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427 rharacterizationIofItheIjuvenileIkoalaIgutImicrobiomeIacrossIwildIpopulationsWWIEnvironmentalc
MicrobiologyUI2022UI 5.2 2

426 ôecretedIüoxinsIuromIôtrainsIxsolatedIuromIzeratinocyteIôkinIrancersIMediateI”roVtumorigenicI
xnflammatoryIResponsesIinItheIôkinWWIFrontierscincMicrobiologyUI2021UIZaUIfghYca 5.7 1

425 MaternalIinheritanceIofItheIkoalaIgutImicrobiomeIandIitsIcompositionalIandIfunctionalImaturationI
duringIjuvenileIdevelopmentWIEnvironmentalcMicrobiologyUI2021UI 5.2 2

424 ôuccessionalIdynamicsIandIalternativeIstableIstatesIinIaIsalineIactivatedIsludgeImicrobialI
communityIoverIh´ yearsWIMicrobiomeUI2021UIhUIZhh 16.6 4

423 randidatusItremiobacterotaUIaImetabolicallyIandIphylogeneticallyIdiverseIterrestrialIphylumIwithI
acidVtolerantIadaptationsWIISMEcJournalUI2021UIZdUIaehaVafYf 11.9 6

422 tvaluationIofItheIMicrobaIrommunityI”rofilerIforIüaxonomicI”rofilingIofIMetagenomicIsatasetsI
uromItheIwumanIvutIMicrobiomeWIFrontierscincMicrobiologyUI2021UIZaUIecbega 5.7 9

421 ”rokaryoticItaxonomyIandInomenclatureIinItheIageIofIbigIsequenceIdataWIISMEcJournalUI2021UIZdUIZgfhVZgha11.9 24

420 pIrootedIphylogenyIresolvesIearlyIbacterialIevolutionWIScienceUI2021UIbfaUI 33.3 32

419 rriticalIevaluationIofIfaecalImicrobiomeIpreservationIusingImetagenomicIanalysisWIISMEc
CommunicationsUI2021UIZUI 1

418 MetabolicIflexibilityIallowsIbacterialIhabitatIgeneralistsItoIbecomeIdominantIinIaIfrequentlyI
disturbedIecosystemWIISMEcJournalUI2021UIZdUIahgeVbYYc 11.9 12

417 xuNV˛»ItherapyIpreventsIsevereIgastrointestinalIgraftVversusVhostIdiseaseWIBloodUI2021UIZbgUIfaaVfbf 2.2 12

416 rhemosyntheticIandIphotosyntheticIbacteriaIcontributeIdifferentiallyItoIprimaryIproductionIacrossI
aIsteepIdesertIaridityIgradientWIISMEcJournalUI2021UIZdUIbbbhVbbde 11.9 9

415 MetagenomicIcompendiumIofIZghUegYIsNpIvirusesIfromItheIhumanIgutImicrobiomeWINaturec
MicrobiologyUI2021UIeUIheYVhfY 26.6 36

414 pIstandardizedIarchaealItaxonomyIforItheIvenomeIüaxonomyIsatabaseWINaturecMicrobiologyUI2021UI
eUIhceVhdh 26.6 34

413 ”ersistenceIandIresistanceiIsurvivalImechanismsIofIrandidatusIsormibacterotaIfromInutrientVpoorI
pntarcticIsoilsWIEnvironmentalcMicrobiologyUI2021UIabUIcafeVcahc 5.2 1

412 RecodingIofIstopIcodonsIexpandsItheImetabolicIpotentialIofItwoInovelIpsgardarchaeotaIlineagesWI
ISMEcCommunicationsUI2021UIZUI 4

411 pIunifiedIcatalogIofIaYcUhbgIreferenceIgenomesIfromItheIhumanIgutImicrobiomeWINaturec
BiotechnologyUI2021UIbhUIZYdVZZc 44.5 185
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410 üermiteIgasIemissionsIselectIforIhydrogenotrophicImicrobialIcommunitiesIinItermiteImoundsWI
ProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaUI2021UIZZgUI 11.5 3

409 zineticIandIôtructuralIrharacterizationIofItheIuirstIqbIMetalloV˛†VLactamaseIwithIanIpctiveVôiteI
vlutamicIpcidWIAntimicrobialcAgentscandcChemotherapyUI2021UIedUIeYYhbeaZ 5.9 1

408 tffectsIofIlaboratoryIdomesticationIonItheIrodentIgutImicrobiomeWIISMEcCommunicationsUI2021UIZUI 3

407 vüsqiIanIongoingIcensusIofIbacterialIandIarchaealIdiversityIthroughIaIphylogeneticallyIconsistentUI
rankInormalized´ andIcompleteIgenomeVbasedItaxonomyWINucleiccAcidscResearchUI2021UI 20.1 41

406 WastewaterImonitoringIforIôpRôVroλVaWIMicrobiologycAustraliaUI2021UIcaUIZg 0.8 1

405 speciesIenrichedIinItheIoralIcavityIofIpatientsIwithIRpIareIaIsourceIofIpeptidoglycanVpolysaccharideI
polymersIthatIcanIinduceIarthritisIinImiceWIAnnalscofcthecRheumaticcDiseasesUI2021UIgYUIdfbVdgZ 2.4 6

404 MicrovolumeIsNpIextractionImethodsIforImicroscaleIampliconIandImetagenomicIstudiesWIISMEc
CommunicationsUI2021UIZUI 0

403 uluconazoleIresistanceIinIrandidaIalbicansIisIinducedIbyI”seudomonasIaeruginosaIquorumIsensingWI
ScientificcReportsUI2020UIZYUIffeh 4.9 18

402 qroadIspectrumIantibioticVdegradingImetalloV˛†VlactamasesIareIphylogeneticallyIdiverseWIProteinc
andcCellUI2020UIZZUIeZbVeZf 7.2 10

401 r“λxsVZhIpandemicIrevealsItheIperilIofIignoringImetadataIstandardsWIScientificcDataUI2020UIfUIZgg 8.2 30

400 RoadmapIforInamingIuncultivatedIprchaeaIandIqacteriaWINaturecMicrobiologyUI2020UIdUIhgfVhhc 26.6 64

399 rontinuousIpreVIandIpostVtransplantIexposureItoIaIdiseaseVassociatedIgutImicrobiomeIpromotesI
hyperVacuteIgraftVversusVhostIdiseaseIinIwildVtypeImiceWIGutcMicrobesUI2020UIZZUIfdcVffY 8.8 10

398 pIcompleteIdomainVtoVspeciesItaxonomyIforIqacteriaIandIprchaeaWINaturecBiotechnologyUI2020UIbgUIZYfhVZYge44.5 328

397
”roposalItoIreclassifyItheIproteobacterialIclassesIandIUIandItheIphylumIintoIfourIphylaIreflectingI
majorIfunctionalIcapabilitiesWIInternationalcJournalcofcSystematiccandcEvolutionarycMicrobiologyUI
2020UIfYUIdhfaVeYZe

2.2 205

396 ürackingIseasonalIchangesIinIdiversityIofIpollenIallergenIexposureiIüargetedImetabarcodingIofIaI
subtropicalIaerobiomeWISciencecofcthecTotalcEnvironmentUI2020UIfcfUIZcZZgh 10.2 7

395
setectionIofIôpRôVroλVaIRNpIinIcommercialIpassengerIaircraftIandIcruiseIshipIwastewateriIaI
surveillanceItoolIforIassessingItheIpresenceIofIr“λxsVZhIinfectedItravellersWIJournalcofcTravelc
MedicineUI2020UIafUI

12.9 81

394 siseaseVassociatedIgutImicrobiomeIandImetabolomeIchangesIinIpatientsIwithIchronicIobstructiveI
pulmonaryIdiseaseWINaturecCommunicationsUI2020UIZZUIdgge 17.4 55

393
uirstIconfirmedIdetectionIofIôpRôVroλVaIinIuntreatedIwastewaterIinIpustraliaiIpIproofIofIconceptI
forItheIwastewaterIsurveillanceIofIr“λxsVZhIinItheIcommunityWISciencecofcthecTotalcEnvironmentUI
2020UIfagUIZbgfec

10.2 829
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392 pnIevolvingIviewIofImethaneImetabolismIinItheIprchaeaWINaturecReviewscMicrobiologyUI2019UIZfUIaZhVaba22.2 181

391 üowardIunrestrictedIuseIofIpublicIgenomicIdataWIScienceUI2019UIbebUIbdYVbda 33.3 25

390 xLVabIfavoursIoutgrowthIofIspondyloarthritisVassociatedIpathobiontsIandIsuppressesIhostIsupportI
forIhomeostaticImicrobiotaWIAnnalscofcthecRheumaticcDiseasesUI2019UIfgUIchcVdYb 2.4 26

389 tvaluationIofIaIconcatenatedIproteinIphylogenyIforIclassificationIofItailedIdoubleVstrandedIsNpI
virusesIbelongingItoItheIorderIraudoviralesWINaturecMicrobiologyUI2019UIcUIZbYeVZbZd 26.6 37

388 uunctionalIeffectsIofItheImicrobiotaIinIchronicIrespiratoryIdiseaseWILancetcRespiratorycMedicinertheUI
2019UIfUIhYfVhaY 35.1 133

387 ronsentIinsufficientIforIdataIreleaseVResponseWIScienceUI2019UIbecUIcce 33.3 4

386 qacterialIfermentationIandIrespirationIprocessesIareIuncoupledIinIanoxicIpermeableIsedimentsWI
NaturecMicrobiologyUI2019UIcUIZYZcVZYab 26.6 34

385 tvolutionIofIphotosynthesisIandIaerobicIrespirationIinItheIcyanobacteriaWIFreecRadicalcBiologycandc
MedicineUI2019UIZcYUIaYYVaYd 7.8 25

384 üheIimportanceIofIdesignatingItypeImaterialIforIunculturedItaxaWISystematiccandcAppliedc
MicrobiologyUI2019UIcaUIZdVaZ 4.2 40

383 sefiningItheIhumanIgutIhostVphageInetworkIthroughIsingleVcellIviralItaggingWINaturecMicrobiologyUI
2019UIcUIaZhaVaaYb 26.6 57

382 uaecalIinoculationsIalterItheIgastrointestinalImicrobiomeIandIallowIdietaryIexpansionIinIaIwildI
specialistIherbivoreUItheIkoalaWIAnimalcMicrobiomeUI2019UIZUIe 4.1 23

381 RoadIMapIofItheI”hylumIrampylobacterotaI2019UIZVZZ 5

380 vüsqVükiIaItoolkitItoIclassifyIgenomesIwithItheIvenomeIüaxonomyIsatabaseWIBioinformaticsUI2019UI 7.2 636

379 venomicItncyclopediaIofIqacteriaIandIprchaeaIQvtqpRIλxiIlearningIfromItypeIstrainsWIMicrobiologyc
AustraliaUI2019UIcYUIZad 0.8 2

378 aZadWIôtaphylococcusIôpeciesIxdentificationIbyIuourierIüransformIxnfraredIQuüxRRIôpectroscopicI
üechniquesiIpIrrossVLabIôtudyWIOpencForumcInfectiouscDiseasesUI2019UIeUIôfaYVôfaY 1 78

377 MinimumIxnformationIaboutIanIβncultivatedIλirusIvenomeIQMxβλivRWINaturecBiotechnologyUI2019UI
bfUIahVbf 44.5 180

376 pIphylogenomicIandIecologicalIanalysisIofItheIgloballyIabundantIMarineIvroupIxxIarchaeaIQraWI
”oseidonialesIordWInovWRWIISMEcJournalUI2019UIZbUIeebVefd 11.9 61

375 MechanismsIofI”ersistenceIofItheIpmmoniaV“xidizingIqacteriaINitrosomonasItoItheIqiocideIureeI
NitrousIpcidWIEnvironmentalcScienceciamp;cTechnologyUI2018UIdaUIdbgeVdbhf 10.3 32
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374 qeneficialIchangesIinIrumenIbacterialIcommunityIprofileIinIsheepIandIdairyIcalvesIasIaIresultIofI
feedingItheIprobioticIqacillusIamyloliquefaciensIwdfWIJournalcofcAppliedcMicrobiologyUI2018UIZacUIgddVgee4.7 14

373 rultureVIandImetagenomicsVenabledIanalysesIofItheIMethanosphaeraIgenusIrevealsItheirI
monophyleticIoriginIandIdifferentiationIaccordingItoIgenomeIsizeWIISMEcJournalUI2018UIZaUIahcaVahdb 11.9 9

372 pIstandardizedIbacterialItaxonomyIbasedIonIgenomeIphylogenyIsubstantiallyIrevisesItheItreeIofI
lifeWINaturecBiotechnologyUI2018UIbeUIhheVZYYc 44.5 1369

371 RecipientImucosalVassociatedIinvariantIüIcellsIcontrolIvλwsIwithinItheIcolonWIJournalcofcClinicalc
InvestigationUI2018UIZagUIZhZhVZhbe 15.9 60

370 pINaturalIwistoryIofIpctinicIzeratosisIandIrutaneousIôquamousIrellIrarcinomaIMicrobiomesWIMBioUI
2018UIhUI 7.8 14

369 pmericanIvutiIanI“penI”latformIforIritizenIôcienceIMicrobiomeIResearchWIMSystemsUI2018UIbUI 7.6 336

368 NetworkVguidedIgenomicIandImetagenomicIanalysisIofItheIfaecalImicrobiotaIofItheIcriticallyI
endangeredIkakapoWIScientificcReportsUI2018UIgUIgZag 4.9 6

367 MicrobiomesIinIrespiratoryIhealthIandIdiseaseiIpnIpsiaV”acificIperspectiveWIRespirologyUI2017UIaaUIacYVadY3.6 61

366 pcuteIgraftVversusVhostIdiseaseIisIregulatedIbyIanIxLVZfVsensitiveImicrobiomeWIBloodUI2017UIZahUIaZfaVaZgd2.2 55

365 ZUYYbIreferenceIgenomesIofIbacterialIandIarchaealIisolatesIexpandIcoverageIofItheItreeIofIlifeWI
NaturecBiotechnologyUI2017UIbdUIefeVegb 44.5 161

364 “nItheIoriginsIofIoxygenicIphotosynthesisIandIaerobicIrespirationIinIryanobacteriaWIScienceUI2017UI
bddUIZcbeVZccY 33.3 182

363 tvolutionaryIconservationIofIaIcoreIrootImicrobiomeIacrossIplantIphylaIalongIaItropicalIsoilI
chronosequenceWINaturecCommunicationsUI2017UIgUIaZd 17.4 143

362 RecoveryIofInearlyIgUYYYImetagenomeVassembledIgenomesIsubstantiallyIexpandsItheItreeIofIlifeWI
NaturecMicrobiologyUI2017UIaUIZdbbVZdca 26.6 764

361 rharacterizationIofIaIhighlyIefficientIantibioticVdegradingImetalloV˛†VlactamaseIobtainedIfromIanI
unculturedImemberIofIaIpermafrostIcommunityWIMetallomicsUI2017UIhUIZZdfVZZeg 4.5 9

360 MinimumIinformationIaboutIaIsingleIamplifiedIgenomeIQMxôpvRIandIaImetagenomeVassembledI
genomeIQMxMpvRIofIbacteriaIandIarchaeaWINaturecBiotechnologyUI2017UIbdUIfadVfbZ 44.5 648

359 ptmosphericItraceIgasesIsupportIprimaryIproductionIinIpntarcticIdesertIsurfaceIsoilWINatureUI2017UI
ddaUIcYYVcYb 50.4 159

358 tmergingIpathogenicIlinksIbetweenImicrobiotaIandItheIgutVlungIaxisWINaturecReviewscMicrobiologyUI
2017UIZdUIddVeb 22.2 579

357 romparativeIvenomicIpnalysisIofItheIrlassIandI”roposedIReclassificationItoItpsilonbacteraeotaI
QphylWInovWRWIFrontierscincMicrobiologyUI2017UIgUIega 5.7 188
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356 veneIandIgenomeVcentricIanalysesIofIkoalaIandIwombatIfecalImicrobiomesIpointItoImetabolicI
specializationIforIdigestionWIPeerJUI2017UIdUIecYfd 3.1 16

355 pImicrofluidicsVbasedIinIsituIchemotaxisIassayItoIstudyItheIbehaviourIofIaquaticImicrobialI
communitiesWINaturecMicrobiologyUI2017UIaUIZbccVZbch 26.6 37

354 pminoIpcidIandI”eptideIβtilizationI”rofilesIofItheIuluoroacetateVsegradingIqacteriumI
ôynergistetesIôtrainIMupZIβnderIλaryingIronditionsWIMicrobialcEcologyUI2016UIfZUIchcVdYc 4.4 9

353 rrosstalkIbetweenIsugarcaneIandIaIplantVgrowthIpromotingIqurkholderiaIspeciesWIScientificcReports
UI2016UIeUIbfbgh 4.9 54

352 NearIcompleteIgenomeIsequenceIofItheIanimalIfeedIprobioticUIqacillusIamyloliquefaciensIwdfWI
StandardscincGenomiccSciencesUI2016UIZZUIeY 7

351 MethylotrophicImethanogenesisIdiscoveredIinItheIarchaealIphylumIλerstraetearchaeotaWINaturec
MicrobiologyUI2016UIZUIZeZfY 26.6 276

350 pirwayIdysbiosisiIwaemophilusIinfluenzaeIandIüropherymaIinIpoorlyIcontrolledIasthmaWIEuropeanc
RespiratorycJournalUI2016UIcfUIfhaVgYY 13.6 121

349 venomeVqasedIMicrobialIüaxonomyIromingIofIpgeWIColdcSpringcHarborcPerspectivescincBiologyUI2016
UIgUI 10.2 50

348 wighVresolutionIphylogeneticImicrobialIcommunityIprofilingWIISMEcJournalUI2016UIZYUIaYaYVba 11.9 161

347 romparativeIvenomicsIofIrandidateI”hylumIüMeIôuggestsIühatI”arasitismIxsIWidespreadIandI
pncestralIinIühisILineageWIMolecularcBiologycandcEvolutionUI2016UIbbUIhZdVaf 8.3 50

346 λalidationIofIpicogramVIandIfemtogramVinputIsNpIlibrariesIforImicroscaleImetagenomicsWIPeerJUI
2016UIcUIeacge 3.1 41

345 MetagenomicIxnsightsIintoItheIβnculturedIsiversityIandI”hysiologyIofIMicrobesIinIuourIwypersalineI
ôodaILakeIqrinesWIFrontierscincMicrobiologyUI2016UIfUIaZZ 5.7 102

344 venomicIcharacterizationIofItheIunculturedIqacteroidalesIfamilyIôacVfIinhabitingItheIgutsIofI
homeothermicIanimalsWIMicrobiomeUI2016UIcUIbe 16.6 322

343 üheIcoreIrootImicrobiomeIofIsugarcanesIcultivatedIunderIvaryingInitrogenIfertilizerIapplicationWI
EnvironmentalcMicrobiologyUI2016UIZgUIZbbgVdZ 5.2 111

342
PrandidatusIpdiutrixIintracellularisPUIanIendosymbiontIofItermiteIgutIflagellatesUIisItheIfirstI
representativeIofIaIdeepVbranchingIcladeIofIseltaproteobacteriaIandIaIputativeIhomoacetogenWI
EnvironmentalcMicrobiologyUI2016UIZgUIadcgVec

5.2 24

341 xntroducingIqpôtiItheIqiomesIofIpustralianIôoilItnvironmentsIsoilImicrobialIdiversityIdatabaseWI
GigaScienceUI2016UIdUIaZ 7.6 131

340 pnodeIpotentialIinfluencesItheIstructureIandIfunctionIofIanodicIelectrodeIandI
electrolyteVassociatedImicrobiomesWIScientificcReportsUI2016UIeUIbhZZc 4.9 44

339 pIcatalogueIofIZbeImicrobialIdraftIgenomesIfromIRedIôeaImetagenomesWIScientificcDataUI2016UIbUIZeYYdY8.2 34
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338 LinkIscientificIpublicationsIusingIlinkedIdataI2015UI 1

337 NitrogenIfertilizerIdoseIaltersIfungalIcommunitiesIinIsugarcaneIsoilIandIrhizosphereWIScientificc
ReportsUI2015UIdUIgefg 4.9 105

336 rheckMiIassessingItheIqualityIofImicrobialIgenomesIrecoveredIfromIisolatesUIsingleIcellsUIandI
metagenomesWIGenomecResearchUI2015UIadUIZYcbVdd 9.7 3441

335 pImolecularIsurveyIofIpustralianIandINorthIpmericanItermiteIgeneraIindicatesIthatIverticalI
inheritanceIisItheIprimaryIforceIshapingItermiteIgutImicrobiomesWIMicrobiomeUI2015UIbUId 16.6 71

334 venomicItncyclopediaIofIqacterialIandIprchaealIüypeIôtrainsUI”haseIxxxiItheIgenomesIofIsoilIandI
plantVassociatedIandInewlyIdescribedItypeIstrainsWIStandardscincGenomiccSciencesUI2015UIZYUIae 48

333 qlastobacterI2015UIZVZZ

332 qlastomonasI2015UIZVf

331 pnaerobaculumI2015UIZVf

330
soIyouIkissIyourImotherIwithIthatImouthnIpnIauthenticIlargeVscaleIundergraduateIresearchI
experienceIinImappingItheIhumanIoralImicrobiomeWIJournalcofcMicrobiologycandcBiologycEducationUI
2015UIZeUIdYVeY

1.3 14

329 tvaluatingIsNpItxtractionIMethodsIforIrommunityI”rofilingIofI”igIwindgutIMicrobialIrommunityWI
PLoScONEUI2015UIZYUIeYZcafaY 3.7 7

328
sraftIvenomeIôequencesIofIpnaerolineaIthermolimosaIxM“VZUIqellilineaIcaldifistulaeIv“MxVZUI
LeptolineaItardivitalisIYMüzVaUILevilineaIsaccharolyticaIzxqxVZUILongilineaIarvoryzaeIz“MtVZUI
”reviouslyIsescribedIasIMembersIofItheIrlassIpnaerolineaeIQrhloroflexiRWIGenomecAnnouncementsUI
2015UIbUI

13

327 romparativeIgenomicsIofInonVpseudomonalIbacterialIspeciesIcolonisingIpaediatricIcysticIfibrosisI
patientsWIPeerJUI2015UIbUIeZaab 3.1 18

326 uirstIgenomicIinsightsIintoImembersIofIaIcandidateIbacterialIphylumIresponsibleIforIwastewaterI
bulkingWIPeerJUI2015UIbUIefcY 3.1 61

325 qackIfromItheIdeadjItheIcuriousItaleIofItheIpredatoryIcyanobacteriumIλampirovibrioI
chlorellavorusWIPeerJUI2015UIbUIeheg 3.1 57

324 pI”hylogenomicIpnalysisIofItheIqacterialI”hylumIuibrobacteresWIFrontierscincMicrobiologyUI2015UIeUIZceh 5.7 48

323 pInewIspeciesIofIqurkholderiaIisolatedIfromIsugarcaneIrootsIpromotesIplantIgrowthWIMicrobialc
BiotechnologyUI2014UIfUIZcaVdc 6.3 63

322 ôüpM”iIstatisticalIanalysisIofItaxonomicIandIfunctionalIprofilesWIBioinformaticsUI2014UIbYUIbZabVc 7.2 1960

321 siscoveryIofIaInovelImethanogenIprevalentIinIthawingIpermafrostWINaturecCommunicationsUI2014UI
dUIbaZa 17.4 131

(2014-2015)
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320 λiralItaggingIrevealsIdiscreteIpopulationsIinIôynechococcusIviralIgenomeIsequenceIspaceWINatureUI
2014UIdZbUIacaVd 50.4 137

319 ropyRighteriIaIrapidItoolIforIimprovingItheIaccuracyIofImicrobialIcommunityIprofilesIthroughI
lineageVspecificIgeneIcopyInumberIcorrectionWIMicrobiomeUI2014UIaUIZZ 16.6 158

318
rompleteIgenomeIsequenceIofI”lanctomycesIbrasiliensisItypeIstrainIQsôMIdbYdQüRRUIphylogenomicI
analysisIandIreclassificationIofI”lanctomycetesIincludingItheIdescriptionsIofIvimesiaIgenWInovWUI
”lanctopirusIgenWInovWIandIRubinisphaeraIgenWInovWIandIemendedIdescriptionsIofItheIorderI
”lanctomycetalesIandItheIfamilyI”lanctomycetaceaeWIStandardscincGenomiccSciencesUI2014UIhUIZY

39

317 venomeIsequenceIofItheIühermotogaIthermarumItypeIstrainIQLpbQüRRIfromIanIpfricanIsolfataricI
springWIStandardscincGenomiccSciencesUI2014UIhUIZZYdVZf 4

316
venomeIsequenceIofItheImudVdwellingIarchaeonIMethanoplanusIlimicolaItypeIstrainIQsôMI
aafhQüRRUIreclassificationIofIMethanoplanusIpetroleariusIasIMethanolaciniaIpetroleariaIandI
emendedIdescriptionsIofItheIgeneraIMethanoplanusIandIMethanolaciniaWIStandardscincGenomicc
SciencesUI2014UIhUIZYfeVgg

10

315 vroopMiIanIautomatedItoolIforItheIrecoveryIofIpopulationIgenomesIfromIrelatedImetagenomesWI
PeerJUI2014UIaUIeeYb 3.1 193

314 YeastIasIaIqiofertilizerIpltersI”lantIvrowthIandIMorphologyWICropcScienceUI2014UIdcUIfgdVfhY 2.4 18

313 pnIexpandedIgenomicIrepresentationIofItheIphylumIcyanobacteriaWIGenomecBiologycandcEvolutionUI
2014UIeUIZYbZVcd 3.9 186

312 venomicIencyclopediaIofIbacteriaIandIarchaeaiIsequencingIaImyriadIofItypeIstrainsWIPLoScBiologyUI
2014UIZaUIeZYYZhaY 9.7 146

311 venomeIôequenceIofItnterotoxigenicItscherichiaIcoliIôtrainIqarWIGenomecAnnouncementsUI2014UIaUI 5

310 ôingleIclinicalIisolatesIfromIacuteIuncomplicatedIurinaryItractIinfectionsIareIrepresentativeIofI
dominantIinIsituIpopulationsWIMBioUI2014UIdUIeYZYecVZb 7.8 27

309 tffectsIofIsampleItreatmentsIonIgenomeIrecoveryIviaIsingleVcellIgenomicsWIISMEcJournalUI2014UIgUIadceVh11.9 25

308 seterministicIprocessesIguideIlongVtermIsynchronisedIpopulationIdynamicsIinIreplicateIanaerobicI
digestersWIISMEcJournalUI2014UIgUIaYZdVag 11.9 224

307 venomicItncyclopediaIofIüypeIôtrainsUI”haseIxiIüheIoneIthousandImicrobialIgenomesIQzMvVxRI
projectWIStandardscincGenomiccSciencesUI2014UIhUIZafgVgc 72

306 yüsIspecialIeditionIPwotIüopicsIinIr“”sPVüheImicrobiomeIinIr“”sWIJournalcofcThoraciccDiseaseUI
2014UIeUIZdadVbZ 2.6 16

305 pnaerobicIoxidationIofImethaneIcoupledItoInitrateIreductionIinIaInovelIarchaealIlineageWINatureUI
2013UIdYYUIdefVfY 50.4 750

304 xnsightsIintoItheIphylogenyIandIcodingIpotentialIofImicrobialIdarkImatterWINatureUI2013UIchhUIcbZVf 50.4 1484

303 romparativeIgenomicsIofItwoIPrandidatusIpccumulibacterPIcladesIperformingIbiologicalI
phosphorusIremovalWIISMEcJournalUI2013UIfUIabYZVZc 11.9 75
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302 xnVsolutionIfluorescenceIinIsituIhybridizationIandIfluorescenceVactivatedIcellIsortingIforIsingleIcellI
andIpopulationIgenomeIrecoveryWIMethodscincEnzymologyUI2013UIdbZUIbVZh 1.7 16

301 MetagenomicsIandIrommunityI”rofilingiIrultureVxndependentIüechniquesIinItheIrlinicalI
LaboratoryWIClinicalcMicrobiologycNewsletterUI2013UIbdUIZVh 1.1 5

300 LongitudinalIwolisticI”rofilingIofItheILungIüransplantIMicrobiomeWIJournalcofcHeartcandcLungc
TransplantationUI2013UIbaUIôZYVôZZ 5.8 3

299 venomeIsequencesIofIrareUIunculturedIbacteriaIobtainedIbyIdifferentialIcoverageIbinningIofI
multipleImetagenomesWINaturecBiotechnologyUI2013UIbZUIdbbVg 44.5 869

298 ”hylogeneticIstratigraphyIinItheIvuerreroINegroIhypersalineImicrobialImatWIISMEcJournalUI2013UIfUIdYVeY11.9 147

297 uromIdeepIsequencingItoIviralItaggingiIrecentIadvancesIinIviralImetagenomicsWIBioEssaysUI2013UIbdUIcbeVca4.1 34

296
ReestablishmentIofIrecipientVassociatedImicrobiotaIinItheIlungIallograftIisIlinkedItoIreducedIriskIofI
bronchiolitisIobliteransIsyndromeWIAmericancJournalcofcRespiratorycandcCriticalcCarecMedicineUI2013UI
ZgfUIecYVf

10.2 89

295 ôhiningIaIlightIonIdarkIsequencingiIcharacterisingIerrorsIinIxonIüorrentI”vMIdataWIPLoSc
ComputationalcBiologyUI2013UIhUIeZYYbYbZ 5 220

294 romparativeImetagenomicIandImetatranscriptomicIanalysisIofIhindgutIpaunchImicrobiotaIinIwoodVI
andIdungVfeedingIhigherItermitesWIPLoScONEUI2013UIgUIeeZZae 3.7 113

293 rompleteIgenomeIsequenceIofIroriobacteriumIglomeransItypeIstrainIQ”WaQüRRIfromItheImidgutIofI
”yrrhocorisIapterusILWIQredIsoldierIbugRWIStandardscincGenomiccSciencesUI2013UIgUIZdVad 5

292 rompleteIgenomeIsequenceIofItheIbileVresistantIpigmentVproducingIanaerobeIplistipesIfinegoldiiI
typeIstrainIQpwNacbfQüRRWIStandardscincGenomiccSciencesUI2013UIgUIaeVbe 6

291 wighVqualityVdraftIgenomeIsequenceIofItheIyellowVpigmentedIflavobacteriumIyoostellaImarinaI
typeIstrainIQtndQüRRWIStandardscincGenomiccSciencesUI2013UIgUIbfVce 4

290 rompleteIgenomeIsequenceIofItheImoderateIthermophileIpnaerobaculumImobileItypeIstrainI
QNvpQüRRWIStandardscincGenomiccSciencesUI2013UIgUIcfVdf 10

289 venomeIsequenceIofItheIfreeVlivingIaerobicIspirocheteIüurneriellaIparvaItypeIstrainIQwQüRRUIandI
emendationIofItheIspeciesIüurneriellaIparvaWIStandardscincGenomiccSciencesUI2013UIgUIaagVbg 8

288
venomeIsequenceIofItheImoderatelyIthermophilicIsulfurVreducingIbacteriumIühermanaerovibrioI
veloxItypeIstrainIQZVhfYZQüRRIandIemendedIdescriptionIofItheIgenusIühermanaerovibrioWIStandardsc
incGenomiccSciencesUI2013UIhUIdfVfY

4

287 venomeIsequenceIofIurateuriaIaurantiaItypeIstrainIQzondˆ·IefQüRRUIaIxanthomonadeIisolatedIfromI
LiliumIauratiumILindlWIStandardscincGenomiccSciencesUI2013UIhUIgbVha 1

286 ”rokaryoticIôuperI”rogramIpdvisoryIrommitteeIs“tIyointIvenomeIxnstituteUIWalnutIrreekUIrpUI
MarchIafUIaYZbWIStandardscincGenomiccSciencesUI2013UIgUIdeZVfY 5

285
venomeIsequenceIofItheIthermophilicIfreshVwaterIbacteriumIôpirochaetaIcaldariaItypeIstrainI
QwZQüRRUIreclassificationIofIôpirochaetaIcaldariaUIôpirochaetaIstenostreptaUIandIôpirochaetaI
zuelzeraeIinItheIgenusIüreponemaIasIüreponemaIcaldariaIcombWInovWUIüreponemaIstenostreptaI
combWInovWUIandIüreponemaIzuelzeraeIcombWInovWUIandIemendationIofItheIgenusIüreponemaWI
StandardscincGenomiccSciencesUI2013UIgUIggVZYd

24

(2013-2013)
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284
rompleteIgenomeIsequenceIofItheIhalophilicIbacteriumIôpirochaetaIafricanaItypeIstrainI
QZVfehaQüRRIfromItheIalkalineILakeIMagadiIinItheItastIpfricanIRiftWIStandardscincGenomiccSciencesUI
2013UIgUIZedVfe

2

283 venomeIsequenceIofItheIphylogeneticallyIisolatedIspirocheteILeptonemaIilliniItypeIstrainI
QbYddQüRRWIStandardscincGenomiccSciencesUI2013UIgUIZffVgf 4

282 rontrastingILifeIôtrategiesIofIλirusesIühatIxnfectI”hotoVIandIweterotrophicIqacteriaUIasIRevealedI
byIλiralIüaggingWIMBioUI2013UIcUI 7.8 3

281 ”roteogenomicIanalysisIofIaIthermophilicIbacterialIconsortiumIadaptedItoIdeconstructIswitchgrassWI
PLoScONEUI2013UIgUIeegced 3.7 51

280 sielectrophoresisVbasedIdiscriminationIofIbacteriaIatItheIstrainIlevelIbasedIonItheirIsurfaceI
propertiesWIPLoScONEUI2013UIgUIefefdZ 3.7 37

279 romparativeIanalysesIofIforegutIandIhindgutIbacterialIcommunitiesIinIhoatzinsIandIcowsWIISMEc
JournalUI2012UIeUIdbZVcZ 11.9 118

278 egIsistinctIMicrobialIôignaturesIofIwealthyIandIuailingILungIpllograftsWIJournalcofcHeartcandcLungc
TransplantationUI2012UIbZUIôba 5.8 2

277 sefiningItheIcoreIprabidopsisIthalianaIrootImicrobiomeWINatureUI2012UIcggUIgeVhY 50.4 1613

276 pnIimprovedIvreengenesItaxonomyIwithIexplicitIranksIforIecologicalIandIevolutionaryIanalysesIofI
bacteriaIandIarchaeaWIISMEcJournalUI2012UIeUIeZYVg 11.9 3287

275 romparisonIofIsNpIextractionImethodsIforImicrobialIcommunityIprofilingIwithIanIapplicationItoI
pediatricIbronchoalveolarIlavageIsamplesWIPLoScONEUI2012UIfUIebceYd 3.7 104

274 uastUIaccurateIerrorVcorrectionIofIampliconIpyrosequencesIusingIpcaciaWINaturecMethodsUI2012UIhUIcadVe 21.6 268

273 βnlockingItheIpotentialIofImetagenomicsIthroughIreplicatedIexperimentalIdesignWINaturec
BiotechnologyUI2012UIbYUIdZbVaY 44.5 212

272 vrinderiIaIversatileIampliconIandIshotgunIsequenceIsimulatorWINucleiccAcidscResearchUI2012UIcYUIehc 20.1 137

271 rontrastingIlifeIstrategiesIofIvirusesIthatIinfectIphotoVIandIheterotrophicIbacteriaUIasIrevealedIbyI
viralItaggingWIMBioUI2012UIbUI 7.8 72

270 xmpactIofItrainingIsetsIonIclassificationIofIhighVthroughputIbacterialIZesIrRNpIgeneIsurveysWIISMEc
JournalUI2012UIeUIhcVZYb 11.9 385

269 venomeIsequenceIofItheImoderatelyIthermophilicUIaminoVacidVdegradingIandIsulfurVreducingI
bacteriumIühermovirgaIlieniiItypeIstrainIQraseYbZcQüRRWIStandardscincGenomiccSciencesUI2012UIeUIabYVh 21

268 venomeIsequenceIofItheIorangeVpigmentedIseawaterIbacteriumI“wenweeksiaIhongkongensisI
typeIstrainIQβôüaYYaYgYZQüRRWIStandardscincGenomiccSciencesUI2012UIfUIZaYVbY 11

267 rompleteIgenomeIsequenceIofItheImoderatelyIthermophilicImineralVsulfideVoxidizingIfirmicuteI
ôulfobacillusIacidophilusItypeIstrainIQNpLQüRRWIStandardscincGenomiccSciencesUI2012UIeUIZVZb 20

PhilipuHugenholtz
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266
rompleteIgenomeIsequenceIofItheItermiteIhindgutIbacteriumIôpirochaetaIcoccoidesItypeIstrainI
Qô”NZQüRRUIreclassificationIinItheIgenusIôphaerochaetaIasIôphaerochaetaIcoccoidesIcombWInovWIandI
emendationsIofItheIfamilyIôpirochaetaceaeIandItheIgenusIôphaerochaetaWIStandardscincGenomicc
SciencesUI2012UIeUIZhcVaYh

46

265 ”ermanentIdraftIgenomeIsequenceIofItheIglidingIpredatorIôaprospiraIgrandisIstrainIôaIgZIQlIwRZRWI
StandardscincGenomiccSciencesUI2012UIeUIaZYVh 1

264 rompleteIgenomeIsequenceIofItheIfacultativelyIanaerobicUIappendagedIbacteriumIMuricaudaI
ruestringensisItypeIstrainIQqZQüRRWIStandardscincGenomiccSciencesUI2012UIeUIZgdVhb 8

263 rompleteIgenomeIsequenceIofItheIaerobicUIheterotrophIMarinithermusIhydrothermalisItypeIstrainI
QüZQüRRIfromIaIdeepVseaIhydrothermalIventIchimneyWIStandardscincGenomiccSciencesUI2012UIeUIaZVbY 6

262 rompleteIgenomeIsequenceIofItheIaquaticIbacteriumIRunellaIslithyformisItypeIstrainIQLôβIcQüRRWI
StandardscincGenomiccSciencesUI2012UIeUIZcdVdc 16

261 rompleteIgenomeIsequenceIofItheIthermophilicIsulfateVreducingIoceanIbacteriumI
ühermodesulfatatorIindicusItypeIstrainIQrxRahgZaQüRRWIStandardscincGenomiccSciencesUI2012UIeUIZddVec 9

260 venomeIsequenceIofItheIhomoacetogenicIbacteriumIwolophagaIfoetidaItypeIstrainIQüMqôcQüRRWI
StandardscincGenomiccSciencesUI2012UIeUIZfcVgc 23

259 rompleteIgenomeIsequenceIofItheIorangeVredIpigmentedUIradioresistantIseinococcusI
proteolyticusItypeIstrainIQMR”QüRRWIStandardscincGenomiccSciencesUI2012UIeUIacYVdY 7

258 venomeIsequenceIofItheIflexirubinVpigmentedIsoilIbacteriumINiabellaIsoliItypeIstrainIQyôZbVgQüRRWI
StandardscincGenomiccSciencesUI2012UIfUIaZYVaY 0

257 venomeIsequenceIofItheIpntarcticIrhodopsinsVcontainingIflavobacteriumIvillisiaIlimnaeaItypeI
strainIQRVgagaQüRRWIStandardscincGenomiccSciencesUI2012UIfUIZYfVZh 9

256 rompleteIgenomeIsequenceIofItheIsulfurIcompoundsIoxidizingIchemolithoautotrophI
ôulfuricurvumIkujienseItypeIstrainIQYzVZQüRRWIStandardscincGenomiccSciencesUI2012UIeUIhcVZYb 31

255 üheItnduringILegacyIofIômallIôubunitIrRNpIinIMicrobiologyI2011UIZabVZag 1

254 xdentificationIofIaIhaloalkaliphilicIandIthermostableIcellulaseIwithIimprovedIionicIliquidItoleranceWI
GreencChemistryUI2011UIZbUIaYgb 10 93

253 MinimumIinformationIaboutIaImarkerIgeneIsequenceIQMxMpRzôRIandIminimumIinformationIaboutI
anyIQxRIsequenceIQMxxôRIspecificationsWINaturecBiotechnologyUI2011UIahUIcZdVaY 44.5 445

252 xsolationIofIôuccinivibrionaceaeIimplicatedIinIlowImethaneIemissionsIfromIüammarIwallabiesWI
ScienceUI2011UIbbbUIeceVg 33.3 119

251 rharacterizationIofItrappedIligninVdegradingImicrobesIinItropicalIforestIsoilWIPLoScONEUI2011UIeUIeZhbYe 3.7 143

250 rompleteIgenomeIsequenceIofILeadbetterellaIbyssophilaItypeIstrainIQcMZdRWIStandardscincGenomicc
SciencesUI2011UIcUIaVZa 15

249 rompleteIgenomeIsequenceIofIwydrogenobacterIthermophilusItypeIstrainIQüzVeRWIStandardscinc
GenomiccSciencesUI2011UIcUIZbZVcb 8

(2011-2012)
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248 rompleteIgenomeIsequenceIofI”aludibacterIpropionicigenesItypeIstrainIQWqcRWIStandardscinc
GenomiccSciencesUI2011UIcUIbeVcc 24

247 rompleteIgenomeIsequenceIofIqacteroidesIhelcogenesItypeIstrainIQ”IbeVZYgRWIStandardscinc
GenomiccSciencesUI2011UIcUIcdVdb 7

246 rompleteIgenomeIsequenceIofIWeeksellaIvirosaItypeIstrainIQhfdZRWIStandardscincGenomiccSciencesUI
2011UIcUIgZVhY 8

245 rompleteIgenomeIsequenceIofIsesulfobulbusIpropionicusItypeIstrainIQZprbRWIStandardscincGenomicc
SciencesUI2011UIcUIZYYVZY 39

244 rompleteIgenomeIsequenceIofIMarivirgaItractuosaItypeIstrainIQwVcbRWIStandardscincGenomicc
SciencesUI2011UIcUIZdcVea 15

243 rompleteIgenomeIsequenceIofIsesulfurococcusImucosusItypeIstrainIQ“fXZRWIStandardscincGenomicc
SciencesUI2011UIcUIZfbVga 9

242 rompleteIgenomeIsequenceIofIrellulophagaIlyticaItypeIstrainIQLxMVaZRWIStandardscincGenomicc
SciencesUI2011UIcUIaaZVba 23

241 NonVcontiguousIfinishedIgenomeIsequenceIofIqacteroidesIcoprosuisItypeIstrainIQ”rZbhRWIStandardsc
incGenomiccSciencesUI2011UIcUIabbVcb 4

240 rompleteIgenomeIsequenceIofItheIextremelyIhalophilicIwalanaerobiumIpraevalensItypeIstrainI
QvôLRWIStandardscincGenomiccSciencesUI2011UIcUIbZaVaZ 24

239 rompleteIgenomeIsequenceIofINitratifractorIsalsuginisItypeIstrainIQthxbfVZRWIStandardscincGenomicc
SciencesUI2011UIcUIbaaVbY 10

238 rompleteIgenomeIsequenceIofIMahellaIaustraliensisItypeIstrainIQdYVZIq“NRWIStandardscincGenomicc
SciencesUI2011UIcUIbbZVcZ 6

237 rompleteIgenomeIsequenceIofIüreponemaIsuccinifaciensItypeIstrainIQeYhZRWIStandardscincGenomicc
SciencesUI2011UIcUIbeZVfY 20

236 rompleteIgenomeIsequenceIofIôyntrophobotulusIglycolicusItypeIstrainIQulvlyRüRWIStandardscinc
GenomiccSciencesUI2011UIcUIbfZVbgY 9

235 rompleteIgenomeIsequenceIofItheIhyperthermophilicIchemolithoautotrophI”yrolobusIfumariiI
typeIstrainIQZpRWIStandardscincGenomiccSciencesUI2011UIcUIbgZVha 10

234 rompleteIgenomeIsequenceIofItheIacetateVdegradingIsulfateIreducerIsesulfobaccaIacetoxidansI
typeIstrainIQpôRqaRWIStandardscincGenomiccSciencesUI2011UIcUIbhbVcYZ 19

233
rompleteIgenomeIsequenceIofItheIthermophilicUIhydrogenVoxidizingIqacillusItusciaeItypeIstrainI
QüaRIandIreclassificationIinItheInewIgenusUIzyrpidiaIgenWInovWIasIzyrpidiaItusciaeIcombWInovWIandI
emendationIofItheIfamilyIplicyclobacillaceaeIdaIrostaIandIRaineyUIaYZYWIStandardscincGenomicc
SciencesUI2011UIdUIZaZVbc

35

232 rompleteIgenomeIsequenceIofItheIglidingUIheparinolyticI”edobacterIsaltansItypeIstrainIQZZbRWI
StandardscincGenomiccSciencesUI2011UIdUIbYVcY 11

231 NonVcontiguousIfinishedIgenomeIsequenceIofItheIopportunisticIoralIpathogenI”revotellaI
multisaccharivoraxItypeIstrainIQ”””paYRWIStandardscincGenomiccSciencesUI2011UIdUIcZVh 2

PhilipuHugenholtz
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230 venomeIsequenceIofItheIfilamentousUIglidingIühiothrixIniveaIneotypeIstrainIQy”aQüRRWIStandardscinc
GenomiccSciencesUI2011UIdUIbhgVcYe 9

229
rompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIsesulfurobacteriumI
thermolithotrophumItypeIstrainIQqôpQüRRIfromIaIdeepVseaIhydrothermalIventWIStandardscincGenomicc
SciencesUI2011UIdUIcYfVZd

10

228 rompleteIgenomeIsequenceIofIralditerrivibrioInitroreducensItypeIstrainIQYubfVZRWIStandardscinc
GenomiccSciencesUI2011UIcUIdcVea 9

227 rompleteIgenomeIsequenceIofIürueperaIradiovictrixItypeIstrainIQR VacRWIStandardscincGenomicc
SciencesUI2011UIcUIhZVh 37

226 rompleteIgenomeIsequenceIofIqacteroidesIsalanitronisItypeIstrainIQqLfgRWIStandardscincGenomicc
SciencesUI2011UIcUIZhZVh 8

225 rompleteIgenomeIsequenceIofI“doribacterIsplanchnicusItypeIstrainIQZedZXeRWIStandardscinc
GenomiccSciencesUI2011UIcUIaYYVh 62

224 rompleteIgenomeIsequenceIofI“ceanithermusIprofundusItypeIstrainIQdYeRWIStandardscincGenomicc
SciencesUI2011UIcUIaZYVaY 3

223 rompleteIgenomeIsequenceIofIüsukamurellaIpaurometabolaItypeIstrainIQnoWIbbRWIStandardscinc
GenomiccSciencesUI2011UIcUIbcaVdZ 8

222 NonVcontiguousIfinishedIgenomeIsequenceIandIcontextualIdataIofItheIfilamentousIsoilIbacteriumI
ztedonobacterIracemiferItypeIstrainIQô“ô”ZVaZRWIStandardscincGenomiccSciencesUI2011UIdUIhfVZZZ 72

221 rompleteIgenomeIsequenceIofIxsosphaeraIpallidaItypeIstrainIQxôZqRWIStandardscincGenomiccSciencesUI
2011UIcUIebVfZ 40

220 rompleteIgenomeIsequenceIofIrellulophagaIalgicolaItypeIstrainIQxrZeeRWIStandardscincGenomicc
SciencesUI2011UIcUIfaVgY 22

219 rompleteIgenomeIsequenceIofIRiemerellaIanatipestiferItypeIstrainIQpürrIZZgcdüRWIStandardscinc
GenomiccSciencesUI2011UIcUIZccVZdb 26

218 rompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIwippeaImaritimaItypeIstrainI
QMwQaRRWIStandardscincGenomiccSciencesUI2011UIcUIbYbVZZ 6

217 rompleteIgenomeIsequenceIofIwaliscomenobacterIhydrossisItypeIstrainIQ“RWIStandardscincGenomicc
SciencesUI2011UIcUIbdaVeY 17

216 rompleteIgenomeIsequenceIofItheIglidingIfreshwaterIbacteriumIuluviicolaItaffensisItypeIstrainI
QRWaeaRWIStandardscincGenomiccSciencesUI2011UIdUIaZVh 19

215 venomeIsequenceIofItheImoderatelyIthermophilicIhalophileIulexistipesIsinusarabiciIstrainIQMpôZYRWI
StandardscincGenomiccSciencesUI2011UIdUIgeVhe 8

214 rompleteIgenomeIsequenceIofIseinococcusImaricopensisItypeIstrainIQLqVbcRWIStandardscincGenomicc
SciencesUI2011UIcUIZebVfa 11

213 MultipleIsyntrophicIinteractionsIinIaIterephthalateVdegradingImethanogenicIconsortiumWIISMEc
JournalUI2011UIdUIZaaVbY 11.9 99

(2011-2011)
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212 ”roteomeIinsightsIintoItheIsymbioticIrelationshipIbetweenIaIcaptiveIcolonyIofINasutitermesI
cornigerIandIitsIhindgutImicrobiomeWIISMEcJournalUI2011UIdUIZeZVc 11.9 54

211 qioenergyIfeedstockVspecificIenrichmentIofImicrobialIpopulationsIduringIhighVsolidsIthermophilicI
deconstructionWIBiotechnologycandcBioengineeringUI2011UIZYgUIaYggVhg 4.9 20

210 vlycosideIhydrolaseIactivitiesIofIthermophilicIbacterialIconsortiaIadaptedItoIswitchgrassWIAppliedc
andcEnvironmentalcMicrobiologyUI2011UIffUIdgYcVZa 4.8 91

209 rompleteIgenomeIsequenceIofIühermomonosporaIcurvataItypeIstrainIQqhRWIStandardscincGenomicc
SciencesUI2011UIcUIZbVaa 24

208 ”hageIencodedIwVNôiIaIpotentialIachillesIheelIinItheIbacterialIdefenceIsystemWIPLoScONEUI2011UIeUIeaYYhd3.7 41

207 rompleteIgenomeIsequenceIofIôyntrophobotulusIglycolicusItypeIstrainIQulvlyRRWIStandardscinc
GenomiccSciencesUI2011UIcUIbfZVgY 3

206 rompleteIgenomeIsequenceIofIRiemerellaIanatipestiferItypeIstrainIQpürrIZZgcdRWIStandardscinc
GenomiccSciencesUI2011UIcUIZccVdb 16

205 txperimentalIfactorsIaffectingI”rRVbasedIestimatesIofImicrobialIspeciesIrichnessIandIevennessWI
ISMEcJournalUI2010UIcUIecaVf 11.9 438

204 uixationVfreeIfluorescenceIinIsituIhybridizationIforItargetedIenrichmentIofImicrobialIpopulationsWI
ISMEcJournalUI2010UIcUIZbdaVe 11.9 60

203 λalidationIofItwoIribosomalIRNpIremovalImethodsIforImicrobialImetatranscriptomicsWINaturec
MethodsUI2010UIfUIgYfVZa 21.6 161

202 MultipleIdisplacementIamplificationIcompromisesIquantitativeIanalysisIofImetagenomesWINaturec
MethodsUI2010UIfUIhcbVc 21.6 142

201 WrinklesIinItheIrareIbiosphereiIpyrosequencingIerrorsIcanIleadItoIartificialIinflationIofIdiversityI
estimatesWIEnvironmentalcMicrobiologyUI2010UIZaUIZZgVab 5.2 1000

200 MetatranscriptomicIarrayIanalysisIofIPrandidatusIpccumulibacterIphosphatisPVenrichedIenhancedI
biologicalIphosphorusIremovalIsludgeWIEnvironmentalcMicrobiologyUI2010UIZaUIZaYdVZf 5.2 67

199 pIcallIforIstandardizedIclassificationIofImetagenomeIprojectsWIEnvironmentalcMicrobiologyUI2010UI
ZaUIZgYbVd 5.2 23

198
üheIgenomeIsequenceIofIMethanohalophilusImahiiIôL”QüRIrevealsIdifferencesIinItheIenergyI
metabolismIamongImembersIofItheIMethanosarcinaceaeIinhabitingIfreshwaterIandIsalineI
environmentsWIArchaeaUI2010UIaYZYUIehYfbf

2 31

197
pdaptationItoIherbivoryIbyItheIüammarIwallabyIincludesIbacterialIandIglycosideIhydrolaseIprofilesI
differentIfromIotherIherbivoresWIProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedc
StatescofcAmericaUI2010UIZYfUIZcfhbVg

11.5 163

196 rompleteIgenomeIsequenceIofIrellulomonasIflavigenaItypeIstrainIQZbcRWIStandardscincGenomicc
SciencesUI2010UIbUIZdVad 31

195 tvolutionaryIrelationshipsIofIwildIhominidsIrecapitulatedIbyIgutImicrobialIcommunitiesWIPLoSc
BiologyUI2010UIgUIeZYYYdce 9.7 364
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194 üheIvenomesI“nILineIsatabaseIQv“LsRIinIaYYhiIstatusIofIgenomicIandImetagenomicIprojectsIandI
theirIassociatedImetadataWINucleiccAcidscResearchUI2010UIbgUIsbceVdc 20.1 331

193 rompleteIgenomeIsequenceIofI”lanctomycesIlimnophilusItypeIstrainIQMˆ…IahYRWIStandardscinc
GenomiccSciencesUI2010UIbUIcfVde 28

192 ”ermanentIdraftIgenomeIsequenceIofIsethiosulfovibrioIpeptidovoransItypeIstrainIQôtqRIcaYfRWI
StandardscincGenomiccSciencesUI2010UIbUIgdVha 8

191 rompleteIgenomeIsequenceIofIuerrimonasIbalearicaItypeIstrainIQ”püRWIStandardscincGenomicc
SciencesUI2010UIbUIZfcVga 9

190 NonVcontiguousIfinishedIgenomeIsequenceIofIpminomonasIpaucivoransItypeIstrainIQvLβVbRWI
StandardscincGenomiccSciencesUI2010UIbUIagdVhb 8

189 rompleteIgenomeIsequenceIofIxlyobacterIpolytropusItypeIstrainIQruwbuZRWIStandardscincGenomicc
SciencesUI2010UIbUIbYcVZc 7

188 rompleteIgenomeIsequenceIofINocardiopsisIdassonvilleiItypeIstrainIQxMRβIdYhRWIStandardscinc
GenomiccSciencesUI2010UIbUIbadVbe 27

187 rompleteIgenomeIsequenceIofIλeillonellaIparvulaItypeIstrainIQüebRWIStandardscincGenomiccSciencesUI
2010UIaUIdfVed 29

186 rompleteIgenomeIsequenceIofIzribbellaIflavidaItypeIstrainIQxu“IZcbhhRWIStandardscincGenomicc
SciencesUI2010UIaUIZgeVhb 10

185 rompleteIgenomeIsequenceIofIronexibacterIwoeseiItypeIstrainIQxsZbZdffRWIStandardscincGenomicc
SciencesUI2010UIaUIaZaVh 15

184 rompleteIgenomeIsequenceIofIühermocrinisIalbusItypeIstrainIQwxIZZXZaRWIStandardscincGenomicc
SciencesUI2010UIaUIZhcVaYa 14

183 rompleteIgenomeIsequenceIofIMeiothermusIsilvanusItypeIstrainIQλxVRaRWIStandardscincGenomicc
SciencesUI2010UIbUIbfVce 16

182 rompleteIgenomeIsequenceIofI“lsenellaIuliItypeIstrainIQλ”xIsfesVafrRWIStandardscincGenomicc
SciencesUI2010UIbUIfeVgc 27

181 rompleteIgenomeIsequenceIofIpcidaminococcusIfermentansItypeIstrainIQλRcRWIStandardscinc
GenomiccSciencesUI2010UIbUIZVZc 19

180 rompleteIgenomeIsequenceIofIMeiothermusIruberItypeIstrainIQaZRWIStandardscincGenomiccSciencesUI
2010UIbUIaeVbe 28

179 rompleteIgenomeIsequenceIofIpcetohalobiumIarabaticumItypeIstrainIQZVfaggRWIStandardscinc
GenomiccSciencesUI2010UIbUIdfVed 16

178 rompleteIgenomeIsequenceIofIxgnisphaeraIaggregansItypeIstrainIQp ZWôZRWIStandardscincGenomicc
SciencesUI2010UIbUIeeVfd 13

177 rompleteIgenomeIsequenceIofIλulcanisaetaIdistributaItypeIstrainIQxrVYZfRWIStandardscincGenomicc
SciencesUI2010UIbUIZZfVad 8

(2010-2010)
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176 rompleteIgenomeIsequenceIofIprcanobacteriumIhaemolyticumItypeIstrainIQZZYZgRWIStandardscinc
GenomiccSciencesUI2010UIbUIZaeVbd 7

175 rompleteIgenomeIsequenceIofIühermosediminibacterIoceaniItypeIstrainIQyWXxWVZaag”RWIStandardsc
incGenomiccSciencesUI2010UIbUIZYgVZe 10

174 rompleteIgenomeIsequenceIofIôpirochaetaIsmaragdinaeItypeIstrainIQôtqRIcaagRWIStandardscinc
GenomiccSciencesUI2010UIbUIZbeVcc 15

173 rompleteIgenomeIsequenceIofIPühermobaculumIterrenumPItypeIstrainIQYN”ZRWIStandardscinc
GenomiccSciencesUI2010UIbUIZdbVea 9

172 rompleteIgenomeIsequenceIofIôyntrophothermusIlipocalidusItypeIstrainIQüvqVrZRWIStandardscinc
GenomiccSciencesUI2010UIbUIaegVfd 10

171 rompleteIgenomeIsequenceIofIsesulfarculusIbaarsiiItypeIstrainIQastZcRWIStandardscincGenomicc
SciencesUI2010UIbUIafeVgc 27

170 rompleteIgenomeIsequenceIofIxntrasporangiumIcalvumItypeIstrainIQfIzx”RWIStandardscincGenomicc
SciencesUI2010UIbUIahcVbYb 4

169 rompleteIgenomeIsequenceIofIMethanothermusIfervidusItypeIstrainIQλacôRWIStandardscincGenomicc
SciencesUI2010UIbUIbZdVac 14

168 rompleteIgenomeIsequenceIofIühermaerobacterImarianensisItypeIstrainIQfpfdaRWIStandardscinc
GenomiccSciencesUI2010UIbUIbbfVcd 7

167 rompleteIgenomeIsequenceIofIXylanimonasIcellulosilyticaItypeIstrainIQXxLYfRWIStandardscincGenomicc
SciencesUI2010UIaUIZVg 8

166 rompleteIgenomeIsequenceIofIplicyclobacillusIacidocaldariusItypeIstrainIQZYcVxpRWIStandardscinc
GenomiccSciencesUI2010UIaUIhVZg 20

165 rompleteIgenomeIsequenceIofIôphaerobacterIthermophilusItypeIstrainIQôIeYaaRWIStandardscinc
GenomiccSciencesUI2010UIaUIchVde 20

164 rompleteIgenomeIsequenceIofIôtreptosporangiumIroseumItypeIstrainIQNxIhZYYRWIStandardscinc
GenomiccSciencesUI2010UIaUIahVbf 25

163 rompleteIgenomeIsequenceIofIrhitinophagaIpinensisItypeIstrainIQβ MIaYbcRWIStandardscinc
GenomiccSciencesUI2010UIaUIgfVhd 57

162 rompleteIgenomeIsequenceIofIôulfurospirillumIdeleyianumItypeIstrainIQdZfdRWIStandardscinc
GenomiccSciencesUI2010UIaUIZchVdf 24

161 rompleteIgenomeIsequenceIofIwaloterrigenaIturkmenicaItypeIstrainIQckRWIStandardscincGenomicc
SciencesUI2010UIaUIZYfVZe 28

160 rompleteIgenomeIsequenceIofIwaliangiumIochraceumItypeIstrainIQôM”VaRWIStandardscincGenomicc
SciencesUI2010UIaUIheVZYe 53

159 rompleteIgenomeIsequenceIofIveodermatophilusIobscurusItypeIstrainIQvVaYRWIStandardscinc
GenomiccSciencesUI2010UIaUIZdgVef 49
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158 rompleteIgenomeIsequenceIofINakamurellaImultipartitaItypeIstrainIQYVZYcRWIStandardscincGenomicc
SciencesUI2010UIaUIZegVfd 28

157 rompleteIgenomeIsequenceIofIôpirosomaIlingualeItypeIstrainIQZRWIStandardscincGenomiccSciencesUI
2010UIaUIZfeVgd 35

156 rompleteIgenomeIsequenceIofIôegniliparusIrotundusItypeIstrainIQrsrIZYfeRWIStandardscincGenomicc
SciencesUI2010UIaUIaYbVZZ 9

155 rompleteIgenomeIsequenceIofIôebaldellaItermitidisItypeIstrainIQNrürIZZbYYRWIStandardscinc
GenomiccSciencesUI2010UIaUIaaYVf 16

154 rompleteIgenomeIsequenceIofIühermosphaeraIaggregansItypeIstrainIQMZZüLRWIStandardscinc
GenomiccSciencesUI2010UIaUIacdVdh 12

153 rompleteIgenomeIsequenceIofIqrachyspiraImurdochiiItypeIstrainIQdeVZdYRWIStandardscincGenomicc
SciencesUI2010UIaUIaeYVh 18

152 rompleteIgenomeIsequenceIofIpminobacteriumIcolombienseItypeIstrainIQpLpVZRWIStandardscinc
GenomiccSciencesUI2010UIaUIagYVh 27

151 rompleteIgenomeIsequenceIofIprcobacterInitrofigilisItypeIstrainIQrxRWIStandardscincGenomicc
SciencesUI2010UIaUIbYYVg 32

150 rompleteIgenomeIsequenceIofIroraliomargaritaIakajimensisItypeIstrainIQYc“zpYZYVacRWIStandardsc
incGenomiccSciencesUI2010UIaUIahYVh 18

149 rompleteIgenomeIsequenceIofIühermobisporaIbisporaItypeIstrainIQRdZRWIStandardscincGenomicc
SciencesUI2010UIaUIbZgVae 18

148 rompleteIgenomeIsequenceIofIsesulfohalobiumIretbaenseItypeIstrainIQwRQZYYRRWIStandardscinc
GenomiccSciencesUI2010UIaUIbgVcg 17

147 rompleteIgenomeIsequenceIofIprchaeoglobusIprofundusItypeIstrainIQpλZgRWIStandardscincGenomicc
SciencesUI2010UIaUIbafVce 20

146 rompleteIgenomeIsequenceIofIsenitrovibrioIacetiphilusItypeIstrainIQNaceYRWIStandardscincGenomicc
SciencesUI2010UIaUIafYVh 11

145 ühreeVsimensionalIpnalysisIofIMicrobialIrommunitiesWIMicroscopycandcMicroanalysisUI2010UIZeUIbggVbgh 0.5

144 rompleteIgenomeIsequenceIofIvordoniaIbronchialisItypeIstrainIQbcZYRWIStandardscincGenomicc
SciencesUI2010UIaUIZhVag 19

143 ôtrategiesIforItnhancingItheItffectivenessIofIMetagenomicVbasedItnzymeIsiscoveryIinI
LignocellulolyticIMicrobialIrommunitiesWIBioenergycResearchUI2010UIbUIZceVZdg 3.1 82

142 üargetedIdiscoveryIofIglycosideIhydrolasesIfromIaIswitchgrassVadaptedIcompostIcommunityWIPLoSc
ONEUI2010UIdUIeggZa 3.7 154

141 rompleteIgenomeIsequenceIofIôulfurimonasIautotrophicaItypeIstrainIQ“zZYRWIStandardscincGenomicc
SciencesUI2010UIbUIZhcVaYa 32
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140 rompleteIgenomeIsequenceIofIMethanoplanusIpetroleariusItypeIstrainIQôtqRIcgcfRWIStandardscinc
GenomiccSciencesUI2010UIbUIaYbVZZ 12

139 venomeIanalysisIofItheIanaerobicIthermohalophilicIbacteriumIwalothermothrixIoreniiWIPLoScONEUI
2009UIcUIecZha 3.7 54

138 venomicIanalysisIofIKtlusimicrobiumIminutumUKItheIfirstIcultivatedIrepresentativeIofItheIphylumI
KtlusimicrobiaKIQformerlyItermiteIgroupIZRWIAppliedcandcEnvironmentalcMicrobiologyUI2009UIfdUIagcZVh 4.8 75

137 ôingleIrellIWholeIvenomeIpmplificationIofIβncultivatedI“rganismsWIMicrobiologycMonographsUI
2009UIacZVade 0.8 2

136 rompleteIgenomeIsequenceIofIrapnocytophagaIochraceaItypeIstrainIQλ”xIagcdRWIStandardscinc
GenomiccSciencesUI2009UIZUIZYZVh 12

135 ôhotgunuunctionalizeRiIanIRVpackageIforIfunctionalIcomparisonIofImetagenomesWIBioinformaticsUI
2009UIadUIafbfVg 7.2 114

134 pIphylogenyVdrivenIgenomicIencyclopaediaIofIqacteriaIandIprchaeaWINatureUI2009UIceaUIZYdeVeY 50.4 803

133 vettingItoItheIcoreIofItheIgutImicrobiomeWINaturecBiotechnologyUI2009UIafUIbccVe 44.5 37

132 uocusiIôynergistetesWIEnvironmentalcMicrobiologyUI2009UIZZUIZbafVh 5.2 55

131 venomicsWIvenomeIprojectIstandardsIinIaInewIeraIofIsequencingWIScienceUI2009UIbaeUIabeVf 33.3 326

130 rorrelativeIütMIandIuxôwIxmagingIofIMicrobialIrommunitiesWIMicroscopycandcMicroanalysisUI2009UI
ZdUIgbcVgbd 0.5

129 rompleteIgenomeIsequenceIofIwalorhabdusIutahensisItypeIstrainIQpXVaRWIStandardscincGenomicc
SciencesUI2009UIZUIaZgVad 21

128 rompleteIgenomeIsequenceIofIqeutenbergiaIcavernaeItypeIstrainIQwzxIYZaaRWIStandardscincGenomicc
SciencesUI2009UIZUIaZVg 11

127 rompleteIgenomeIsequenceIofIrryptobacteriumIcurtumItypeIstrainIQZaVbRWIStandardscincGenomicc
SciencesUI2009UIZUIhbVZYY 13

126 rompleteIgenomeIsequenceIofIsesulfomicrobiumIbaculatumItypeIstrainIQXRWIStandardscincGenomicc
SciencesUI2009UIZUIahVbf 30

125 rompleteIgenomeIsequenceIofIpcidimicrobiumIferrooxidansItypeIstrainIQxr”RWIStandardscincGenomicc
SciencesUI2009UIZUIbgVcd 27

124 rompleteIgenomeIsequenceIofIôanguibacterIkeddieiiItypeIstrainIQôüVfcRWIStandardscincGenomicc
SciencesUI2009UIZUIZZYVg 10

123 rompleteIgenomeIsequenceIofIratenulisporaIacidiphilaItypeIstrainIQxsIZbhhYgRWIStandardscinc
GenomiccSciencesUI2009UIZUIZZhVad 19
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122 rompleteIgenomeIsequenceIofILeptotrichiaIbuccalisItypeIstrainIQrVZYZbVbRWIStandardscincGenomicc
SciencesUI2009UIZUIZaeVba 17

121 rompleteIgenomeIsequenceIofIôaccharomonosporaIviridisItypeIstrainIQ”ZYZRWIStandardscincGenomicc
SciencesUI2009UIZUIZcZVh 21

120 rompleteIgenomeIsequenceIofIpctinosynnemaImirumItypeIstrainIQZYZRWIStandardscincGenomicc
SciencesUI2009UIZUIceVdb 32

119 rompleteIgenomeIsequenceIofI”edobacterIheparinusItypeIstrainIQwxMIfeaVbRWIStandardscincGenomicc
SciencesUI2009UIZUIdcVea 19

118 rompleteIgenomeIsequenceIofIwalogeometricumIborinquenseItypeIstrainIQ”RbRWIStandardscinc
GenomiccSciencesUI2009UIZUIZdYVh 22

117 rompleteIgenomeIsequenceIofIpnaerococcusIprevotiiItypeIstrainIQ”rZRWIStandardscincGenomicc
SciencesUI2009UIZUIZdhVed 18

116 rompleteIgenomeIsequenceIofIptopobiumIparvulumItypeIstrainIQx””IZaceRWIStandardscincGenomicc
SciencesUI2009UIZUIZeeVfb 21

115 rompleteIgenomeIsequenceIofItggerthellaIlentaItypeIstrainIQx””Iλ”xIYaddRWIStandardscincGenomicc
SciencesUI2009UIZUIZfcVga 31

114 rompleteIgenomeIsequenceIofIzangiellaIkoreensisItypeIstrainIQôWVZadRWIStandardscincGenomicc
SciencesUI2009UIZUIaaeVbb 10

113 rompleteIgenomeIsequenceIofIyonesiaIdenitrificansItypeIstrainIQ”revotIddZbcRWIStandardscinc
GenomiccSciencesUI2009UIZUIaeaVh 10

112 rompleteIgenomeIsequenceIofIwalomicrobiumImukohataeiItypeIstrainIQargVaRWIStandardscinc
GenomiccSciencesUI2009UIZUIafYVf 30

111 rompleteIgenomeIsequenceIofIRhodothermusImarinusItypeIstrainIQRVZYRWIStandardscincGenomicc
SciencesUI2009UIZUIagbVhY 20

110 rompleteIgenomeIsequenceIofIôtreptobacillusImoniliformisItypeIstrainIQhhYZRWIStandardscinc
GenomiccSciencesUI2009UIZUIbYYVf 16

109 rompleteIgenomeIsequenceIofIqrachybacteriumIfaeciumItypeIstrainIQôchefferleIeVZYRWIStandardscinc
GenomiccSciencesUI2009UIZUIbVZZ 19

108 rompleteIgenomeIsequenceIofI”irellulaIstaleyiItypeIstrainIQpürrIafbffRWIStandardscincGenomicc
SciencesUI2009UIZUIbYgVZe 26

107 rompleteIgenomeIsequenceIofIzytococcusIsedentariusItypeIstrainIQdcZRWIStandardscincGenomicc
SciencesUI2009UIZUIZaVaY 94

106 rompleteIgenomeIsequenceIofIsyadobacterIfermentansItypeIstrainIQNôZZcRWIStandardscincGenomicc
SciencesUI2009UIZUIZbbVcY 19

105 rompleteIgenomeIsequenceIofIühermanaerovibrioIacidaminovoransItypeIstrainIQôuggbRWIStandardsc
incGenomiccSciencesUI2009UIZUIadcVeZ 19
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104 rompleteIgenomeIsequenceIofIôlackiaIheliotrinireducensItypeIstrainIQRwôIZRWIStandardscincGenomicc
SciencesUI2009UIZUIabcVcZ 16

103 rompleteIgenomeIsequenceIofIsesulfotomaculumIacetoxidansItypeIstrainIQddfdRWIStandardscinc
GenomiccSciencesUI2009UIZUIacaVdb 33

102 rompleteIgenomeIsequenceIofIôtackebrandtiaInassauensisItypeIstrainIQLLRVcYzVaZRWIStandardscinc
GenomiccSciencesUI2009UIZUIabcVcZ 16

101 ôingleIrellIWholeIvenomeIpmplificationIofIβncultivatedI“rganismsWIMicrobiologycMonographsUI
2009UIgbVhh 0.8 2

100 pInovelIecologicalIroleIofItheIuirmicutesIidentifiedIinIthermophilicImicrobialIfuelIcellsWIISMEcJournal
UI2008UIaUIZZceVde 11.9 266

99 üheIminimumIinformationIaboutIaIgenomeIsequenceIQMxvôRIspecificationWINaturecBiotechnologyUI
2008UIaeUIdcZVf 44.5 964

98 rRxô”RVVaIwidespreadIsystemIthatIprovidesIacquiredIresistanceIagainstIphagesIinIbacteriaIandI
archaeaWINaturecReviewscMicrobiologyUI2008UIeUIZgZVe 22.2 630

97 tnvironmentalIdistributionIandIpopulationIbiologyIofIrandidatusIpccumulibacterUIaIprimaryIagentI
ofIbiologicalIphosphorusIremovalWIEnvironmentalcMicrobiologyUI2008UIZYUIaehaVfYb 5.2 87

96 MillimeterVscaleIgeneticIgradientsIandIcommunityVlevelImolecularIconvergenceIinIaIhypersalineI
microbialImatWIMolecularcSystemscBiologyUI2008UIcUIZhg 12.2 118

95 pIbioinformaticianPsIguideItoImetagenomicsWIMicrobiologycandcMolecularcBiologycReviewsUI2008UIfaUI
ddfVfgUIüableIofIrontents 13.2 292

94 pIrenaissanceIforItheIpioneeringIZeôIrRNpIgeneWICurrentcOpinioncincMicrobiologyUI2008UIZZUIccaVe 7.9 337

93 pIbacterialImetapopulationIadaptsIlocallyItoIphageIpredationIdespiteIglobalIdispersalWIGenomec
ResearchUI2008UIZgUIahbVf 9.7 119

92 pIkorarchaealIgenomeIrevealsIinsightsIintoItheIevolutionIofItheIprchaeaWIProceedingscofcthec
NationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaUI2008UIZYdUIgZYaVf 11.5 214

91 pnnotationIofImetagenomeIshortIreadsIusingIproxygenesWIBioinformaticsUI2008UIacUIifVZb 7.2 35

90 tvolutionIofItheIhyaluronicIacidIsynthesisIQhasRIoperonIinIôtreptococcusIzooepidemicusIandIotherI
pathogenicIstreptococciWIJournalcofcMolecularcEvolutionUI2008UIefUIZbVaa 3.1 50

89 xMvXMiIaIdataImanagementIandIanalysisIsystemIforImetagenomesWINucleiccAcidscResearchUI2008UI
beUIsdbcVg 20.1 268

88 LossIofIbacterialIdiversityIduringIantibioticItreatmentIofIintubatedIpatientsIcolonizedIwithI
”seudomonasIaeruginosaWIJournalcofcClinicalcMicrobiologyUI2007UIcdUIZhdcVea 9.7 143

87
sissectingIbiologicalIKdarkImatterKIwithIsingleVcellIgeneticIanalysisIofIrareIandIuncultivatedIüMfI
microbesIfromItheIhumanImouthWIProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedc
StatescofcAmericaUI2007UIZYcUIZZgghVhc

11.5 464
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86 quildingIonIbasicImetagenomicsIwithIcomplementaryItechnologiesWIGenomecBiologyUI2007UIgUIabZ 18.3 44

85 xntegratingIecologyIintoIbiotechnologyWICurrentcOpinioncincBiotechnologyUI2007UIZgUIagfVha 11.4 51

84 βseIofIsimulatedIdataIsetsItoIevaluateItheIfidelityIofImetagenomicIprocessingImethodsWINaturec
MethodsUI2007UIcUIchdVdYY 21.6 257

83 pccurateIphylogeneticIclassificationIofIvariableVlengthIsNpIfragmentsWINaturecMethodsUI2007UIcUIebVfa 21.6 435

82 rharacterizationIofIfilamentousIbacteriaUIbelongingItoIcandidateIphylumIzôqbUIthatIareIassociatedI
withIbulkingIinImethanogenicIgranularIsludgesWIISMEcJournalUI2007UIZUIaceVdd 11.9 33

81 MetagenomicIandIfunctionalIanalysisIofIhindgutImicrobiotaIofIaIwoodVfeedingIhigherItermiteWI
NatureUI2007UIcdYUIdeYVd 50.4 990

80 RidingIgiantsWIEnvironmentalcMicrobiologyUI2007UIhUId 5.2 4

79 rRxô”RIrecognitionItoolIQrRüRiIaItoolIforIautomaticIdetectionIofIclusteredIregularlyIinterspacedI
palindromicIrepeatsWIBMCcBioinformaticsUI2007UIgUIaYh 3.6 482

78 putomatedIgroupIassignmentIinIlargeIphylogeneticItreesIusingIvRβNüiIvRoupingUIβngroupingUI
NamingIüoolWIBMCcBioinformaticsUI2007UIgUIcYa 3.6 9

77  uantitativeIphylogeneticIassessmentIofImicrobialIcommunitiesIinIdiverseIenvironmentsWIScienceUI
2007UIbZdUIZZaeVbY 33.3 259

76 xncreasingIfocusIonIenvironmentalIbiotechnologyIinItheIfaceIofIpressingIenvironmentalIchallengesWI
CurrentcOpinioncincBiotechnologyUI2007UIZgUIabdVabe 11.4

75
”w“ô”w“RβôIprrβMβLpüxNvI“RvpNxôMôIRtλtpLIüwtxRIôtrRtüôiIpIvtN“MtILtλtLI
βNstRôüpNsxNvI“uItNwpNrtsIqx“L“vxrpLI”w“ô”w“RβôIRtM“λpLWIProceedingscofcthecWaterc
EnvironmentcFederationUI2007UIaYYfUIchaYVchba

74 tvolutionaryIconservationIofIsequenceIandIsecondaryIstructuresIinIrRxô”RIrepeatsWIGenomec
BiologyUI2007UIgUIReZ 18.3 331

73 pnIexperimentalImetagenomeIdataImanagementIandIanalysisIsystemWIBioinformaticsUI2006UIaaUIebdhVef7.2 72

72 üheIintegratedImicrobialIgenomesIQxMvRIsystemWINucleiccAcidscResearchUI2006UIbcUIsbccVg 20.1 306

71 üheIvenomesI“nILineIsatabaseIQv“LsRIvWaiIaImonitorIofIgenomeIprojectsIworldwideWINucleiccAcidsc
ResearchUI2006UIbcUIsbbaVc 20.1 187

70 NpôüiIaImultipleIsequenceIalignmentIserverIforIcomparativeIanalysisIofIZeôIrRNpIgenesWINucleicc
AcidscResearchUI2006UIbcUIWbhcVh 20.1 810

69 LineagesIofIacidophilicIarchaeaIrevealedIbyIcommunityIgenomicIanalysisWIScienceUI2006UIbZcUIZhbbVd 33.3 190
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68 vreengenesUIaIchimeraVcheckedIZeôIrRNpIgeneIdatabaseIandIworkbenchIcompatibleIwithIpRqWI
AppliedcandcEnvironmentalcMicrobiologyUI2006UIfaUIdYehVfa 4.8 7556

67 NumbersIandIlocationsIofInativeIbacteriaIonIfieldVgrownIwheatIrootsIquantifiedIbyIfluorescenceIinI
situIhybridizationIQuxôwRWIEnvironmentalcMicrobiologyUI2006UIgUIgfZVgc 5.2 126

66 MetagenomicIanalysisIofItwoIenhancedIbiologicalIphosphorusIremovalIQtq”RRIsludgeIcommunitiesWI
NaturecBiotechnologyUI2006UIacUIZaebVh 44.5 541

65 NonVsulfateVreducingUIsyntrophicIbacteriaIaffiliatedIwithIdesulfotomaculumIclusterIxIareIwidelyI
distributedIinImethanogenicIenvironmentsWIAppliedcandcEnvironmentalcMicrobiologyUI2006UIfaUIaYgYVhZ 4.8 147

64 romparativeImetagenomicsIofImicrobialIcommunitiesWIScienceUI2005UIbYgUIddcVf 33.3 1211

63 ôN”VλxôüpiIanIinteractiveIôN”IvisualizationItoolWIBMCcBioinformaticsUI2005UIeUIaha 3.6 16

62 venomeVdirectedIisolationIofItheIkeyInitrogenIfixerILeptospirillumIferrodiazotrophumIspWInovWI
fromIanIacidophilicImicrobialIcommunityWIAppliedcandcEnvironmentalcMicrobiologyUI2005UIfZUIebZhVac 4.8 195

61
ReclassificationIofIôphaerobacterIthermophilusIfromItheIsubclassIôphaerobacteridaeIinItheIphylumI
pctinobacteriaItoItheIclassIühermomicrobiaIQemendedIdescriptionRIinItheIphylumIrhloroflexiI
QemendedIdescriptionRWIInternationalcJournalcofcSystematiccandcEvolutionarycMicrobiologyUI2004UIdcUIaYchVaYdZ

2.2 105

60 LiquidIserialIdilutionIisIinferiorItoIsolidImediaIforIisolationIofIculturesIrepresentativeIofItheI
phylumVlevelIdiversityIofIsoilIbacteriaWIAppliedcandcEnvironmentalcMicrobiologyUI2004UIfYUIcbebVe 4.8 112

59
βseIofIstableVisotopeIprobingUIfullVcycleIrRNpIanalysisUIandIfluorescenceIinIsituI
hybridizationVmicroautoradiographyItoIstudyIaImethanolVfedIdenitrifyingImicrobialIcommunityWI
AppliedcandcEnvironmentalcMicrobiologyUI2004UIfYUIdggVhe

4.8 192

58 qellerophoniIaIprogramItoIdetectIchimericIsequencesIinImultipleIsequenceIalignmentsWI
BioinformaticsUI2004UIaYUIabZfVh 7.2 1339

57
rhthoniobacterIflavusIgenWInovWUIspWInovWUItheIfirstIpureVcultureIrepresentativeIofIsubdivisionItwoUI
ôpartobacteriaIclassisInovWUIofItheIphylumIλerrucomicrobiaWIAppliedcandcEnvironmentalcMicrobiology
UI2004UIfYUIdgfdVgZ

4.8 116

56 rommunityIstructureIandImetabolismIthroughIreconstructionIofImicrobialIgenomesIfromItheI
environmentWINatureUI2004UIcagUIbfVcb 50.4 1710

55 LaboratoryIcultivationIofIwidespreadIandIpreviouslyIunculturedIsoilIbacteriaWIAppliedcandc
EnvironmentalcMicrobiologyUI2003UIehUIfaZYVd 4.8 391

54
vemmatimonasIaurantiacaIgenWInovWUIspWInovWUIaIgramVnegativeUIaerobicUI
polyphosphateVaccumulatingImicroVorganismUItheIfirstIculturedIrepresentativeIofItheInewIbacterialI
phylumIvemmatimonadetesIphylWInovWIInternationalcJournalcofcSystematiccandcEvolutionaryc
MicrobiologyUI2003UIdbUIZZddVZZeb

2.2 314

53 uermentationIofIglycolateIbyIaIpureIcultureIofIaIstrictlyIanaerobicIgramVpositiveIbacteriumI
belongingItoItheIfamilyILachnospiraceaeWIArchivescofcMicrobiologyUI2003UIZfhUIbaZVg 3 12

52 ”rRIdetectionIofIrlostridiumIchauvoeiIinIpureIculturesIandIinIformalinVfixedUIparaffinVembeddedI
tissuesWIVeterinarycMicrobiologyUI2003UIhZUIabhVcg 3.3 19

51 rhimericIZeôIrsNpIsequencesIofIdiverseIoriginIareIaccumulatingIinItheIpublicIdatabasesWI
InternationalcJournalcofcSystematiccandcEvolutionarycMicrobiologyUI2003UIdbUIaghVahb 2.2 188
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50
txtremelyIacidophilicIprotistsIfromIacidImineIdrainageIhostIRickettsialesVlineageIendosymbiontsI
thatIhaveIinterveningIsequencesIinItheirIZeôIrRNpIgenesWIAppliedcandcEnvironmentalcMicrobiologyUI
2003UIehUIddZaVg

4.8 73

49 zineticIandIphylogeneticIcharacterizationIofIanIanaerobicIdechlorinatingImicrobialIcommunityWI
MicrobiologycmUnitedcKingdomnUI2003UIZchUIcdhVceh 2.9 37

48 üheIdevelopmentIandIuseIofIrealVtimeI”rRIforItheIquantificationIofInitrifiersIinIactivatedIsludgeWI
WatercSciencecandcTechnologyUI2002UIceUIaefVafa 2.2 18

47
MolecularIanalysisIofIdimethylIsulphideIdehydrogenaseIfromIRhodovulumIsulfidophilumiIitsIplaceI
inItheIdimethylIsulphoxideIreductaseIfamilyIofImicrobialImolybdopterinVcontainingIenzymesWI
MolecularcMicrobiologyUI2002UIccUIZdfdVgf

4.1 104

46 xnIsituIstudiesIofItheIphylogenyIandIphysiologyIofIfilamentousIbacteriaIwithIattachedIgrowthWI
EnvironmentalcMicrobiologyUI2002UIcUIbgbVhZ 5.2 46

45 rultivationIofIgloballyIdistributedIsoilIbacteriaIfromIphylogeneticIlineagesIpreviouslyIonlyI
detectedIinIcultivationVindependentIsurveysWIEnvironmentalcMicrobiologyUI2002UIcUIedcVee 5.2 345

44 üheIsMô“IReductaseIuamilyIofIMicrobialIMolybdenumItnzymesjIMolecularI”ropertiesIandIRoleIinI
theIsissimilatoryIReductionIofIüoxicItlementsWIGeomicrobiologycJournalUI2002UIZhUIbVaZ 2.5 96

43 uilamentousIrhloroflexiIQgreenInonVsulfurIbacteriaRIareIabundantIinIwastewaterItreatmentI
processesIwithIbiologicalInutrientIremovalWIMicrobiologycmUnitedcKingdomnUI2002UIZcgUIabYhVabZg 2.9 214

42 txploringIprokaryoticIdiversityIinItheIgenomicIeraWIGenomecBiologyUI2002UIbUIRtλxtWôYYYb 18.3 520

41 sesignIandIevaluationIofIZeôIrRNpVtargetedIoligonucleotideIprobesIforIfluorescenceIinIsituI
hybridizationWIMethodscincMolecularcBiologyUI2002UIZfhUIahVca 1.4 90

40 üheIdevelopmentIandIuseIofIrealVtimeI”rRIforItheIquantificationIofInitrifiersIinIactivatedIsludgeWI
WatercSciencecandcTechnologyUI2002UIceUIaefVfa 2.2 6

39 xnvestigationIofIcandidateIdivisionIüMfUIaIrecentlyIrecognizedImajorIlineageIofItheIdomainIqacteriaI
withInoIknownIpureVcultureIrepresentativesWIAppliedcandcEnvironmentalcMicrobiologyUI2001UIefUIcZZVh 4.8 269

38 MultipleIlateralItransfersIofIdissimilatoryIsulfiteIreductaseIgenesIbetweenImajorIlineagesIofI
sulfateVreducingIprokaryotesWIJournalcofcBacteriologyUI2001UIZgbUIeYagVbd 3.5 280

37 pImultipleVoutgroupIapproachItoIresolvingIdivisionVlevelIphylogeneticIrelationshipsIusingIZeôIrsNpI
dataWIInternationalcJournalcofcSystematiccandcEvolutionarycMicrobiologyUI2001UIdZUIbgdVbhZ 2.2 42

36 xdentificationIofIpolyphosphateVaccumulatingIorganismsIandIdesignIofIZeôIrRNpVdirectedIprobesI
forItheirIdetectionIandIquantitationWIAppliedcandcEnvironmentalcMicrobiologyUI2000UIeeUIZZfdVga 4.8 626

35 MicroorganismsIshouldIbeIhighIonIsNpIpreservationIlistWIScienceUI2000UIahYUIZdYb 33.3 10

34 siversityIofIradpIgenesIfromIculturedIandIunculturedIarchaeaiIcomparativeIanalysisIofIputativeI
RadpIproteinsIandItheirIuseIasIaIphylogeneticImarkerWIJournalcofcBacteriologyUI1999UIZgZUIhYfVZd 3.5 46

33 üheIuseIofIZeôIrsNpIcloneIlibrariesItoIdescribeItheImicrobialIdiversityIofIactivatedIsludgeI
communitiesWIWatercSciencecandcTechnologyUI1998UIbfUIcdZ 2.2 19
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32 NewIfoamVformingInocardioformsIfoundIinIactivatedIsludgeWIWatercSciencecandcTechnologyUI1998UI
bfUIchd 2.2 4
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