 5

6 tastqVpairhIefficientIsynchronizationIofIpairedVendIfastqIfiles 16

(-1998)
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5 téqUS_hIagileIandIsensitiveIclassificationIofImetagenomicsIdataIusingIaIreducedIdatabase 1

4 óhilympicsI_Y_ZhIórophageIóredictionsIóerplexIórograms 1

3 hafeZhIoctiveIprophageIidentificationIthroughIreadImapping 4

2 óhilympicsI_Y_ZhIórophageIóredictionsIóerplexIórogramsWIFrqqqResearchUZYUIecf 3.6 0

1 óhilympicsI_Y_ZhIórophageIóredictionsIóerplexIórogramsWIFrqqqResearchUZYUIecf 3.6 0
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