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279 uenomicIperspectiveIonItheIphotobiologyIofIvalobacteriumIspeciesINβqVZUIaIphototrophicUI
phototacticUIandIUVVtolerantIhaloarchaeonWIPhotosynthesisfResearchUI2001UIeYUIaVZe 3.7 43

278
ôhylogeneticIrelationshipsIofIchemoautotrophicIbacterialIsymbiontsIofISolemyaIvelumIsayI
QMolluscahIpivalviaRIdeterminedIbyIZdSIrβNoIgeneIsequenceIanalysisWIJournalfoffBacteriologyUI1992UI
ZebUIabZdV_Z

3.5 42

277 oIglobalImetagenomicImapIofIurbanImicrobiomesIandIantimicrobialIresistanceWICellUI2021UIZfbUIaaedVaagaWeZe56.2 42

276 ueneIconservationIamongIendosporeVformingIbacteriaIrevealsIadditionalIsporulationIgenesIinI
pacillusIsubtilisWIJournalfoffBacteriologyUI2013UIZgcUI_caVdY 3.5 41

275 qompleteIgenomeIsequenceIofIwsosphaeraIpallidaItypeIstrainIQwSZpRWIStandardsfinfGenomicfSciencesUI
2011UIbUIdaVeZ 40

274 oIcutIabovehIdiscoveryIofIanIalternativeIexcisionIrepairIpathwayIinIbacteriaWIProceedingsfoffthef
NationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2002UIggUI_cfZVa 11.5 40

273 onIautomatedIphylogeneticItreeVbasedIsmallIsubunitIrβNoItaxonomyIandIalignmentIpipelineI
QSToôRWIPLoSfONEUI2008UIaUIe_cdd 3.7 40

272
qompleteIgenomeIsequenceIofIôlanctomycesIbrasiliensisItypeIstrainIQrSMIcaYcQTRRUIphylogenomicI
analysisIandIreclassificationIofIôlanctomycetesIincludingItheIdescriptionsIofIuimesiaIgenWInovWUI
ôlanctopirusIgenWInovWIandIβubinisphaeraIgenWInovWIandIemendedIdescriptionsIofItheIorderI
ôlanctomycetalesIandItheIfamilyIôlanctomycetaceaeWIStandardsfinfGenomicfSciencesUI2014UIgUIZY

39

271 TheIimpactIofIvelicobacterIpyloriIinfectionIonItheIgastricImicrobiotaIofItheIrhesusImacaqueWIPLoSf
ONEUI2013UIfUIeedaec 3.7 39

270 qompleteIgenomeIsequenceIofIresulfobulbusIpropionicusItypeIstrainIQZpraRWIStandardsfinfGenomicf
SciencesUI2011UIbUIZYYVZY 39

269 reepVseaIhydrothermalIventIbacteriaIrelatedItoIhumanIpathogenicIVibrioIspeciesWIProceedingsfoff
thefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2015UIZZ_UIs_fZaVg 11.5 38

(2015-2000)
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268 MicrobialIMatIqommunitiesIalongIanI×xygenIuradientIinIaIôerenniallyIwceVqoveredIontarcticIzakeWI
AppliedfandfEnvironmentalfMicrobiologyUI2016UIf_UId_YVaY 4.8 38

267 oImicrobialIsurveyIofItheIwnternationalISpaceIStationIQwSSRWIPeerJUI2017UIcUIebY_g 3.1 38

266 qompleteIgenomeIsequenceIofITrueperaIradiovictrixItypeIstrainIQβüV_bRWIStandardsfinfGenomicf
SciencesUI2011UIbUIgZVg 37

265 SequencingIofIsevenIhaloarchaealIgenomesIrevealsIpatternsIofIgenomicIfluxWIPLoSfONEUI2012UIeUIebZafg3.7 37

264
qompleteIgenomeIsequenceIofItheIthermophilicUIhydrogenVoxidizingIpacillusItusciaeItypeIstrainI
QT_RIandIreclassificationIinItheInewIgenusUIyyrpidiaIgenWInovWIasIyyrpidiaItusciaeIcombWInovWIandI
emendationIofItheIfamilyIolicyclobacillaceaeIdaIqostaIandIβaineyUI_YZYWIStandardsfinfGenomicf
SciencesUI2011UIcUIZ_ZVab

35

263 qompleteIgenomeIsequenceIofISpirosomaIlingualeItypeIstrainIQZRWIStandardsfinfGenomicfSciencesUI
2010UI_UIZedVfc 35

262 outomatedIandIoccurateIsstimationIofIueneItamilyIobundanceIfromIShotgunIMetagenomesWIPLoSf
ComputationalfBiologyUI2015UIZZUIeZYYbcea 5 34

261 wnsightsIintoItheIevolutionIofIrarwinPsIfinchesIfromIcomparativeIanalysisIofItheIueospizaI
magnirostrisIgenomeIsequenceWIBMCfGenomicsUI2013UIZbUIgc 4.5 33

260 qompleteIgenomeIsequenceIofIresulfotomaculumIacetoxidansItypeIstrainIQccecRWIStandardsfinf
GenomicfSciencesUI2009UIZUI_b_Vca 33

259 βecentI×utbreaksIofIShigellosisIinIqaliforniaIqausedIbyITwoIristinctIôopulationsIofIwithIeitherI
wncreasedIVirulenceIorItluoroquinoloneIβesistanceWIMSphereUI2016UIZUI 5 33

258 tunctionalIbiogeographyIofIoceanImicrobesIrevealedIthroughInonVnegativeImatrixIfactorizationWI
PLoSfONEUI2012UIeUIebafdd 3.7 32

257 qompleteIgenomeIsequenceIofIoctinosynnemaImirumItypeIstrainIQZYZRWIStandardsfinfGenomicf
SciencesUI2009UIZUIbdVca 32

256 qompleteIgenomeIsequenceIofIorcobacterInitrofigilisItypeIstrainIQqwRWIStandardsfinfGenomicf
SciencesUI2010UI_UIaYYVf 32

255 qompleteIgenomeIsequenceIofISulfurimonasIautotrophicaItypeIstrainIQ×yZYRWIStandardsfinfGenomicf
SciencesUI2010UIaUIZgbV_Y_ 32

254
TheIgenomeIsequenceIofIMethanohalophilusImahiiISzôQTRIrevealsIdifferencesIinItheIenergyI
metabolismIamongImembersIofItheIMethanosarcinaceaeIinhabitingIfreshwaterIandIsalineI
environmentsWIArchaeaUI2010UI_YZYUIdgYeae

2 31

253 qompleteIgenomeIsequenceIofIqellulomonasIflavigenaItypeIstrainIQZabRWIStandardsfinfGenomicf
SciencesUI2010UIaUIZcV_c 31

252 qompleteIgenomeIsequenceIofItheIsulfurIcompoundsIoxidizingIchemolithoautotrophI
SulfuricurvumIkujienseItypeIstrainIQYyVZQTRRWIStandardsfinfGenomicfSciencesUI2012UIdUIgbVZYa 31

251 qompleteIgenomeIsequenceIofIsggerthellaIlentaItypeIstrainIQwôôIVôwIY_ccRWIStandardsfinfGenomicf
SciencesUI2009UIZUIZebVf_ 31
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250 qompleteIgenomeIsequenceIofIresulfomicrobiumIbaculatumItypeIstrainIQXRWIStandardsfinfGenomicf
SciencesUI2009UIZUI_gVae 30

249 qompleteIgenomeIsequenceIofIvalomicrobiumImukohataeiItypeIstrainIQargV_RWIStandardsfinf
GenomicfSciencesUI2009UIZUI_eYVe 30

248
uenomicIanalysisIofIvyphomonasIneptuniumIcontradictsIZdSIrβNoIgeneVbasedIphylogeneticI
analysishIimplicationsIforItheItaxonomyIofItheIordersIPβhodobacteralesPIandIqaulobacteralesWI
InternationalfJournalfoffSystematicfandfEvolutionaryfMicrobiologyUI2005UIccUIZY_ZVZY_d

2.2 30

247 MetagenomeVassembledIgenomesIprovideInewIinsightIintoItheImicrobialIdiversityIofItwoIthermalI
poolsIinIyamchatkaUIβussiaWIScientificfReportsUI2019UIgUIaYcg 4.9 30

246 qompleteIgenomeIsequenceIofIVeillonellaIparvulaItypeIstrainIQTeaRWIStandardsfinfGenomicfSciencesUI
2010UI_UIceVdc 29

245 oncestralIobsenceIofIslectronITransportIqhainsIinIôatescibacteriaIandIrôoNNWIFrontiersfinf
MicrobiologyUI2020UIZZUIZfbf 5.7 29

244 qompleteIgenomeIsequenceIofIôlanctomycesIlimnophilusItypeIstrainIQMˆ…I_gYRWIStandardsfinf
GenomicfSciencesUI2010UIaUIbeVcd 28

243 qompleteIgenomeIsequenceIofIMeiothermusIruberItypeIstrainIQ_ZRWIStandardsfinfGenomicfSciencesUI
2010UIaUI_dVad 28

242 qompleteIgenomeIsequenceIofIvaloterrigenaIturkmenicaItypeIstrainIQbkRWIStandardsfinfGenomicf
SciencesUI2010UI_UIZYeVZd 28

241 qompleteIgenomeIsequenceIofINakamurellaImultipartitaItypeIstrainIQYVZYbRWIStandardsfinfGenomicf
SciencesUI2010UI_UIZdfVec 28

240 qompleteIgenomeIsequenceIofIocidimicrobiumIferrooxidansItypeIstrainIQwqôRWIStandardsfinfGenomicf
SciencesUI2009UIZUIafVbc 27

239 qompleteIgenomeIsequenceIofINocardiopsisIdassonvilleiItypeIstrainIQwMβUIcYgRWIStandardsfinf
GenomicfSciencesUI2010UIaUIa_cVad 27

238 qompleteIgenomeIsequenceIofI×lsenellaIuliItypeIstrainIQVôwIredrV_eqRWIStandardsfinfGenomicf
SciencesUI2010UIaUIedVfb 27

237 qompleteIgenomeIsequenceIofIresulfarculusIbaarsiiItypeIstrainIQ_stZbRWIStandardsfinfGenomicf
SciencesUI2010UIaUI_edVfb 27

236 qompleteIgenomeIsequenceIofIominobacteriumIcolombienseItypeIstrainIQozoVZRWIStandardsfinf
GenomicfSciencesUI2010UI_UI_fYVg 27

235 qompleteIgenomeIsequenceIofIβiemerellaIanatipestiferItypeIstrainIQoTqqIZZfbcTRWIStandardsfinf
GenomicfSciencesUI2011UIbUIZbbVZca 26

234 qompleteIgenomeIsequenceIofIôirellulaIstaleyiItypeIstrainIQoTqqI_eaeeRWIStandardsfinfGenomicf
SciencesUI2009UIZUIaYfVZd 26

233 wntroducingIWWoWTWsWβWSWhIaIworkflowIforItheIalignmentUItaxonomyUIandIecologyIofIribosomalI
sequencesWIBMCfBioinformaticsUI2010UIZZUIaZe 3.6 26

(2010-2009)
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232 qommunityVzevelIrifferencesIinItheIMicrobiomeIofIvealthyIWildIMallardsIandIThoseIwnfectedIbyI
wnfluenzaIoIVirusesWIMSystemsUI2017UI_UI 7.6 25

231 qompleteIgenomeIsequenceIofIStreptosporangiumIroseumItypeIstrainIQNwIgZYYRWIStandardsfinf
GenomicfSciencesUI2010UI_UI_gVae 25

230 urowthIofIbfIbuiltIenvironmentIbacterialIisolatesIonIboardItheIwnternationalISpaceIStationIQwSSRWI
PeerJUI2016UIbUIeZfb_ 3.1 25

229 SwabsItoIgenomeshIaIcomprehensiveIworkflowWIPeerJUI2015UIaUIegdY 3.1 25

228
uenomeIsequenceIofItheIthermophilicIfreshVwaterIbacteriumISpirochaetaIcaldariaItypeIstrainI
QvZQTRRUIreclassificationIofISpirochaetaIcaldariaUISpirochaetaIstenostreptaUIandISpirochaetaI
zuelzeraeIinItheIgenusITreponemaIasITreponemaIcaldariaIcombWInovWUITreponemaIstenostreptaI
combWInovWUIandITreponemaIzuelzeraeIcombWInovWUIandIemendationIofItheIgenusITreponemaWI
StandardsfinfGenomicfSciencesUI2013UIfUIffVZYc

24

227 qompleteIgenomeIsequenceIofIôaludibacterIpropionicigenesItypeIstrainIQWpbRWIStandardsfinf
GenomicfSciencesUI2011UIbUIadVbb 24

226 qompleteIgenomeIsequenceIofItheIextremelyIhalophilicIvalanaerobiumIpraevalensItypeIstrainI
QuSzRWIStandardsfinfGenomicfSciencesUI2011UIbUIaZ_V_Z 24

225 qompleteIgenomeIsequenceIofIThermomonosporaIcurvataItypeIstrainIQpgRWIStandardsfinfGenomicf
SciencesUI2011UIbUIZaV__ 24

224 qompleteIgenomeIsequenceIofISulfurospirillumIdeleyianumItypeIstrainIQcZecRWIStandardsfinf
GenomicfSciencesUI2010UI_UIZbgVce 24

223 uenomeIofIThermotogaImaritimaIMSpfWIMethodsfinfEnzymologyUI2001UIaaYUIZdgVfY 1.7 24

222 qompleteIgenomeIsequenceIofIqellulophagaIlyticaItypeIstrainIQzwMV_ZRWIStandardsfinfGenomicf
SciencesUI2011UIbUI__ZVa_ 23

221 uenomeIsequenceIofItheIhomoacetogenicIbacteriumIvolophagaIfoetidaItypeIstrainIQTMpSbQTRRWI
StandardsfinfGenomicfSciencesUI2012UIdUIZebVfb 23

220 TheIgenomeIofItheIintracellularIbacteriumIofItheIcoastalIbivalveUISolemyaIvelumhIaIblueprintIforI
thrivingIinIandIoutIofIsymbiosisWIBMCfGenomicsUI2014UIZcUIg_b 4.5 22

219 qompleteIgenomeIsequenceIofIqellulophagaIalgicolaItypeIstrainIQwqZddRWIStandardsfinfGenomicf
SciencesUI2011UIbUIe_VfY 22

218 pioTorrentshIaIfileIsharingIserviceIforIscientificIdataWIPLoSfONEUI2010UIcUIeZYYeZ 3.7 22

217 qompleteIgenomeIsequenceIofIvalogeometricumIborinquenseItypeIstrainIQôβaRWIStandardsfinf
GenomicfSciencesUI2009UIZUIZcYVg 22

216
×nItheItaxonomicIstatusIofItheIintracellularIbacteriumIWolbachiaIpipientishIshouldIthisIspeciesI
nameIincludeItheIintracellularIbacteriaIofIfilarialInematodesmWIInternationalfJournalfoffSystematicf
andfEvolutionaryfMicrobiologyUI2007UIceUIZdeeVZdef

2.2 22

215
recoImutationsIthatIreduceItheIconstitutiveIcoproteaseIactivityIofItheIβecoZ_Y_QôrtcRIproteinhI
possibleIinvolvementIofIinterfilamentIassociationIinIproteolyticIandIrecombinationIactivitiesWI
JournalfoffBacteriologyUI1993UIZecUIdcZfV_g

3.5 22
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214 qharacterizationIofIshiftsIofIkoalaIQIintestinalImicrobialIcommunitiesIassociatedIwithIantibioticI
treatmentWIPeerJUI2018UIdUIebbc_ 3.1 22

213 uenomeIsequenceIofItheImoderatelyIthermophilicUIaminoVacidVdegradingIandIsulfurVreducingI
bacteriumIThermovirgaIlieniiItypeIstrainIQqasdYaZbQTRRWIStandardsfinfGenomicfSciencesUI2012UIdUI_aYVg 21

212 qompleteIgenomeIsequenceIofIvalorhabdusIutahensisItypeIstrainIQoXV_RWIStandardsfinfGenomicf
SciencesUI2009UIZUI_ZfV_c 21

211 qompleteIgenomeIsequenceIofISaccharomonosporaIviridisItypeIstrainIQôZYZRWIStandardsfinfGenomicf
SciencesUI2009UIZUIZbZVg 21

210 qompleteIgenomeIsequenceIofIotopobiumIparvulumItypeIstrainIQwôôIZ_bdRWIStandardsfinfGenomicf
SciencesUI2009UIZUIZddVea 21

209 SequenceIcharacterizationIandIcomparativeIanalysisIofIthreeIplasmidsIisolatedIfromIenvironmentalI
VibrioIsppWIAppliedfandfEnvironmentalfMicrobiologyUI2007UIeaUIeeYaVZY 4.8 21

208 qompleteIgenomeIsequenceIofITreponemaIsuccinifaciensItypeIstrainIQdYgZRWIStandardsfinfGenomicf
SciencesUI2011UIbUIadZVeY 20

207 qompleteIgenomeIsequenceIofItheImoderatelyIthermophilicImineralVsulfideVoxidizingIfirmicuteI
SulfobacillusIacidophilusItypeIstrainIQNozQTRRWIStandardsfinfGenomicfSciencesUI2012UIdUIZVZa 20

206 qompleteIgenomeIsequenceIofIβhodothermusImarinusItypeIstrainIQβVZYRWIStandardsfinfGenomicf
SciencesUI2009UIZUI_faVgY 20

205 qompleteIgenomeIsequenceIofIolicyclobacillusIacidocaldariusItypeIstrainIQZYbVwoRWIStandardsfinf
GenomicfSciencesUI2010UI_UIgVZf 20

204 qompleteIgenomeIsequenceIofISphaerobacterIthermophilusItypeIstrainIQSIdY__RWIStandardsfinf
GenomicfSciencesUI2010UI_UIbgVcd 20

203 qompleteIgenomeIsequenceIofIorchaeoglobusIprofundusItypeIstrainIQoVZfRWIStandardsfinfGenomicf
SciencesUI2010UI_UIa_eVbd 20

202 NewIevolutionaryIfrontiersIfromIunusualIvirusIgenomesWIGenomefBiologyUI2005UIdUI_Z_ 18.3 20

201 qompleteIgenomeIsequenceIofItheIacetateVdegradingIsulfateIreducerIresulfobaccaIacetoxidansI
typeIstrainIQoSβp_RWIStandardsfinfGenomicfSciencesUI2011UIbUIagaVbYZ 19

200 qompleteIgenomeIsequenceIofItheIglidingIfreshwaterIbacteriumItluviicolaItaffensisItypeIstrainI
QβW_d_RWIStandardsfinfGenomicfSciencesUI2011UIcUI_ZVg 19

199 qompleteIgenomeIsequenceIofIqatenulisporaIacidiphilaItypeIstrainIQwrIZaggYfRWIStandardsfinf
GenomicfSciencesUI2009UIZUIZZgV_c 19

198 qompleteIgenomeIsequenceIofIôedobacterIheparinusItypeIstrainIQvwMIed_VaRWIStandardsfinfGenomicf
SciencesUI2009UIZUIcbVd_ 19

197 qompleteIgenomeIsequenceIofIprachybacteriumIfaeciumItypeIstrainIQSchefferleIdVZYRWIStandardsfinf
GenomicfSciencesUI2009UIZUIaVZZ 19

(2009-2018)
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196 qompleteIgenomeIsequenceIofIryadobacterIfermentansItypeIstrainIQNSZZbRWIStandardsfinfGenomicf
SciencesUI2009UIZUIZaaVbY 19

195 qompleteIgenomeIsequenceIofIThermanaerovibrioIacidaminovoransItypeIstrainIQSuffaRWIStandardsf
infGenomicfSciencesUI2009UIZUI_cbVdZ 19

194 qompleteIgenomeIsequenceIofIocidaminococcusIfermentansItypeIstrainIQVβbRWIStandardsfinf
GenomicfSciencesUI2010UIaUIZVZb 19

193 qompleteIgenomeIsequenceIofIuordoniaIbronchialisItypeIstrainIQabZYRWIStandardsfinfGenomicf
SciencesUI2010UI_UIZgV_f 19

192 SequencedIstrainsImustIbeIsavedIfromIextinctionWINatureUI2001UIbZbUIZbf 50.4 19

191 SiftingIthroughIgenomesIwithIiterativeVsequenceIclusteringIproducesIaIlargeUIphylogeneticallyI
diverseIproteinVfamilyIresourceWIBMCfBioinformaticsUI2012UIZaUI_db 3.6 18

190 qompleteIgenomeIsequenceIofIonaerococcusIprevotiiItypeIstrainIQôqZRWIStandardsfinfGenomicf
SciencesUI2009UIZUIZcgVdc 18

189 qompleteIgenomeIsequenceIofIprachyspiraImurdochiiItypeIstrainIQcdVZcYRWIStandardsfinfGenomicf
SciencesUI2010UI_UI_dYVg 18

188 qompleteIgenomeIsequenceIofIqoraliomargaritaIakajimensisItypeIstrainIQYb×yoYZYV_bRWIStandardsf
infGenomicfSciencesUI2010UI_UI_gYVg 18

187 qompleteIgenomeIsequenceIofIThermobisporaIbisporaItypeIstrainIQβcZRWIStandardsfinfGenomicf
SciencesUI2010UI_UIaZfV_d 18

186 TheIUnitedIStatesIqultureIqollectionINetworkIQUSqqNRhIsnhancingIMicrobialIuenomicsIβesearchI
throughIzivingIMicrobeIqultureIqollectionsWIAppliedfandfEnvironmentalfMicrobiologyUI2015UIfZUIcdeZVb 4.8 17

185 qompleteIgenomeIsequenceIofIvaliscomenobacterIhydrossisItypeIstrainIQ×RWIStandardsfinfGenomicf
SciencesUI2011UIbUIac_VdY 17

184 qompleteIgenomeIsequenceIofIzeptotrichiaIbuccalisItypeIstrainIQqVZYZaVbRWIStandardsfinfGenomicf
SciencesUI2009UIZUIZ_dVa_ 17

183 qompleteIgenomeIsequenceIofIresulfohalobiumIretbaenseItypeIstrainIQvβQZYYRRWIStandardsfinf
GenomicfSciencesUI2010UI_UIafVbf 17

182 uutIqheckhITheIevolutionIofIanIeducationalIboardIgameWIPLoSfBiologyUI2017UIZcUIe_YYZgfb 9.7 17

181 MicrobiomeIsuccessionIduringIammonificationIinIeelgrassIbedIsedimentsWIPeerJUI2017UIcUIeadeb 3.1 17

180 uenesIβequiredIforItheIontiVfungalIoctivityIofIaIpacterialIsndophyteIwsolatedIfromIaIqornIzandraceI
urownIqontinuouslyIbyISubsistenceItarmersISinceIZYYYIpqWIFrontiersfinfMicrobiologyUI2016UIeUIZcbf 5.7 17

179 qompleteIgenomeIsequenceIofItheIaquaticIbacteriumIβunellaIslithyformisItypeIstrainIQzSUIbQTRRWI
StandardsfinfGenomicfSciencesUI2012UIdUIZbcVcb 16
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178 qompleteIgenomeIsequenceIofIStreptobacillusImoniliformisItypeIstrainIQggYZRWIStandardsfinf
GenomicfSciencesUI2009UIZUIaYYVe 16

177 qompleteIgenomeIsequenceIofISlackiaIheliotrinireducensItypeIstrainIQβvSIZRWIStandardsfinfGenomicf
SciencesUI2009UIZUI_abVbZ 16

176 qompleteIgenomeIsequenceIofIStackebrandtiaInassauensisItypeIstrainIQzzβVbYyV_ZRWIStandardsfinf
GenomicfSciencesUI2009UIZUI_abVbZ 16

175 qompleteIgenomeIsequenceIofIMeiothermusIsilvanusItypeIstrainIQVwVβ_RWIStandardsfinfGenomicf
SciencesUI2010UIaUIaeVbd 16

174 qompleteIgenomeIsequenceIofIocetohalobiumIarabaticumItypeIstrainIQZVe_ffRWIStandardsfinf
GenomicfSciencesUI2010UIaUIceVdc 16

173 qompleteIgenomeIsequenceIofISebaldellaItermitidisItypeIstrainIQNqTqIZZaYYRWIStandardsfinf
GenomicfSciencesUI2010UI_UI__YVe 16

172 qompleteIgenomeIsequenceIofIβiemerellaIanatipestiferItypeIstrainIQoTqqIZZfbcRWIStandardsfinf
GenomicfSciencesUI2011UIbUIZbbVca 16

171 qharacterizationIofItheIMycobiomeIofItheISeagrassUIUIβevealsIôutativeIossociationsIWithIMarineI
qhytridsWIFrontiersfinfMicrobiologyUI2019UIZYUI_bed 5.7 16

170 WholeIgenomeIsequencingIofIextendedVspectrumI˛†VlactamaseIproducingIylebsiellaIpneumoniaeI
isolatedIfromIaIpatientIinIzebanonWIFrontiersfinfCellularfandfInfectionfMicrobiologyUI2015UIcUIa_ 5.9 15

169
qomparativeIuenomicsIofItheIuenusIôorphyromonasIwdentifiesIodaptationsIforIvemeISynthesisI
withinItheIôrevalentIqanineI×ralISpeciesIôorphyromonasIcangingivalisWIGenomefBiologyfandf
EvolutionUI2015UIeUIaageVbZa

3.9 15

168 uenomeISequenceIofItheISulfateVβeducingIThermophilicIpacteriumIThermodesulfovibrioI
yellowstoniiIStrainIrSMIZZabeTIQôhylumINitrospiraeRWIGenomefAnnouncementsUI2015UIaUI 15

167 qompleteIgenomeIsequenceIofIzeadbetterellaIbyssophilaItypeIstrainIQbMZcRWIStandardsfinfGenomicf
SciencesUI2011UIbUI_VZ_ 15

166 qompleteIgenomeIsequenceIofIMarivirgaItractuosaItypeIstrainIQvVbaRWIStandardsfinfGenomicf
SciencesUI2011UIbUIZcbVd_ 15

165 qompleteIgenomeIsequenceIofIqonexibacterIwoeseiItypeIstrainIQwrZaZceeRWIStandardsfinfGenomicf
SciencesUI2010UI_UI_Z_Vg 15

164 qompleteIgenomeIsequenceIofISpirochaetaIsmaragdinaeItypeIstrainIQSspβIb__fRWIStandardsfinf
GenomicfSciencesUI2010UIaUIZadVbb 15

163 tungiUIbacteriaIandIoomycotaIopportunisticallyIisolatedIfromItheIseagrassUIZosteraImarinaWIPLoSf
ONEUI2020UIZcUIeY_adZac 3.7 15

162 SoβSVqoVV_IdetectionIandIgenomicIsequencingIfromIhospitalIsurfaceIsamplesIcollectedIatIUqI
ravisWIPLoSfONEUI2021UIZdUIeY_cacef 3.7 15

161 qompleteIgenomeIsequenceIofIThermocrinisIalbusItypeIstrainIQvwIZZXZ_RWIStandardsfinfGenomicf
SciencesUI2010UI_UIZgbV_Y_ 14

(2010-2009)
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160 qompleteIgenomeIsequenceIofIMethanothermusIfervidusItypeIstrainIQV_bSRWIStandardsfinfGenomicf
SciencesUI2010UIaUIaZcV_b 14

159 TheIphylogeneticIrelationshipsIofIqhlorobiumItepidumIandIqhloroflexusIaurantiacusIbasedIuponI
theirIβecoIsequencesWIFEMSfMicrobiologyfLettersUI1998UIZd_UIcaVdY 2.9 14

158 TheIqloacalIMicrobiomeIofItiveIWildIruckISpeciesIVariesIbyISpeciesIandIwnfluenzaIoIVirusIwnfectionI
StatusWIMSphereUI2018UIaUI 5 14

157 MicroberphIaIlocallyImaintainableIdatabaseIofImicrobialIgenomicIsequencesWIBioinformaticsUI2012UI
_fUIZgbeVf 7.2 13

156 qompleteIgenomeIsequenceIofIqryptobacteriumIcurtumItypeIstrainIQZ_VaRWIStandardsfinfGenomicf
SciencesUI2009UIZUIgaVZYY 13

155 qompleteIgenomeIsequenceIofIwgnisphaeraIaggregansItypeIstrainIQoüZWSZRWIStandardsfinfGenomicf
SciencesUI2010UIaUIddVec 13

154 uenomeIdatahIwhatIdoIweIlearnmWICurrentfOpinionfinfStructuralfBiologyUI2000UIZYUIabaVf 8.1 13

153 MicrobialIgenomeIsequencingI_YYYhInewIinsightsIintoIphysiologyUIevolutionIandIexpressionI
analysisWIResearchfinfMicrobiologyUI2000UIZcZUIegVfb 4 13

152 qompleteIgenomeIsequenceIofIqapnocytophagaIochraceaItypeIstrainIQVôwI_fbcRWIStandardsfinf
GenomicfSciencesUI2009UIZUIZYZVg 12

151 qompleteIgenomeIsequenceIofIqandidatusIβuthiaImagnificaWIStandardsfinfGenomicfSciencesUI2010UI
aUIZdaVea 12

150 qompleteIgenomeIsequenceIofIThermosphaeraIaggregansItypeIstrainIQMZZTzRWIStandardsfinf
GenomicfSciencesUI2010UI_UI_bcVcg 12

149 UseIofIvoôôYImappingIforItheIhigherIorderIassemblyIofItheITetrahymenaIgenomeWIGenomicsUI2006
UIffUIbbaVcZ 4.3 12

148 qompleteIgenomeIsequenceIofIMethanoplanusIpetroleariusItypeIstrainIQSspβIbfbeRWIStandardsfinf
GenomicfSciencesUI2010UIaUI_YaVZZ 12

147 oIphylogeneticallyInovelIcyanobacteriumImostIcloselyIrelatedItoIuloeobacterWIISMEfJournalUI2020UI
ZbUI_Zb_V_Zc_ 11.9 11

146 qompleteIuenomeISequenceIofItheIsxtremeIThermophileIrictyoglomusIthermophilumIvVdVZ_WI
GenomefAnnouncementsUI2014UI_UI 11

145 qompleteIgenomeIsequenceIofItheIglidingUIheparinolyticIôedobacterIsaltansItypeIstrainIQZZaRWI
StandardsfinfGenomicfSciencesUI2011UIcUIaYVbY 11

144 qompleteIgenomeIsequenceIofIreinococcusImaricopensisItypeIstrainIQzpVabRWIStandardsfinfGenomicf
SciencesUI2011UIbUIZdaVe_ 11

143 uenomeIsequenceIofItheIorangeVpigmentedIseawaterIbacteriumI×wenweeksiaIhongkongensisI
typeIstrainIQUST_YY_YfYZQTRRWIStandardsfinfGenomicfSciencesUI2012UIeUIZ_YVaY 11
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142 qompleteIgenomeIsequenceIofIpeutenbergiaIcavernaeItypeIstrainIQvywIYZ__RWIStandardsfinfGenomicf
SciencesUI2009UIZUI_ZVf 11

141 qompleteIgenomeIsequenceIofIrenitrovibrioIacetiphilusItypeIstrainIQN_bdYRWIStandardsfinfGenomicf
SciencesUI2010UI_UI_eYVg 11

140 uenomeIonalysisIofIStreptococcusIpyogenesIossociatedIwithIôharyngitisIandISkinIwnfectionsWIPLoSf
ONEUI2016UIZZUIeYZdfZee 3.7 11

139
uenomeIsequenceIofItheImudVdwellingIarchaeonIMethanoplanusIlimicolaItypeIstrainIQrSMI
__egQTRRUIreclassificationIofIMethanoplanusIpetroleariusIasIMethanolaciniaIpetroleariaIandI
emendedIdescriptionsIofItheIgeneraIMethanoplanusIandIMethanolaciniaWIStandardsfinfGenomicf
SciencesUI2014UIgUIZYedVff

10

138 TranscriptomesIofIpostVmitoticIneuronsIidentifyItheIusageIofIalternativeIpathwaysIduringIadultI
andIembryonicIneuronalIdifferentiationWIBMCfGenomicsUI2015UIZdUIZZYY 4.5 10

137 qompleteIgenomeIsequenceIofItheImoderateIthermophileIonaerobaculumImobileItypeIstrainI
QNuoQTRRWIStandardsfinfGenomicfSciencesUI2013UIfUIbeVce 10

136 qompleteIgenomeIsequenceIofINitratifractorIsalsuginisItypeIstrainIQsgwaeVZRWIStandardsfinfGenomicf
SciencesUI2011UIbUIa__VaY 10

135 qompleteIgenomeIsequenceIofItheIhyperthermophilicIchemolithoautotrophIôyrolobusIfumariiI
typeIstrainIQZoRWIStandardsfinfGenomicfSciencesUI2011UIbUIafZVg_ 10

134
qompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIresulfurobacteriumI
thermolithotrophumItypeIstrainIQpSoQTRRIfromIaIdeepVseaIhydrothermalIventWIStandardsfinfGenomicf
SciencesUI2011UIcUIbYeVZc

10

133 qompleteIgenomeIsequenceIofISanguibacterIkeddieiiItypeIstrainIQSTVebRWIStandardsfinfGenomicf
SciencesUI2009UIZUIZZYVf 10

132 qompleteIgenomeIsequenceIofIyangiellaIkoreensisItypeIstrainIQSWVZ_cRWIStandardsfinfGenomicf
SciencesUI2009UIZUI__dVaa 10

131 qompleteIgenomeIsequenceIofIxonesiaIdenitrificansItypeIstrainIQôrevotIccZabRWIStandardsfinf
GenomicfSciencesUI2009UIZUI_d_Vg 10

130 qompleteIgenomeIsequenceIofIyribbellaIflavidaItypeIstrainIQwt×IZbaggRWIStandardsfinfGenomicf
SciencesUI2010UI_UIZfdVga 10

129 qompleteIgenomeIsequenceIofIThermosediminibacterIoceaniItypeIstrainIQxWXwWVZ__fôRWIStandardsf
infGenomicfSciencesUI2010UIaUIZYfVZd 10

128 qompleteIgenomeIsequenceIofISyntrophothermusIlipocalidusItypeIstrainIQTupVqZRWIStandardsfinf
GenomicfSciencesUI2010UIaUI_dfVec 10

127 sffectsIofIpreservationImethodIonIcanineIQRIfecalImicrobiotaWIPeerJUI2018UIdUIebf_e 3.1 10

126 rraftIgenomeIsequenceIofIanIoctinobacteriumUIprachybacteriumImurisIstrainIUqrVoYbWIGenomef
AnnouncementsUI2013UIZUIeYYYfdZa 9

125 qompleteIgenomeIsequenceIofIresulfurococcusImucosusItypeIstrainIQ×eXZRWIStandardsfinfGenomicf
SciencesUI2011UIbUIZeaVf_ 9
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124 qompleteIgenomeIsequenceIofISyntrophobotulusIglycolicusItypeIstrainIQtlulyβTRWIStandardsfinf
GenomicfSciencesUI2011UIbUIaeZVafY 9

123 uenomeIsequenceIofItheIfilamentousUIglidingIThiothrixIniveaIneotypeIstrainIQxô_QTRRWIStandardsfinf
GenomicfSciencesUI2011UIcUIagfVbYd 9

122 qompleteIgenomeIsequenceIofIqalditerrivibrioInitroreducensItypeIstrainIQYuaeVZRWIStandardsfinf
GenomicfSciencesUI2011UIbUIcbVd_ 9

121 qompleteIgenomeIsequenceIofItheIthermophilicIsulfateVreducingIoceanIbacteriumI
ThermodesulfatatorIindicusItypeIstrainIQqwβ_gfZ_QTRRWIStandardsfinfGenomicfSciencesUI2012UIdUIZccVdb 9

120 uenomeIsequenceIofItheIontarcticIrhodopsinsVcontainingIflavobacteriumIuillisiaIlimnaeaItypeI
strainIQβVf_f_QTRRWIStandardsfinfGenomicfSciencesUI2012UIeUIZYeVZg 9

119 qompleteIgenomeIsequenceIofIterrimonasIbalearicaItypeIstrainIQôoTRWIStandardsfinfGenomicf
SciencesUI2010UIaUIZebVf_ 9

118 qompleteIgenomeIsequenceIofIPThermobaculumIterrenumPItypeIstrainIQYNôZRWIStandardsfinf
GenomicfSciencesUI2010UIaUIZcaVd_ 9

117 qompleteIgenomeIsequenceIofISegniliparusIrotundusItypeIstrainIQqrqIZYedRWIStandardsfinfGenomicf
SciencesUI2010UI_UI_YaVZZ 9

116
SequencingIandIanalysisIofIaIdaIkbIbacterialIartificialIchromosomeIinsertIfromItheIWolbachiaI
endosymbiontIofItheIhumanIfilarialIparasiteIprugiaImalayiWIInternationalfJournalfforfParasitologyUI
2002UIa_UIZcgVdd

4.3 9

115 uenomicIattributesIofIextendedVspectrumI˛†VlactamaseVproducingIsscherichiaIcoliIisolatedIfromI
patientsIinIzebanonWIFuturefMicrobiologyUI2017UIZ_UI_ZaV__d 2.9 8

114 MicrobialIqommunityISuccessionIandINutrientIqyclingIβesponsesIfollowingIôerturbationsIofI
sxperimentalISaltwaterIoquariaWIMSphereUI2019UIbUI 5 8

113 rraftIgenomeIsequencesIofI_dIporphyromonasIstrainsIisolatedIfromItheIcanineIoralImicrobiomeWI
GenomefAnnouncementsUI2015UIaUI 8

112 uenomeIsequenceIofItheIfreeVlivingIaerobicIspirocheteITurneriellaIparvaItypeIstrainIQvQTRRUIandI
emendationIofItheIspeciesITurneriellaIparvaWIStandardsfinfGenomicfSciencesUI2013UIfUI__fVaf 8

111 qompleteIgenomeIsequenceIofIvydrogenobacterIthermophilusItypeIstrainIQTyVdRWIStandardsfinf
GenomicfSciencesUI2011UIbUIZaZVba 8

110 qompleteIgenomeIsequenceIofIWeeksellaIvirosaItypeIstrainIQgecZRWIStandardsfinfGenomicfSciencesUI
2011UIbUIfZVgY 8

109 qompleteIgenomeIsequenceIofIpacteroidesIsalanitronisItypeIstrainIQpzefRWIStandardsfinfGenomicf
SciencesUI2011UIbUIZgZVg 8

108 qompleteIgenomeIsequenceIofITsukamurellaIpaurometabolaItypeIstrainIQnoWIaaRWIStandardsfinf
GenomicfSciencesUI2011UIbUIab_VcZ 8

107 uenomeIsequenceIofItheImoderatelyIthermophilicIhalophileItlexistipesIsinusarabiciIstrainIQMoSZYRWI
StandardsfinfGenomicfSciencesUI2011UIcUIfdVgd 8

Jonathan A Eisen

18



106 qompleteIgenomeIsequenceIofItheIfacultativelyIanaerobicUIappendagedIbacteriumIMuricaudaI
ruestringensisItypeIstrainIQpZQTRRWIStandardsfinfGenomicfSciencesUI2012UIdUIZfcVga 8

105 ôermanentIdraftIgenomeIsequenceIofIrethiosulfovibrioIpeptidovoransItypeIstrainIQSspβIb_YeRWI
StandardsfinfGenomicfSciencesUI2010UIaUIfcVg_ 8

104 NonVcontiguousIfinishedIgenomeIsequenceIofIominomonasIpaucivoransItypeIstrainIQuzUVaRWI
StandardsfinfGenomicfSciencesUI2010UIaUI_fcVga 8

103 qompleteIgenomeIsequenceIofIVulcanisaetaIdistributaItypeIstrainIQwqVYZeRWIStandardsfinfGenomicf
SciencesUI2010UIaUIZZeV_c 8

102 qompleteIgenomeIsequenceIofIXylanimonasIcellulosilyticaItypeIstrainIQXwzYeRWIStandardsfinfGenomicf
SciencesUI2010UI_UIZVf 8

101 ôorphyrobacterImercurialisIspWInovWUIisolatedIfromIaIstadiumIseatIandIemendedIdescriptionIofItheI
genusIôorphyrobacterWIPeerJUI2015UIaUIeZbYY 3.1 8

100 qomparisonIofIWholeVuenomeISequencesIofIzegionellaIpneumophilaIinITapIWaterIandIinIqlinicalI
StrainsUItlintUIMichiganUIUSoUI_YZdWIEmergingfInfectiousfDiseasesUI2019UI_cUI_YZaV_Y_Y 10.2 7

99 qompleteIgenomeIsequenceIofIpacteroidesIhelcogenesItypeIstrainIQôIadVZYfRWIStandardsfinf
GenomicfSciencesUI2011UIbUIbcVca 7

98 qompleteIgenomeIsequenceIofItheIorangeVredIpigmentedUIradioresistantIreinococcusI
proteolyticusItypeIstrainIQMβôQTRRWIStandardsfinfGenomicfSciencesUI2012UIdUI_bYVcY 7

97 qompleteIgenomeIsequenceIofIwlyobacterIpolytropusItypeIstrainIQquvbuZRWIStandardsfinfGenomicf
SciencesUI2010UIaUIaYbVZb 7

96 qompleteIgenomeIsequenceIofIorcanobacteriumIhaemolyticumItypeIstrainIQZZYZfRWIStandardsfinf
GenomicfSciencesUI2010UIaUIZ_dVac 7

95 qompleteIgenomeIsequenceIofIThermaerobacterImarianensisItypeIstrainIQepecaRWIStandardsfinf
GenomicfSciencesUI2010UIaUIaaeVbc 7

94 rraftIuenomeISequencesIofIUqrVyzaYUIUqrVyzZdUIspWIStrainIUqrVyz_YUIspWIStrainIUqrVyzZ_UIandI
spWIStrainIUqrVyz_ZUIwsolatedIfromISeagrassWIGenomefAnnouncementsUI2017UIcUI 7

93 TheIemergenceIofImicrobiomeIcentresWINaturefMicrobiologyUI2020UIcUI_Va 26.6 7

92 rraftIuenomeISequenceIofITenacibaculumIsoleaeIUqrVyzZgWIGenomefAnnouncementsUI2016UIbUI 7

91 qompleteIuenomeISequenceIofIqoprothermobacterIproteolyticusIrSMIc_dcWIGenomef
AnnouncementsUI2014UI_UI 6

90
rraftIgenomeIsequencesIofIeightIbacteriaIisolatedIfromItheIindoorIenvironmenthIstrainIvadUIstrainI
vdcUIstrainIvd_UIstrainIvdgUIspWIstrainIvfaUIstrainIvagUIspWIstrainIvcaUIandIstrainIve_WIStandardsfinf
GenomicfSciencesUI2017UIZ_UIZe

6

89 rraftIuenomeISequenceIofIqurtobacteriumIflaccumfaciensIStrainIUqrVoyUIQôhylumI
octinobacteriaRWIGenomefAnnouncementsUI2013UIZUI 6

(2013-2012)
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88 qompleteIgenomeIsequenceIofItheIbileVresistantIpigmentVproducingIanaerobeIolistipesIfinegoldiiI
typeIstrainIQovN_baeQTRRWIStandardsfinfGenomicfSciencesUI2013UIfUI_dVad 6

87 qompleteIgenomeIsequenceIofIMahellaIaustraliensisItypeIstrainIQcYVZIp×NRWIStandardsfinfGenomicf
SciencesUI2011UIbUIaaZVbZ 6

86 qompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIvippeaImaritimaItypeIstrainI
QMvQ_RRWIStandardsfinfGenomicfSciencesUI2011UIbUIaYaVZZ 6

85 qompleteIgenomeIsequenceIofItheIaerobicUIheterotrophIMarinithermusIhydrothermalisItypeIstrainI
QTZQTRRIfromIaIdeepVseaIhydrothermalIventIchimneyWIStandardsfinfGenomicfSciencesUI2012UIdUI_ZVaY 6

84
spWInovWUIaImarineUIcellulolyticIendosymbioticIbacteriumIisolatedIfromItheIgillsIofItheIwoodVboringI
molluscIQpivalviahITeredinidaeRIandIemendedIdescriptionIofItheIgenusWIInternationalfJournalfoff
SystematicfandfEvolutionaryfMicrobiologyUI2020UIeYUI_affV_agb

2.2 6

83 ulobalIriversityIandIpiogeographyIofItheIMycobiomeWIAppliedfandfEnvironmentalfMicrobiologyUI
2021UIfeUIeY_egc_Y 4.8 6

82 qompleteIgenomeIsequenceIofIstrainIYwMIYY_IQrSMIbbfacRUItheItypeIspeciesIofItheIgenusIandI
sourceIofInewIantibioticIcompoundsWIStandardsfinfGenomicfSciencesUI2017UIZ_UI_Z 5

81 rraftIuenomeISequenceIofIpacillusIsafensisIxôzVMsβToVfV_UIwsolatedIfromIaIMarsVpoundI
SpacecraftWIGenomefAnnouncementsUI2015UIaUI 5

80 rraftIuenomeISequenceIofIpurkholderiaIgladioliIStrainIUqrVUu_qvoôoz×TsIQôhylumI
ôroteobacteriaRWIGenomefAnnouncementsUI2015UIaUI 5

79 rraftIuenomeISequencesIofIStreptococcusIpyogenesIStrainsIossociatedIwithIThroatIandISkinI
wnfectionsIinIzebanonWIGenomefAnnouncementsUI2014UI_UI 5

78 rraftIuenomeISequenceIofIMicrobacteriumIspWIStrainIUqrVTrUIQôhylumIoctinobacteriaRWIGenomef
AnnouncementsUI2013UIZUIeYYZ_YZa 5

77 rraftIuenomeISequenceIofIyocuriaIspWIStrainIUqrV×TqôIQôhylumIoctinobacteriaRWIGenomef
AnnouncementsUI2013UIZUI 5

76 qompleteIgenomeIsequenceIofIqoriobacteriumIglomeransItypeIstrainIQôW_QTRRIfromItheImidgutIofI
ôyrrhocorisIapterusIzWIQredIsoldierIbugRWIStandardsfinfGenomicfSciencesUI2013UIfUIZcV_c 5

75 ôrokaryoticISuperIôrogramIodvisoryIqommitteeIr×sIxointIuenomeIwnstituteUIWalnutIqreekUIqoUI
MarchI_eUI_YZaWIStandardsfinfGenomicfSciencesUI2013UIfUIcdZVeY 5

74 rraftIuenomeISequenceIofIzeucobacterIspWIStrainIUqrVTvUIQôhylumIoctinobacteriaRWIGenomef
AnnouncementsUI2013UIZUI 5

73 rraftIuenomeISequenceIofIrietziaIspWIStrainIUqrVTvôIQôhylumIoctinobacteriaRWIGenomef
AnnouncementsUI2013UIZUI 5

72 rraftIuenomeISequenceIofIqobetiaIspWIUqrV_bqUIwsolatedIfromIβootsIandIzeavesIofItheISeagrassI
ZosteraImarinaWIGenomefAnnouncementsUI2016UIbUI 5

71 pacteriaIisolatedIfromIpengalIcatIQtelisIcatusIˆ�IôrionailurusIbengalensisRIanalIsacIsecretionsI
produceIvolatileIcompoundsIpotentiallyIassociatedIwithIanimalIsignalingWIPLoSfONEUI2019UIZbUIeY_Zdfbd3.7 4
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70 uenomesIfromIbacteriaIassociatedIwithItheIcanineIoralIcavityhIoItestIcaseIforIautomatedI
genomeVbasedItaxonomicIassignmentWIPLoSfONEUI2019UIZbUIeY_Zbacb 3.7 4

69 snvironmentalIcontrolIonItheIdistributionIofImetabolicIstrategiesIofIbenthicImicrobialImatsIinIzakeI
tryxellUIontarcticaWIPLoSfONEUI2020UIZcUIeY_aZYca 3.7 4

68
rraftIuenomeISequenceIofIylebsiellaIpneumoniaeIyuMVwMô_ZdIvarboringIblaqTXVMVZcUIblarvoVZUI
blaTsMVZpUIblaNrMVZUIblaSvVV_fUIandIbla×XoVZUIwsolatedIfromIaIôatientIinIzebanonWIGenomef
AnnouncementsUI2016UIbUI

4

67 ôrospectingIMicrobialIStrainsIforIpioremediationIandIôrobioticsIrevelopmentIforIMetaorganismI
βesearchIandIôreservationWIJournalfoffVisualizedfExperimentsUI2019UI 1.6 4

66 uenomeIsequenceIofItheIThermotogaIthermarumItypeIstrainIQzoaQTRRIfromIanIofricanIsolfataricI
springWIStandardsfinfGenomicfSciencesUI2014UIgUIZZYcVZe 4

65 rraftIuenomeISequenceIofIôorphyrobacterImercurialisIQspWInovWRIStrainIqoronadoWIGenomef
AnnouncementsUI2015UIaUI 4

64 uenomeISequenceIofIaISulfateVβeducingIThermophilicIpacteriumUIThermodesulfobacteriumI
communeIrSMI_ZefTIQôhylumIThermodesulfobacteriaRWIGenomefAnnouncementsUI2015UIaUI 4

63 vighVqualityVdraftIgenomeIsequenceIofItheIyellowVpigmentedIflavobacteriumIxoostellaImarinaI
typeIstrainIQsncQTRRWIStandardsfinfGenomicfSciencesUI2013UIfUIaeVbd 4

62
uenomeIsequenceIofItheImoderatelyIthermophilicIsulfurVreducingIbacteriumIThermanaerovibrioI
veloxItypeIstrainIQZVgeYZQTRRIandIemendedIdescriptionIofItheIgenusIThermanaerovibrioWIStandardsf
infGenomicfSciencesUI2013UIgUIceVeY

4

61 uenomeIsequenceIofItheIphylogeneticallyIisolatedIspirocheteIzeptonemaIilliniItypeIstrainI
QaYccQTRRWIStandardsfinfGenomicfSciencesUI2013UIfUIZeeVfe 4

60 NonVcontiguousIfinishedIgenomeIsequenceIofIpacteroidesIcoprosuisItypeIstrainIQôqZagRWIStandardsf
infGenomicfSciencesUI2011UIbUI_aaVba 4

59 qompleteIgenomeIsequenceIofIwntrasporangiumIcalvumItypeIstrainIQeIywôRWIStandardsfinfGenomicf
SciencesUI2010UIaUI_gbVaYa 4

58 WhatIdoesItheItermImicrobiomeImeanmIondIwhereIdidIitIcomeIfrommIoIbitIofIaIsurpriseIWWWIThef
WinnowerUI2015UI 4

57 pacterialIcommunitiesIassociatedIwithIcellIphonesIandIshoesWIPeerJUI2020UIfUIeg_ac 3.1 4

56 rraftIuenomeISequenceIofIqurtobacteriumIspWIStrainIUqrVyôz_cdYIQôhylumIoctinobacteriaRWI
GenomefAnnouncementsUI2016UIbUI 4

55
rraftIuenomeISequencesIofIocinetobacterIbaumanniiIStrainsIvarboringItheIblaNrMVZIueneI
wsolatedIinIzebanonIfromIqiviliansIWoundedIduringItheISyrianIqivilIWarWIGenomefAnnouncementsUI
2016UIbUI

4

54 rraftIuenomeIonalysisIofIrSMI__dYeUIexhibitingIanIunusualIexpansionIofItransporterIhomologsIofI
unknownIfunctionWIJournalfoffGenomicsUI2020UIfUI_cV_g 0.9 3

53 rraftIuenomeISequencesIofITwoIôseudoalteromonasIporphyraeIStrainsIwsolatedIfromISeagrassI
SedimentWIGenomefAnnouncementsUI2016UIbUI 3

(2016-2019)
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52 rraftIuenomeISequenceIofIStrainIUqrVôr_IwsolatedIfromIaItelineIonalISacWIGenomef
AnnouncementsUI2017UIcUI 3

51 TheIureenIperryIqonsortiaIofItheISippewissettISaltIMarshhIMillimeterVSizedIoggregatesIofI
riazotrophicIUnicellularIqyanobacteriaWIFrontiersfinfMicrobiologyUI2017UIfUIZd_a 5.7 3

50 rraftIuenomeISequenceIofIôseudoalteromonasItetraodonisIStrainIUqrVSsrfIQôhylumI
uammaproteobacteriaRWIGenomefAnnouncementsUI2015UIaUI 3

49 rraftIuenomeISequenceIofIpacillusIvietnamensisIStrainIUqrVSsrcIQôhylumItirmicutesRWIGenomef
AnnouncementsUI2015UIaUI 3

48 micropsnethIlessonsIlearnedIfromIbuildingIanIinterdisciplinaryIscientificIcommunityIinItheIonlineI
sphereWIPLoSfBiologyUI2014UIZ_UIeZYYZffb 9.7 3

47 rraftIuenomeISequenceIofITatumellaIspWIStrainIUqrVr_suzukiiIQôhylumIôroteobacteriaRIwsolatedI
fromIrrosophilaIsuzukiiIzarvaeWIGenomefAnnouncementsUI2014UI_UI 3

46 qompleteIgenomeIsequenceIofI×ceanithermusIprofundusItypeIstrainIQcYdRWIStandardsfinfGenomicf
SciencesUI2011UIbUI_ZYV_Y 3

45 qompleteIgenomeIsequenceIofISyntrophobotulusIglycolicusItypeIstrainIQtlulyβRWIStandardsfinf
GenomicfSciencesUI2011UIbUIaeZVfY 3

44 oncestralIabsenceIofIelectronItransportIchainsIinIôatescibacteriaIandIrôoNN 3

43 snergeticIandIsnvironmentalIqonstraintsIonItheIqommunityIStructureIofIpenthicIMicrobialIMatsIinI
zakeItryxellUIontarcticaWIFEMSfMicrobiologyfEcologyUI2020UIgdUI 4.3 3

42
spWInovWUIspWInovWIandIspWInovWUImarineUIcellulolyticIendosymbioticIbacteriaIisolatedIfromItheIgillsIofI
theIwoodVboringImolluscIQpivalviahITeredinidaeRIandIemendedIdescriptionIofItheIgenusWI
InternationalfJournalfoffSystematicfandfEvolutionaryfMicrobiologyUI2021UIeZUI

2.2 3

41 qompleteIuenomeISequenceIofIaIStrainIwsolatedIfromIaIôaraplegicIôatientIwithINeurogenicI
pladderIUsingISingleVMoleculeIβealVTimeISequencingITechnologyWIGenomefAnnouncementsUI2017UIcUI 2

40
WholeIgenomeIsequenceIanalysisIrevealsItheIbroadIdistributionIofItheIβtxoItypeIZIsecretionI
systemIandIfourInovelIputativeItypeIZIsecretionIsystemsIthroughoutItheIzegionellaIgenusWIPLoSf
ONEUI2020UIZcUIeY__aYaa

3.7 2

39 rraftIuenomeISequenceIofIuordoniaIspWIStrainIUqrVTyZIQôhylumIoctinobacteriaRWIGenomef
AnnouncementsUI2016UIbUI 2

38 rraftIuenomeISequencesIofITwoIôseudoalteromonasIStrainsIwsolatedIfromIβootsIandIzeafIpladesI
ofItheISeagrassIZosteraImarinaWIGenomefAnnouncementsUI2016UIbUI 2

37 rraftIuenomeISequencesIofITwoIVibrioIsplendidusIStrainsUIwsolatedIfromISeagrassISedimentWI
GenomefAnnouncementsUI2016UIbUI 2

36 rraftIuenomeISequenceIofIôlanomicrobiumIglacieiIUqrVvoMIQôhylumItirmicutesRWIGenomef
AnnouncementsUI2015UIaUI 2

35 rraftIuenomeISequencesIofIsscherichiaIcoliIStrainsIwsolatedIfromISepticIôatientsWIGenomef
AnnouncementsUI2014UI_UI 2
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34 rraftIuenomeISequenceIofItheIorsenateVβespiringIpacteriumIqhrysiogenesIarsenatisIStrainIrSMI
ZZgZcWIGenomefAnnouncementsUI2013UIZUI 2

33
qompleteIgenomeIsequenceIofItheIhalophilicIbacteriumISpirochaetaIafricanaItypeIstrainI
QZVedg_QTRRIfromItheIalkalineIzakeIMagadiIinItheIsastIofricanIβiftWIStandardsfinfGenomicfSciencesUI
2013UIfUIZdcVed

2

32 oggregatingUItaggingIandIintegratingIbiodiversityIresearchWIPLoSfONEUI2011UIdUIeZgbgZ 3.7 2

31 NonVcontiguousIfinishedIgenomeIsequenceIofItheIopportunisticIoralIpathogenIôrevotellaI
multisaccharivoraxItypeIstrainIQôôôo_YRWIStandardsfinfGenomicfSciencesUI2011UIcUIbZVg 2

30 wsolationIandIsequenceVbasedIcharacterizationIofIaIkoalaIsymbionthWIPeerJUI2020UIfUIeZYZee 3.1 2

29 urowthIofIbfIbuiltIenvironmentIbacterialIisolatesIonIboardItheIwnternationalISpaceIStationIQwSSR 2

28 ulobalVscaleIstructureIofItheIeelgrassImicrobiome 2

27 ThereIandIbackIagainhImetagenomeVassembledIgenomesIprovideInewIinsightsIintoItwoIthermalI
poolsIinIyamchatkaUIβussia 2

26 NaturalIexperimentsIandIlongVtermImonitoringIareIcriticalItoIunderstandIandIpredictImarineI
hostVmicrobeIecologyIandIevolutionWIPLoSfBiologyUI2021UIZgUIeaYYZa__ 9.7 2

25 rraftIuenomeISequencesIofIStrainsIUqrVyôz_cabIandIUqrVyôz_c_fIwsolatedIfromIanIwndoorITrackI
tacilityWIGenomefAnnouncementsUI2017UIcUI 1

24 rraftIuenomeISequenceIofIsnterobacterIspWIStrainIUqrVUu_tMwzzsTIQôhylumIôroteobacteriaRWI
GenomefAnnouncementsUI2015UIaUI 1

23 rraftIuenomeISequenceIofIspWIStrainIUqrVuyoIQôhylumIRWIGenomefAnnouncementsUI2017UIcUI 1

22 uenomeISequenceIofIaIMultidrugVβesistantIStrainIofIpacillusIpumilusUIqpYZUIwsolatedIfromItheI
tecesIofIanIomericanIqrowUIqorvusIbrachyrhynchosWIGenomefAnnouncementsUI2016UIbUI 1

21 qompleteIuenomeISequenceIofIfromIaIôatientIwithIwnterstitialIzungIriseaseIUsingISingleVMoleculeI
βealVTimeISequencingITechnologyWIGenomefAnnouncementsUI2017UIcUI 1

20 rraftIuenomeISequenceIofItheIôyridinediolVtermentingIpacteriumISynergistesIjonesiiIefVZWI
GenomefAnnouncementsUI2014UI_UI 1

19 uenomeIsequenceIofItrateuriaIaurantiaItypeIstrainIQyondˆ·IdeQTRRUIaIxanthomonadeIisolatedIfromI
ziliumIauratiumIzindlWIStandardsfinfGenomicfSciencesUI2013UIgUIfaVg_ 1

18 ôermanentIdraftIgenomeIsequenceIofItheIglidingIpredatorISaprospiraIgrandisIstrainISaIgZIQkIvβZRWI
StandardsfinfGenomicfSciencesUI2012UIdUI_ZYVg 1

17 TheIgutImicrobiomeIstabilityIofIaIbutterflyfishIisIdisruptedIonIseverelyIdegradedIqaribbeanIcoralIreefs 1

(-2013)

23



16 rraftIuenomeISequencesIandIuenomicIonalysisIforIôigmentIôroductionIinIpacteriaIwsolatedIfromI
plueIriscoloredISoymilkIandITofuWIJournalfoffGenomicsUI2021UIgUIccVde 0.9 1

15 zifeIinIvotIqarbonIMonoxidehItheIqompleteIuenomeISequenceIofIqarboxydothermusI
hydrogenoformansIZV_gYZWIPLoSfGeneticsUI2005UIpreprintUIedc 6 1

14 snergeticIandIsnvironmentalIqonstraintsIonItheIqommunityIStructureIofIpenthicIMicrobialIMatsIinI
zakeItryxellUIontarctica 1

13 TheIphylogeneticIrelationshipsIofIqhlorobiumItepidumIandIqhloroflexusIaurantiacusIbasedIuponI
theirIβecoIsequences 1

12 ulobalIdiversityIandIbiogeographyIofItheIZosteraImarinaImycobiome 1

11 qombiningIMicrobialIqulturingIWithIMathematicalIModelingIinIanIwntroductoryIqourseVpasedI
UndergraduateIβesearchIsxperienceWIFrontiersfinfMicrobiologyUI2020UIZZUIcfZgYa 5.7 1

10 MetagenomicImethylationIpatternsIresolveIcomplexImicrobialIgenomes 1

9 uenomeIsequenceIofItheIflexirubinVpigmentedIsoilIbacteriumINiabellaIsoliItypeIstrainIQxSZaVfQTRRWI
StandardsfinfGenomicfSciencesUI2012UIeUI_ZYV_Y 0

8 snvironmentalIShotgunISequencinghIwtsIôotentialIandIqhallengesIforIStudyingItheIviddenIWorldIofI
MicrobesI2011UIZceVZd_

7 TowardsIoutomatedIôhylogenomicIwnferenceI2011UI_YcV_Zc

6 ueneticIandIphysicalImappingIofIrNoIreplicationIoriginsIinIvaloferaxIvolcaniiWIPLoSfGeneticsUI2005UI
preprintUIeee 6

5 βeconstructionIofIMetagenomeVossembledIuenomesIfromIoquariaWIMicrobiologyfResourcef
AnnouncementsUI2021UIZYUIeYYcce_Z 1.3

4 WholeIgenomeIsequenceIanalysisIrevealsItheIbroadIdistributionIofItheIβtxoItypeIZIsecretionI
systemIandIfourInovelIputativeItypeIZIsecretionIsystemsIthroughoutItheIzegionellaIgenusI2020UIZcUIeY__aYaa

3 WholeIgenomeIsequenceIanalysisIrevealsItheIbroadIdistributionIofItheIβtxoItypeIZIsecretionI
systemIandIfourInovelIputativeItypeIZIsecretionIsystemsIthroughoutItheIzegionellaIgenusI2020UIZcUIeY__aYaa

2 WholeIgenomeIsequenceIanalysisIrevealsItheIbroadIdistributionIofItheIβtxoItypeIZIsecretionI
systemIandIfourInovelIputativeItypeIZIsecretionIsystemsIthroughoutItheIzegionellaIgenusI2020UIZcUIeY__aYaa

1 WholeIgenomeIsequenceIanalysisIrevealsItheIbroadIdistributionIofItheIβtxoItypeIZIsecretionI
systemIandIfourInovelIputativeItypeIZIsecretionIsystemsIthroughoutItheIzegionellaIgenusI2020UIZcUIeY__aYaa

Jonathan A Eisen

24


