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389 qefiningItheImicrobiomeIofItheIheadIandIneckgInIcontemporaryIreviewWIAmericanaJournalaofa
OtolaryngologyanaHeadaandaNeckaMedicineaandaSurgeryUI2022UIa]UIZY][[a 2.8 0

388 zurineIzodelIforIzeasuringIrffectsIofIuumanizedVqosingIofInntibioticsIonItheItutIzicrobiomeWWI
FrontiersainaMicrobiologyUI2022UIZ]UIeZ]eaf 5.7

387 nssociationIofIgutImicrobiotaIandIenvironmentIinIchildrenIwithInqUIcomparisonIofIthreeIcohortsIofI
childrenWIClinicalaandaExperimentalaAllergyUI2021UI 4.1 0

386 pircadianIrhythmsIandItheIgutImicrobiomeIsynchronizeItheIhostPsImetabolicIresponseItoIdietWICella
MetabolismUI2021UI]]UIed]Veed 24.6 7

385 uostIgeneticIcontrolIofIgutImicrobiomeIcompositionWIMammalianaGenomeUI2021UI][UI[c]V[eZ 3.2 5

384 TheItutIzicrobiomeIandISubstanceIUseIqisorderWIFrontiersainaNeuroscienceUI2021UIZbUId[bbYY 5.1 3

383 nlterationsIinIsubgingivalImicrobiotaIduringIfullVfixedIapplianceIorthodonticItreatmentVnI
prospectiveIstudyWIOrthodonticsaandaCraniofacialaResearchUI2021UI 3 3

382 oifidobacteriumIbifidumIstrainsIsynergizeIwithIimmuneIcheckpointIinhibitorsItoIreduceItumourI
burdenIinImiceWINatureaMicrobiologyUI2021UIcUI[ddV[ee 26.6 29

381 yongitudinalInnalysisIofISerumIpytokineIyevelsIandItutIzicrobialInbundanceIyinksIvyVZdXvyV[[IWithI
andIvnsulinISensitivityIinIuumansWIDiabetesUI2020UIcfUIZe]]VZea[ 0.9 4

380 npproachesIforIintegratingIheterogeneousI NnVseqIdataIrevealIcrossVtalkIbetweenImicrobesIandI
genesIinIasthmaticIpatientsWIGenomeaBiologyUI2020UI[ZUIZbY 18.3 0

379 nIzicrobeInssociatedIwithISleepI evealedIbyIaINovelISystemsIteneticInnalysisIofItheIzicrobiomeI
inIpollaborativeIprossIziceWIGeneticsUI2020UI[ZaUIdZfVd]] 4 8

378 vmprovingIpharacterizationIofIUnderstudiedIuumanIzicrobiomesIUsingITargetedI“hylogeneticsWI
MSystemsUI2020UIbUI 7.6 1

377 polonIpancerI“reventionIwithIWalnutsgInIyongitudinalIStudyIinIziceIfromItheI“erspectiveIofIaItutI
rnterotypeVlikeIplusterWICanceraPreventionaResearchUI2020UIZ]UIZbV[a 3.2 1

376 teneticIoasisIofInerobicallyISupportedIVoluntaryIrxercisegI esultsIfromIaISelectionIrxperimentI
withIuouseIziceWIGeneticsUI2020UI[ZcUIdeZVeYa 4 6

375 qifferencesIinItutIzicrobiomeIinIuospitalizedIvmmunocompetentIvsWIvmmunocompromisedI
phildrenUIvncludingIThoseIWithISickleIpellIqiseaseWIFrontiersainaPediatricsUI2020UIeUIbe]aac 3.4 6

374 qecipheringIfunctionalIredundancyIinItheIhumanImicrobiomeWINatureaCommunicationsUI2020UIZZUIc[Zd 17.4 32

373 SupraglotticIyungIzicrobiomeITaxaInreInssociatedIwithI“ulmonaryInbnormalitiesIinIanIuvVI
yongitudinalIpohortWIAmericanaJournalaofaRespiratoryaandaCriticalaCareaMedicineUI2020UI[Y[UIZd[dVZd]Z 10.2 1
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372 TheISkinIzicrobiomeIofIvnverseI“soriasisI2020UI[Y]V[Zb

371 zicrobiomeISignaturesInssociatedIWithISteatohepatitisIandIzoderateItoISevereIsibrosisIinI
phildrenIWithINonalcoholicIsattyIyiverIqiseaseWIGastroenterologyUI2019UIZbdUIZZYfVZZ[[ 13.3 92

370 SymbioticIorgansIshapedIbyIdistinctImodesIofIgenomeIevolutionIinIcephalopodsWIProceedingsaofathea
NationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI2019UIZZcUI]Y]YV]Y]b 11.5 72

369 TowardIunrestrictedIuseIofIpublicIgenomicIdataWIScienceUI2019UI]c]UI]bYV]b[ 33.3 25

368 TheItenomeIofIpbdoyXcwIKrveKUItheIzotherIofItheIyaboratoryIzouseItenomeI eferenceIStrainWI
Gt:aGenesmaGenomesmaGeneticsUI2019UIfUIZdfbVZeYb 3.2 23

367 yongitudinalImultiVomicsIofIhostVmicrobeIdynamicsIinIprediabetesWINatureUI2019UIbcfUIcc]VcdZ 50.4 197

366 nIlongitudinalIbigIdataIapproachIforIprecisionIhealthWINatureaMedicineUI2019UI[bUIdf[VeYa 50.5 183

365 ponsentIinsufficientIforIdataIreleaseV esponseWIScienceUI2019UI]caUIaac 33.3 4

364 nssociationIofItheIvnfantItutIzicrobiomeIWithIrarlyIphildhoodINeurodevelopmentalIOutcomesgInnI
nncillaryIStudyItoItheIVqnn TI andomizedIplinicalITrialWIJAMAaNetworkaOpenUI2019UI[UIeZfYfYb 10.4 32

363  apidIgrowthIisIaIdominantIpredictorIofIhepcidinIsuppressionIandIdecliningIferritinIinItambianI
infantsWIHaematologicaUI2019UIZYaUIZba[VZbb] 6.6 16

362
OralIzicrobiomeIinIuvVVvnfectedIWomengIShiftsIinItheInbundanceIofI“athogenicIandIoeneficialI
oacteriaInreInssociatedIwithIngingUIuvVIyoadUIpqaIpountUIandInntiretroviralITherapyWIAIDSa
ResearchaandaHumanaRetrovirusesUI2019UI]bUI[dcV[ec

1.6 16

361 rvaluationIofIZcSIr NnIgeneIsequencingIforIspeciesIandIstrainVlevelImicrobiomeIanalysisWINaturea
CommunicationsUI2019UIZYUIbY[f 17.4 406

360 pharacterizationIofIzucosalIqysbiosisIofIrarlyIpolonicINeoplasiaWINpjaPrecisionaOncologyUI2019UI]UI[f 9.8 8

359 NewIstatisticalImethodIidentifiesIcytokinesIthatIdistinguishIstoolImicrobiomesWIScientificaReportsUI
2019UIfUI[YYe[ 4.9 2

358 TheIupperVairwayImicrobiotaIandIlossIofIasthmaIcontrolIamongIasthmaticIchildrenWINaturea
CommunicationsUI2019UIZYUIbdZa 17.4 49

357 rffectsIofIdietIonItheIchildhoodIgutImicrobiomeIandIitsIimplicationsIforIatopicIdermatitisWIJournala
ofaAllergyaandaClinicalaImmunologyUI2019UIZa]UIZc]cVZc]dWeb 11.5 19

356 zSpgIaImetagenomicIsequenceIclassificationIalgorithmWIBioinformaticsUI2019UI]bUI[f][V[faY 7.2 3

355 zetaVanalysisIofItheIlungImicrobiotaIinIpulmonaryItuberculosisWITuberculosisUI2018UIZYfUIZY[VZYe 2.6 33

(2018-2020)
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354 vntegrativeI“ersonalIOmicsI“rofilesIduringI“eriodsIofIWeightItainIandIyossWICellaSystemsUI2018UIcUIZbdVZdYWee10.6 114

353 rnterotypesIinItheIlandscapeIofIgutImicrobialIcommunityIcompositionWINatureaMicrobiologyUI2018UI
]UIeVZc 26.6 387

352 nIprospectiveImicrobiomeVwideIassociationIstudyIofIfoodIsensitizationIandIfoodIallergyIinIearlyI
childhoodWIAllergy:aEuropeanaJournalaofaAllergyaandaClinicalaImmunologyUI2018UId]UIZabVZb[ 9.3 99

351 vntermittentIsastingIponfersI“rotectionIinIpNSInutoimmunityIbyInlteringItheItutIzicrobiotaWICella
MetabolismUI2018UI[dUIZ[[[VZ[]bWec 24.6 178

350 tenomeISequenceIofIncetomicrobiumIhydrogeniformansIOSZWIGenomeaAnnouncementsUI2018UIcUI 3

349 qietIduringI“regnancyIandIvnfancyIandItheIvnfantIvntestinalIzicrobiomeWIJournalaofaPediatricsUI2018UI
[Y]UIadVbaWea 3.6 36

348
peftarolineV esistantUIqaptomycinVTolerantUIandIueterogeneousIVancomycinVvntermediateI
zethicillinV esistantIStaphylococcusIaureusIpausingIvnfectiveIrndocarditisWIAntimicrobialaAgentsa
andaChemotherapyUI2017UIcZUI

5.9 17

347 ValidationIofIzetagenomicINextVtenerationISequencingITestsIforIUniversalI“athogenIqetectionWI
ArchivesaofaPathologyaandaLaboratoryaMedicineUI2017UIZaZUIddcVdec 5 204

346 SimilarIoacterialISignaturesIinIvntestinalITissuesUIzilkUIandIqendriticIpellsIofIyactatingIziceISuggestI
aI“ossibleIrnteroVzammaryI“athwayWIGastroenterologyUI2017UIZb[UISZd[ 13.3 3

345
vsolationIofIzethicillinVresistantIStaphylococcusIaureusIandIzultidrugVresistantIrlizabethkingiaI
meningosepticaIsromINeonatesIWithinIzinutesIofIoirthWIPediatricaInfectiousaDiseaseaJournalUI2017UI
]cUIZ[]VZ[a

3.4 3

344 nncientIhybridizationIandIstrongIadaptationItoIvirusesIacrossInfricanIvervetImonkeyIpopulationsWI
NatureaGeneticsUI2017UIafUIZdYbVZdZ] 36.3 76

343 teneticIvariationIandIgeneIexpressionIacrossImultipleItissuesIandIdevelopmentalIstagesIinIaI
nonhumanIprimateWINatureaGeneticsUI2017UIafUIZdZaVZd[Z 36.3 43

342  apidIreplacementIbyInonVvaccineIpneumococcalIserotypesImayImitigateItheIimpactIofItheI
pneumococcalIconjugateIvaccineIonInasopharyngealIbacterialIecologyWIScientificaReportsUI2017UIdUIeZ[d 4.9 35

341 pommunityIcharacteristicsIofItheIgutImicrobiomesIofIcompetitiveIcyclistsWIMicrobiomeUI2017UIbUIfe 16.6 117

340
nnInnalysisIofItheIrpidemicIofIxlebsiellaIpneumoniaeIparbapenemaseV“roducingIxWIpneumoniaegI
ponvergenceIofITwoIrvolutionaryIzechanismsIpreatesItheIK“erfectIStormKWIJournalaofaInfectiousa
DiseasesUI2017UI[ZdUIe[Vf[

7 38

339
nI“rospectiveIpohortIzulticenterIStudyIofIzolecularIrpidemiologyIandI“hylogenomicsIofI
StaphylococcusIaureusIoacteremiaIinINineIyatinInmericanIpountriesWIAntimicrobialaAgentsaanda
ChemotherapyUI2017UIcZUI

5.9 45

338 zinimumIinformationIaboutIaIsingleIamplifiedIgenomeIQzvSntRIandIaImetagenomeVassembledI
genomeIQzvzntRIofIbacteriaIandIarchaeaWINatureaBiotechnologyUI2017UI]bUId[bVd]Z 44.5 648

337
sactorsIinfluencingItheIinfantIgutImicrobiomeIatIageI]Vc´ monthsgIsindingsIfromItheIethnicallyI
diverseIVitaminIqInntenatalInsthmaI eductionITrialIQVqnn TRWIJournalaofaAllergyaandaClinicala
ImmunologyUI2017UIZ]fUIae[VafZWeZa

11.5 88
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336 yungImicrobiomeIinIhumanIimmunodeficiencyIvirusIinfectionWITranslationalaResearchUI2017UIZdfUIfdVZYd 11 21

335
vmpactIofIngeUIpaloricI estrictionUIandIvnfluenzaIvnfectionIonIzouseItutIzicrobiomegInnI
rxploratoryIStudyIofItheI oleIofIngeV elatedIzicrobiomeIphangesIonIvnfluenzaI esponsesWI
FrontiersainaImmunologyUI2017UIeUIZZca

8.4 46

334
 esistanceItoIpeftazidimeVnvibactamIvsIqueItoITranspositionIofIx“pIinIaI“orinVqeficientIStrainIofI
xlebsiellaIpneumoniaeIwithIvncreasedIrffluxInctivityWIAntimicrobialaAgentsaandaChemotherapyUI2017UI
cZUI

5.9 91

333
SymbioticIourkholderiaISpeciesIShowIqiverseInrrangementsIofInifXfixIandInodItenesIandIyackI
TypicalIuighVnffinityIpytochromeIcbb]IOxidaseItenesWIMolecularaPlantnMicrobeaInteractionsUI2016UI
[fUIcYfVZf

3.6 38

332 tenomeISequencesIofIZbItardnerellaIvaginalisIStrainsIvsolatedIfromItheIVaginasIofIWomenIwithI
andIwithoutIoacterialIVaginosisWIGenomeaAnnouncementsUI2016UIaUI 5

331 rffectsIofIWalnutIponsumptionIonIpolonIparcinogenesisIandIzicrobialIpommunityIStructureWI
CanceraPreventionaResearchUI2016UIfUIcf[VdY] 3.2 42

330 zetagenomicInpproachIforIvdentificationIofItheI“athogensInssociatedIwithIqiarrheaIinIStoolI
SpecimensWIJournalaofaClinicalaMicrobiologyUI2016UIbaUI]ceVdb 9.7 60

329  [d[IqrivesISelfishISweepsIinItheIuouseIzouseWIMolecularaBiologyaandaEvolutionUI2016UI]]UIZ]eZVfb 8.3 39

328 TheIrealIcostIofIsequencinggIscalingIcomputationItoIkeepIpaceIwithIdataIgenerationWIGenomea
BiologyUI2016UIZdUIb] 18.3 185

327 rffectIofIndvancedIuvVIvnfectionIonItheI espiratoryIzicrobiomeWIAmericanaJournalaofaRespiratorya
andaCriticalaCareaMedicineUI2016UIZfaUI[[cV]b 10.2 61

326 tutIbacteriaIdysbiosisIandInecrotisingIenterocolitisIinIveryIlowIbirthweightIinfantsgIaIprospectiveI
caseVcontrolIstudyWILancetmaTheUI2016UI]edUIZf[eV]c 40 235

325 vdentificationIofIaINovelIteneIonIZYq[[WZIpausingInutosomalIqominantI etinitisI“igmentosaI
Qad “RWIAdvancesainaExperimentalaMedicineaandaBiologyUI2016UIebaUIZf]V[YY 3.6 6

324 uouseholdIairIpollutionIandItheIlungImicrobiomeIofIhealthyIadultsIinIzalawigIaIcrossVsectionalI
studyWIBMCaMicrobiologyUI2016UIZcUIZe[ 4.5 33

323 yongitudinalI“redictionIofItheIvnfantItutIzicrobiomeIwithIqynamicIoayesianINetworksWIScientifica
ReportsUI2016UIcUI[Y]bf 4.9 36

322 pharacterizationIofItheIbacterialIandIfungalImicrobiomeIinIindoorIdustIandIoutdoorIairIsamplesgIaI
pilotIstudyWIEnvironmentalaSciences:aProcessesaandaImpactsUI2016UIZeUIdZ]V[a 4.3 46

321 TheIimportanceIofItheImicrobiomeIinIepidemiologicIresearchWIAnnalsaofaEpidemiologyUI2016UI[cUI]YZVb 6.4 27

320 TransmissionIofIStaphylococcusIaureusIfromIuumansItoItreenIzonkeysIinITheItambiaIasI evealedI
byIWholeVtenomeISequencingWIAppliedaandaEnvironmentalaMicrobiologyUI2016UIe[UIbfZYVd 4.8 22

319 NvuIworkingIgroupIreportVusingIgenomicIinformationItoIguideIweightImanagementgIsromIuniversalI
toIprecisionItreatmentWIObesityUI2016UI[aUIZaV[[ 8 70

(2016-2017)
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318 SelectionIofImodelsIforItheIanalysisIofIriskVfactorItreesgIleveragingIbiologicalIknowledgeItoImineI
largeIsetsIofIriskIfactorsIwithIapplicationItoImicrobiomeIdataWIBioinformaticsUI2015UI]ZUIZcYdVZ] 7.2 11

317 SmallIbowelIresectionIinducesIlongVtermIchangesIinItheIentericImicrobiotaIofImiceWIJournalaofa
GastrointestinalaSurgeryUI2015UIZfUIbcVcahIdiscussionIca 3.3 33

316 vdentificationIofIfunctionalIvariantsIforIcleftIlipIwithIorIwithoutIcleftIpalateIinIorInearI“nXdUIsts [UI
andINOtIbyItargetedIsequencingIofItWnSIlociWIAmericanaJournalaofaHumanaGeneticsUI2015UIfcUI]fdVaZZ 11 106

315 nImultiVmegabaseIcopyInumberIgainIcausesImaternalItransmissionIratioIdistortionIonImouseI
chromosomeI[WIPLoSaGeneticsUI2015UIZZUIeZYYaebY 6 46

314 zetabolicIandImetagenomicIoutcomesIfromIearlyVlifeIpulsedIantibioticItreatmentWINaturea
CommunicationsUI2015UIcUIdaec 17.4 232

313 rmergenceIofI otavirusItZ[“[e]IinIStWIyouisIquringItheI[YZ[V[YZ]I otavirusISeasonWIJournalaofathea
PediatricaInfectiousaDiseasesaSocietyUI2015UIaUIeeaVf 4.8 6

312 zulticenterIpomparisonIofIyungIandIOralIzicrobiomesIofIuvVVinfectedIandIuvVVuninfectedI
vndividualsWIAmericanaJournalaofaRespiratoryaandaCriticalaCareaMedicineUI2015UIZf[UIZ]]bVaa 10.2 97

311 SequencingIstrategiesIandIcharacterizationIofId[ZIvervetImonkeyIgenomesIforIfutureIgeneticI
analysesIofImedicallyIrelevantItraitsWIBMCaBiologyUI2015UIZ]UIaZ 7.3 36

310 qynamicIchangesIinItheIsubgingivalImicrobiomeIandItheirIpotentialIforIdiagnosisIandIprognosisIofI
periodontitisWIMBioUI2015UIcUIeYZf[cVZa 7.8 95

309
rxtremeISensoryIpomplexityIrncodedIinItheIZYVzegabaseIqraftItenomeISequenceIofItheI
phromaticallyIncclimatingIpyanobacteriumITolypothrixIspWI“ppIdcYZWIGenomeaAnnouncementsUI
2015UI]UI

23

308 TheIgenomeIofItheIvervetIQphlorocebusIaethiopsIsabaeusRWIGenomeaResearchUI2015UI[bUIZf[ZV]] 9.7 84

307 TheItranscriptionalIprofileIofIcoronaryIarteritisIinIxawasakiIdiseaseWIBMCaGenomicsUI2015UIZcUIZYdc 4.5 46

306 zethicillinVSusceptibleUIVancomycinV esistantIStaphylococcusIaureusUIorazilWIEmergingaInfectiousa
DiseasesUI2015UI[ZUIZeaaVe 10.2 28

305 yongitudinalIanalysisIofItheIprematureIinfantIintestinalImicrobiomeIpriorItoInecrotizingI
enterocolitisgIaIcaseVcontrolIstudyWIPLoSaONEUI2015UIZYUIeYZZec][ 3.7 103

304 vdentificationIofIpandidateIndherentVvnvasiveIrWIcoliISignatureITranscriptsIbyI
tenomicXTranscriptomicInnalysisWIPLoSaONEUI2015UIZYUIeYZ]YfY[ 3.7 17

303 “arallelIrpidemicsIofIpommunityVnssociatedIzethicillinV esistantIStaphylococcusIaureusIUSn]YYI
vnfectionIinINorthIandISouthInmericaWIJournalaofaInfectiousaDiseasesUI2015UI[Z[UIZedaVe[ 7 75

302 qiscriminatoryIvndicesIofITypingIzethodsIforIrpidemiologicInnalysisIofIpontemporaryI
StaphylococcusIaureusIStrainsWIMedicineaiUnitedaStatesjUI2015UIfaUIeZb]a 1.8 23

301 zakingItheIyeapIfromI esearchIyaboratoryItoIplinicgIphallengesIandIOpportunitiesIforI
NextVtenerationISequencingIinIvnfectiousIqiseaseIqiagnosticsWIMBioUI2015UIcUIeYZeeeVZb 7.8 149
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300 uypothesisITestingIofIzetagenomicIqataI2015UIeZVfc 7

299 nI etrospectiveIStudyIonIteneticIueterogeneityIwithinITreponemaIStrainsgISubpopulationsInreI
teneticallyIqistinctIinIaIyimitedINumberIofI“ositionsWIPLoSaNeglectedaTropicalaDiseasesUI2015UIfUIeYYYaZZY4.8 15

298 moynSTgIxeepingIupIwithItheIsequencingIexplosionIforIQmetaRgenomeIanalysisWIJournalaofaDataa
MiningainaGenomicsagaProteomicsUI2015UIaUI 15

297 rxomeVbasedImappingIandIvariantIprioritizationIforIinheritedIzendelianIdisordersWIAmericana
JournalaofaHumanaGeneticsUI2014UIfaUI]d]Vea 11 36

296 TransferableIvancomycinIresistanceIinIaIcommunityVassociatedIz SnIlineageWINewaEnglandaJournala
ofaMedicineUI2014UI]dYUIZb[aV]Z 59.2 110

295 SepsisIfromItheIgutgItheIentericIhabitatIofIbacteriaIthatIcauseIlateVonsetIneonatalIbloodstreamI
infectionsWIClinicalaInfectiousaDiseasesUI2014UIbeUIZ[ZZVe 11.6 124

294 TheIcommonImarmosetIgenomeIprovidesIinsightIintoIprimateIbiologyIandIevolutionWINaturea
GeneticsUI2014UIacUIebYVd 36.3 179

293 “atternedIprogressionIofIbacterialIpopulationsIinItheIprematureIinfantIgutWIProceedingsaofathea
NationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI2014UIZZZUIZ[b[[Vd 11.5 339

292 rxplorationIofIbacterialIcommunityIclassesIinImajorIhumanIhabitatsWIGenomeaBiologyUI2014UIZbUI cc 18.3 83

291 WholeVgenomeIanalysesIofIrnterococcusIfaeciumIisolatesIwithIdiverseIdaptomycinIzvpsWI
AntimicrobialaAgentsaandaChemotherapyUI2014UIbeUIab[dV]a 5.9 90

290
pomparisonIofIWholeIandIncellularIoronchoalveolarIyavageItoIOralIWashIzicrobiomesWIShouldI
ncellularIoronchoalveolarIyavageIoeItheIStandardlWIAnnalsaofatheaAmericanaThoracicaSocietyUI2014UI
ZZUISd[VSd]

4.7 5

289 vnactivationIofISnzVmethyltransferaseIisItheImechanismIofIattenuationIofIaIhistoricIlouseIborneI
typhusIvaccineIstrainWIPLoSaONEUI2014UIfUIeZZ][eb 3.7 7

288 zetagenomicIanalysisIofIdoubleVstrandedIqNnIvirusesIinIhealthyIadultsWIBMCaBiologyUI2014UIZ[UIdZ 7.3 126

287 zicrobialIsequencingItoIimproveIindividualIandIpopulationIhealthWIGenomeaMedicineUI2014UIcUIZY] 14.4 3

286 TheIconjunctivalImicrobiomeIinIhealthIandItrachomatousIdiseasegIaIcaseIcontrolIstudyWIGenomea
MedicineUI2014UIcUIff 14.4 93

285 nIdominantImutationIinIhexokinaseIZIQuxZRIcausesIretinitisIpigmentosaI2014UIbbUIdZadVbe 36

284
WholeIgenomeIsequenceIofItheITreponemaIpallidumIsubspWIendemicumIstrainIoosniaIngItheI
genomeIisIrelatedItoIyawsItreponemesIbutIcontainsIfewIlociIsimilarItoIsyphilisItreponemesWIPLoSa
NeglectedaTropicalaDiseasesUI2014UIeUIe][cZ

4.8 39

283 pcpnIisIimportantIforIgrowthIandIvirulenceIofIrnterococcusIfaeciumWIInfectionaandaImmunityUI2014UI
e[UI]beYVd 3.7 16

(2014-2015)
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282 tenomicIencyclopediaIofIbacteriaIandIarchaeagIsequencingIaImyriadIofItypeIstrainsWIPLoSaBiologyUI
2014UIZ[UIeZYYZf[Y 9.7 146

281 tenomicIepidemiologyIofISalmonellaIentericaIserotypeIrnteritidisIbasedIonIpopulationIstructureI
ofIprevalentIlineagesWIEmergingaInfectiousaDiseasesUI2014UI[YUIZaeZVf 10.2 62

280 upoqrSIrevealsIchromosomalIqNnIendIstructuresIwithIsingleVnucleotideIresolutionWIMolecularaCellUI
2014UIbcUIeYeVZe 17.6 23

279 “henotypicIandIgenotypicIanalysisIofIplostridiumIdifficileIisolatesgIaIsingleVcenterIstudyWIJournalaofa
ClinicalaMicrobiologyUI2014UIb[UIa[cYVc 9.7 31

278 pharacterizationIofImutationsIinItheI“nSIdomainIofItheIrvgSIsensorIkinaseIselectedIbyIlaboratoryI
evolutionIforIacidIresistanceIinIrscherichiaIcoliWIMolecularaMicrobiologyUI2014UIf]UIfZZV[d 4.1 32

277
porrectionIforIyaI osaIetIalWUI“atternedIprogressionIofIbacterialIpopulationsIinItheIprematureI
infantIgutWIProceedingsaofatheaNationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI2014UI
ZZZUIZd]]cVZd]]c

11.5 2

276 uighVresolutionIgeneticImappingIinItheIdiversityIoutbredImouseIpopulationIidentifiesInpobecZIasIaI
candidateIgeneIforIatherosclerosisWIGt:aGenesmaGenomesmaGeneticsUI2014UIaUI[]b]Vc] 3.2 34

275 Tvt ngIaItargetedIiterativeIgraphIroutingIassemblerIforIbreakpointIassemblyWIGenomeaResearchUI
2014UI[aUI]ZYVd 9.7 69

274 “hylogenomicsIandItheIdynamicIgenomeIevolutionIofItheIgenusIStreptococcusWIGenomeaBiologya
andaEvolutionUI2014UIcUIdaZVb] 3.9 91

273 TheIrelationshipsIbetweenIenvironmentalIbacterialIexposureUIairwayIbacterialIcolonizationUIandI
asthmaWICurrentaOpinionainaAllergyaandaClinicalaImmunologyUI2014UIZaUIZ]dVa[ 3.3 32

272 “lantVassociatedIsymbioticIourkholderiaIspeciesIlackIhallmarkIstrategiesIrequiredIinImammalianI
pathogenesisWIPLoSaONEUI2014UIfUIee]ddf 3.7 76

271 uighVresolutionIquantificationIofIhepatitisIpIvirusIgenomeVwideImutationIloadIandIitsIcorrelationI
withItheIoutcomeIofIpeginterferonValpha[aIandIribavirinIcombinationItherapyWIPLoSaONEUI2014UIfUIeZYYZ]Z3.7 15

270 npplicationIofInextVgenerationIsequencingItoIidentifyIgenesIandImutationsIcausingIautosomalI
dominantIretinitisIpigmentosaIQad “RWIAdvancesainaExperimentalaMedicineaandaBiologyUI2014UIeYZUIZ[]Vf 3.6 33

269 oiogeographyIofItheIecosystemsIofItheIhealthyIhumanIbodyWIGenomeaBiologyUI2013UIZaUI Z 18.3 285

268 “ervasiveIgeneticIhitchhikingIandIclonalIinterferenceIinIfortyIevolvingIyeastIpopulationsWINatureUI
2013UIbYYUIbdZVa 50.4 380

267 poverageItheoriesIforImetagenomicIqNnIsequencingIbasedIonIaIgeneralizationIofIStevensPI
theoremWIJournalaofaMathematicalaBiologyUI2013UIcdUIZZaZVcZ 2 24

266 SixtyIyearsIofIgenomeIbiologyWIGenomeaBiologyUI2013UIZaUIZZ] 18.3 4

265 yeucoagaricusIgongylophorusIproducesIdiverseIenzymesIforItheIdegradationIofIrecalcitrantIplantI
polymersIinIleafVcutterIantIfungusIgardensWIAppliedaandaEnvironmentalaMicrobiologyUI2013UIdfUI]ddYVe 4.8 75
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264 tenomicIvariationIlandscapeIofItheIhumanIgutImicrobiomeWINatureUI2013UIaf]UIabVbY 50.4 571

263 UseIofIbronchoalveolarIlavageItoIassessItheIrespiratoryImicrobiomegIsignalIinItheInoiseWILanceta
RespiratoryaMedicinemtheUI2013UIZUI]baVc 35.1 33

262 “ropionibacteriumIacnesIstrainIpopulationsIinItheIhumanIskinImicrobiomeIassociatedIwithIacneWI
JournalaofaInvestigativeaDermatologyUI2013UIZ]]UI[Zb[VcY 4.3 391

261 pomparisonIofItheIrespiratoryImicrobiomeIinIhealthyInonsmokersIandIsmokersWIAmericanaJournala
ofaRespiratoryaandaCriticalaCareaMedicineUI2013UIZedUIZYcdVdb 10.2 501

260
NodulationIandIeffectiveInitrogenIfixationIofIzacroptiliumIatropurpureumIQsiratroRIbyI
ourkholderiaItuberumUIaInodulatingIandIplantIgrowthIpromotingIbetaVproteobacteriumUIareI
influencedIbyIenvironmentalIfactorsWIPlantaandaSoilUI2013UI]cfUIba]Vbc[

4.2 43

259 ViromeIgenomicsgIaItoolIforIdefiningItheIhumanIviromeWICurrentaOpinionainaMicrobiologyUI2013UIZcUIadfVea7.9 30

258 rvolutionaryItenomicsIofISalmonellaIentericaISubspeciesWIMBioUI2013UIaUI 7.8 90

257 “anVgenomeIandIcomparativeIgenomeIanalysesIofIpropionibacteriumIacnesIrevealIitsIgenomicI
diversityIinItheIhealthyIandIdiseasedIhumanIskinImicrobiomeWIMBioUI2013UIaUIeYYYY]VZ] 7.8 110

256 qaptomycinVresistantIrnterococcusIfaecalisIdivertsItheIantibioticImoleculeIfromItheIdivisionI
septumIandIremodelsIcellImembraneIphospholipidsWIMBioUI2013UIaUI 7.8 113

255 WidespreadIcolonizationIofItheIlungIbyITropherymaIwhippleiIinIuvVIinfectionWIAmericanaJournalaofa
RespiratoryaandaCriticalaCareaMedicineUI2013UIZedUIZZZYVd 10.2 140

254 WholeIgenomeIsequenceIofItheITreponemaIsribourgVolancgIunspecifiedIsimianIisolateIisIhighlyI
similarItoItheIyawsIsubspeciesWIPLoSaNeglectedaTropicalaDiseasesUI2013UIdUIe[Zd[ 4.8 45

253
WholeVgenomeIanalysisIofIaIdaptomycinVsusceptibleIenterococcusIfaeciumIstrainIandIitsI
daptomycinVresistantIvariantIarisingIduringItherapyWIAntimicrobialaAgentsaandaChemotherapyUI2013UI
bdUI[cZVe

5.9 76

252 ”uantitationIandIcompositionIofIcutaneousImicrobiotaIinIdiabeticIandInondiabeticImenWIJournalaofa
InfectiousaDiseasesUI2013UI[YdUIZZYbVZa 7 63

251
nInovelIintronicIsingleInucleotideIpolymorphismIinItheImyosinIheavyIpolypeptideIaIgeneIisI
responsibleIforItheIminiVmuscleIphenotypeIcharacterizedIbyImajorIreductionIinIhindVlimbImuscleI
massIinImiceWIGeneticsUI2013UIZfbUIZ]ebVfb

4 28

250 SystemsIbiologyIofItheIvervetImonkeyWIILARaJournalUI2013UIbaUIZ[[Va] 1.7 93

249
StructureIofIrrnIoperonsIinIpathogenicInonVcultivableItreponemesgIsequenceIbutInotIgenomicI
positionIofIintergenicIspacersIcorrelatesIwithIclassificationIofITreponemaIpallidumIandITreponemaI
paraluiscuniculiIstrainsWIJournalaofaMedicalaMicrobiologyUI2013UIc[UIZfcV[Yd

3.2 25

248 “reciseIdissectionIofIanIrscherichiaIcoliIOZbdgudIoutbreakIbyIsingleInucleotideIpolymorphismI
analysisWIJournalaofaClinicalaMicrobiologyUI2013UIbZUI]fbYVa 9.7 32

247 rvolutionaryItenomicsIofISalmonellaIentericaISubspeciesWIMBioUI2013UIaUI 7.8 28

(2013-2013)
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246
 esequencingIofITreponemaIpallidumIsspWIpallidumIstrainsINicholsIandISSZagIcorrectionIofI
sequencingIerrorsIresultedIinIincreasedIseparationIofIsyphilisItreponemeIsubclustersWIPLoSaONEUI
2013UIeUIeda]Zf

3.7 53

245 pandidateIgenesIthatImayIbeIresponsibleIforItheIunusualIresistancesIexhibitedIbyIoacillusIpumilusI
Sns VY][IsporesWIPLoSaONEUI2013UIeUIeccYZ[ 3.7 29

244 teneticIdiversityIinITreponemaIpallidumgIimplicationsIforIpathogenesisUIevolutionIandImolecularI
diagnosticsIofIsyphilisIandIyawsWIInfectionmaGeneticsaandaEvolutionUI2012UIZ[UIZfZV[Y[ 4.5 76

243  evisedIsequenceIandIannotationIofItheI hodobacterIsphaeroidesI[WaWZIgenomeWIJournalaofa
BacteriologyUI2012UIZfaUIdYZcVd 3.5 32

242
vdentificationIofInovelIandIcrossVspeciesIseroreactiveIproteinsIfromIoacillusIanthracisIusingIaI
ligationVindependentIcloningVbasedUISOSVinducibleIexpressionIsystemWIMicrobialaPathogenesisUI2012
UIb]UI[bYVe

3.8 1

241 tenomicIapproachesItoIstudyingItheIhumanImicrobiotaWINatureUI2012UIaefUI[bYVc 50.4 342

240 qetectionIofIvirusesIinIyoungIchildrenIwithIfeverIwithoutIanIapparentIsourceWIPediatricsUI2012UIZ]YUIeZabbVc[7.4 65

239 rmergingIviewIofItheIhumanIviromeWITranslationalaResearchUI2012UIZcYUI[e]VfY 11 97

238 StructureUIfunctionIandIdiversityIofItheIhealthyIhumanImicrobiomeWINatureUI2012UIaecUI[YdVZa 50.4 6938

237 nIframeworkIforIhumanImicrobiomeIresearchWINatureUI2012UIaecUI[ZbV[Z 50.4 1722

236 pompleteIgenomeIsequenceIofIrnterococcusIfaeciumIstrainITXZcIandIcomparativeIgenomicI
analysisIofIrnterococcusIfaeciumIgenomesWIBMCaMicrobiologyUI2012UIZ[UIZ]b 4.5 104

235 nnIintegratedImapIofIgeneticIvariationIfromIZUYf[IhumanIgenomesWINatureUI2012UIafZUIbcVcb 50.4 6049

234 vnflammatoryIbowelIdiseasesIphenotypeUIpWIdifficileIandINOq[IgenotypeIareIassociatedIwithIshiftsI
inIhumanIileumIassociatedImicrobialIcompositionWIPLoSaONEUI2012UIdUIe[c[ea 3.7 178

233 tenomeIanalysisIofIaIhighlyIvirulentIserotypeIZIstrainIofIStreptococcusIpneumoniaeIfromIWestI
nfricaWIPLoSaONEUI2012UIdUIe[cda[ 3.7 14

232 uostIgenesIrelatedItoIpanethIcellsIandIxenobioticImetabolismIareIassociatedIwithIshiftsIinIhumanI
ileumVassociatedImicrobialIcompositionWIPLoSaONEUI2012UIdUIe]YYaa 3.7 18

231 oacterialIcommunitiesIofItheIcoronalIsulcusIandIdistalIurethraIofIadolescentImalesWIPLoSaONEUI2012
UIdUIe]c[fe 3.7 133

230 OptimizingIreadImappingItoIreferenceIgenomesItoIdetermineIcompositionIandIspeciesIprevalenceI
inImicrobialIcommunitiesWIPLoSaONEUI2012UIdUIe]ca[d 3.7 42

229 SequenceIanalysisIofItheIhumanIviromeIinIfebrileIandIafebrileIchildrenWIPLoSaONEUI2012UIdUIe[dd]b 3.7 137
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228 StatisticalIobjectIdataIanalysisIofItaxonomicItreesIfromIhumanImicrobiomeIdataWIPLoSaONEUI2012UIdUIeaeffc3.7 12

227 uypothesisItestingIandIpowerIcalculationsIforItaxonomicVbasedIhumanImicrobiomeIdataWIPLoSaONE
UI2012UIdUIeb[Yde 3.7 191

226 traphIaccordanceIofInextVgenerationIsequenceIassembliesWIBioinformaticsUI2012UI[eUIZ]Vc 7.2 39

225 “hosphateItransportersIinImarineIphytoplanktonIandItheirIvirusesgIcrossVdomainIcommonalitiesIinI
viralVhostIgeneIexchangesWIEnvironmentalaMicrobiologyUI2012UIZaUIZc[Vdc 5.2 65

224 WholeIgenomeIsequenceIofITreponemaIpallidumIsspWIpallidumUIstrainIzexicoInUIsuggestsI
recombinationIbetweenIyawsIandIsyphilisIstrainsWIPLoSaNeglectedaTropicalaDiseasesUI2012UIcUIeZe][ 4.8 59

223
WholeIgenomeIsequencesIofIthreeITreponemaIpallidumIsspWIpertenueIstrainsgIyawsIandIsyphilisI
treponemesIdifferIinIlessIthanIYW[NIofItheIgenomeIsequenceWIPLoSaNeglectedaTropicalaDiseasesUI
2012UIcUIeZadZ

4.8 86

222 nInonVhumanIprimateIsystemIforIlargeVscaleIgeneticIstudiesIofIcomplexItraitsWIHumanaMoleculara
GeneticsUI2012UI[ZUI]]YdVZc 5.6 43

221 TheIgenomeIarchitectureIofItheIpollaborativeIprossImouseIgeneticIreferenceIpopulationWIGeneticsUI
2012UIZfYUI]efVaYZ 4 333

220 pompleteIgenomeIsequenceIofITreponemaIpallidumIstrainIqnyVZWIStandardsainaGenomicaSciencesUI
2012UIdUIZ[V[Z 32

219 NovelIbacterialItaxaIinItheIhumanImicrobiomeWIPLoSaONEUI2012UIdUIe]b[fa 3.7 75

218 rvaluationIofIZcSIrqNnVbasedIcommunityIprofilingIforIhumanImicrobiomeIresearchWIPLoSaONEUI
2012UIdUIe]f]Zb 3.7 209

217 vncreasedIprevalenceIofIanellovirusIinIpediatricIpatientsIwithIfeverWIPLoSaONEUI2012UIdUIebYf]d 3.7 47

216 vntegratedIgenomicIanalysesIofIovarianIcarcinomaWINatureUI2011UIadaUIcYfVZb 50.4 5210

215 TheIvmpactIofINextVtenerationISequencingITechnologiesIonIzetagenomicsI2011UIZa]VZad 2

214 TheIuumanIzicrobiomeI“rojectI2011UI]YdV]Z[

213 zinimumIinformationIaboutIaImarkerIgeneIsequenceIQzvzn xSRIandIminimumIinformationIaboutI
anyIQxRIsequenceIQzvxSRIspecificationsWINatureaBiotechnologyUI2011UI[fUIaZbV[Y 44.5 445

212 tenomeIsequenceIofIanInustralianIkangarooUIzacropusIeugeniiUIprovidesIinsightIintoItheIevolutionI
ofImammalianIreproductionIandIdevelopmentI2011UIZ[UIaZa 18

211 tenomeIsequenceIofIanInustralianIkangarooUIzacropusIeugeniiUIprovidesIinsightIintoItheIevolutionI
ofImammalianIreproductionIandIdevelopmentWIGenomeaBiologyUI2011UIZ[UI eZ 18.3 142

(2011-2012)
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210 nIvertebrateIcaseIstudyIofItheIqualityIofIassembliesIderivedIfromInextVgenerationIsequencesWI
GenomeaBiologyUI2011UIZ[UI ]Z 18.3 27

209 vdentificationIofIdiseaseVcausingImutationsIinIautosomalIdominantIretinitisIpigmentosaIQad “RI
usingInextVgenerationIqNnIsequencingI2011UIb[UIafaVbY] 77

208 uostIgenesIrelatedItoI“anethIcellsIandIxenobioticImetabolismIareIassociatedIwithIshiftsIinIhumanI
ileumVassociatedImicrobialIcompositionWIInflammatoryaBowelaDiseasesUI2011UIZdUISeY 4.5 1

207 pomparativeIandIdemographicIanalysisIofIorangVutanIgenomesWINatureUI2011UIacfUIb[fV]] 50.4 431

206 nIhighVresolutionImapIofIhumanIevolutionaryIconstraintIusingI[fImammalsWINatureUI2011UIadeUIadcVe[ 50.4 802

205 TheIvolatileImicrobiomeWIGenomeaBiologyUI2011UIZ[UIZZa 18.3 5

204 nstrovirusIzyo[IviremiaIinIfebrileIchildWIEmergingaInfectiousaDiseasesUI2011UIZdUI[YbYV[ 10.2 49

203 teneticIbasisIforIinIvivoIdaptomycinIresistanceIinIenterococciWINewaEnglandaJournalaofaMedicineUI
2011UI]cbUIef[VfYY 59.2 252

202 nIdominantImutationIinI “rcbIidentifiedIbyIwholeVexomeIsequencingIcausesIretinitisIpigmentosaI
withIchoroidalIinvolvementWIEuropeanaJournalaofaHumanaGeneticsUI2011UIZfUIZYdaVeZ 5.3 117

201 ponservationIofIrbpVtypeIpilusIgenesIamongIrnterococciIandIdemonstrationIofItheirIroleIinI
adherenceIofIrnterococcusIfaecalisItoIhumanIplateletsWIInfectionaandaImmunityUI2011UIdfUI[fZZV[Y 3.7 54

200 TheIgenomeIsequenceIofItheIleafVcutterIantInttaIcephalotesIrevealsIinsightsIintoIitsIobligateI
symbioticIlifestyleWIPLoSaGeneticsUI2011UIdUIeZYY[YYd 6 191

199 zodernizingIreferenceIgenomeIassembliesWIPLoSaBiologyUI2011UIfUIeZYYZYfZ 9.7 294

198 pompleteIgenomeIsequenceIofITreponemaIparaluiscuniculiUIstrainIpuniculiIngItheIlossIofIinfectivityI
toIhumansIisIassociatedIwithIgenomeIdecayWIPLoSaONEUI2011UIcUIe[YaZb 3.7 51

197 tenomeIremodellingIinIaIbasalVlikeIbreastIcancerImetastasisIandIxenograftWINatureUI2010UIacaUIfffVZYYb50.4 935

196 nImapIofIhumanIgenomeIvariationIfromIpopulationVscaleIsequencingWINatureUI2010UIacdUIZYcZVd] 50.4 6142

195 rntericIdefensinsIareIessentialIregulatorsIofIintestinalImicrobialIecologyWINatureaImmunologyUI2010UI
ZZUIdcVe] 19.1 846

194 tenomeIsequencingIrevealsIwidespreadIvirulenceIgeneIexchangeIamongIhumanINeisseriaIspeciesWI
PLoSaONEUI2010UIbUIeZZe]b 3.7 141

193 tenomeIanalysisIofITreponemaIpallidumIsubspWIpallidumIandIsubspWIpertenueIstrainsgImostIofItheI
geneticIdifferencesIareIlocalizedIinIsixIregionsWIPLoSaONEUI2010UIbUIeZbdZ] 3.7 48
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192 nISN“IdiscoveryImethodItoIassessIvariantIalleleIprobabilityIfromInextVgenerationIresequencingI
dataWIGenomeaResearchUI2010UI[YUI[d]VeY 9.7 130

191 nIcatalogIofIreferenceIgenomesIfromItheIhumanImicrobiomeWIScienceUI2010UI][eUIffaVf 33.3 508

190 uighVthroughputIwholeVgenomeIsequencingItoIdissectItheIepidemiologyIofIncinetobacterI
baumanniiIisolatesIfromIaIhospitalIoutbreakWIJournalaofaHospitalaInfectionUI2010UIdbUI]dVaZ 6.9 116

189 SimpleIsequenceIrepeatsIinIuelicobacterIcanadensisIandItheirIroleIinIphaseIvariableIexpressionIandI
pVterminalIsequenceIswitchingWIBMCaGenomicsUI2010UIZZUIcd 4.5 12

188 pharacteristicImaleIurineImicrobiomesIassociateIwithIasymptomaticIsexuallyItransmittedIinfectionWI
PLoSaONEUI2010UIbUIeZaZZc 3.7 172

187 TargetedIhighVthroughputIqNnIsequencingIforIgeneIdiscoveryIinIretinitisIpigmentosaWIAdvancesaina
ExperimentalaMedicineaandaBiologyUI2010UIccaUI][bV]Z 3.6 30

186
nIcollagenVbindingIadhesinUIncbUIandItenIotherIputativeIzSp nzzIandIpilusIfamilyIproteinsIofI
StreptococcusIgallolyticusIsubspWIgallolyticusIQStreptococcusIbovisItroupUIbiotypeIvRWIJournalaofa
BacteriologyUI2009UIZfZUIcca]Vb]

3.5 65

185 zacrolideItreatmentIfailureIinIaIcaseIofIsecondaryIsyphilisgIaInovelIn[YbftImutationIinItheI[]SI
r NnIgeneIofITreponemaIpallidumIsubspWIpallidumWIJournalaofaMedicalaMicrobiologyUI2009UIbeUIe][Ve]c 3.2 91

184 tenomeIsequenceIofItheIemergingIpathogenIuelicobacterIcanadensisWIJournalaofaBacteriologyUI
2009UIZfZUIbbccVd 3.5 16

183 VarScangIvariantIdetectionIinImassivelyIparallelIsequencingIofIindividualIandIpooledIsamplesWI
BioinformaticsUI2009UI[bUI[[e]Vb 7.2 890

182 oosItaurusIgenomeIassemblyWIBMCaGenomicsUI2009UIZYUIZeY 4.5 114

181 “republicationIdataIsharingWINatureUI2009UIacZUIZceVdY 50.4 197

180 TheIgenomeIsequenceIofItaurineIcattlegIaIwindowItoIruminantIbiologyIandIevolutionWIScienceUI2009UI
][aUIb[[Ve 33.3 863

179 tenomicsWItenomeIprojectIstandardsIinIaInewIeraIofIsequencingWIScienceUI2009UI][cUI[]cVd 33.3 326

178 tenomeVwideIsurveyIofISN“IvariationIuncoversItheIgeneticIstructureIofIcattleIbreedsWIScienceUI
2009UI][aUIb[eV][ 33.3 612

177 TheIgenomeIofItheImodelIbeetleIandIpestITriboliumIcastaneumWINatureUI2008UIab[UIfafVbb 50.4 1043

176 TheIcompleteIgenomeIofIanIindividualIbyImassivelyIparallelIqNnIsequencingWINatureUI2008UIab[UIed[Vc 50.4 1424

175 pomprehensiveIgenomicIcharacterizationIdefinesIhumanIglioblastomaIgenesIandIcoreIpathwaysWI
NatureUI2008UIabbUIZYcZVe 50.4 5669

(2008-2010)
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174 SomaticImutationsIaffectIkeyIpathwaysIinIlungIadenocarcinomaWINatureUI2008UIabbUIZYcfVdb 50.4 2280

173 WhatIeverybodyIshouldIknowIaboutItheIratIgenomeIandIitsIonlineIresourcesWINatureaGeneticsUI2008
UIaYUIb[]Vd 36.3 37

172 pompleteIgenomeIsequenceIofITreponemaIpallidumIsspWIpallidumIstrainISSZaIdeterminedIwithI
oligonucleotideIarraysWIBMCaMicrobiologyUI2008UIeUIdc 4.5 55

171 yargeIscaleIvariationIinIrnterococcusIfaecalisIillustratedIbyItheIgenomeIanalysisIofIstrainIOtZ sWI
GenomeaBiologyUI2008UIfUI ZZY 18.3 204

170 nnalysisIofItranscriptomeIdataIinItheIredIflourIbeetleUITriboliumIcastaneumWIInsectaBiochemistryaanda
MolecularaBiologyUI2008UI]eUI]eYVc 4.5 43

169 nInovelITreponemaIpallidumIantigenUIT“YZ]cUIisIanIouterImembraneIproteinIthatIbindsIhumanI
fibronectinWIInfectionaandaImmunityUI2008UIdcUIZeaeVbd 3.7 83

168
vdentificationIandIphenotypicIcharacterizationIofIaIsecondIcollagenIadhesinUIScmUIandI
genomeVbasedIidentificationIandIanalysisIofIZ]IotherIpredictedIzSp nzzsUIincludingIfourIdistinctI
pilusIlociUIinIrnterococcusIfaeciumWIMicrobiologyaiUnitedaKingdomjUI2008UIZbaUI]ZffV][ZZ

2.9 78

167 nIhighVthroughputIpercentageVofVbindingIstrategyItoImeasureIbindingIenergiesIinIqNnVproteinI
interactionsgIapplicationItoIgenomeVscaleIsiteIdiscoveryWINucleicaAcidsaResearchUI2008UI]cUIaec]VdZ 20.1 20

166  atsIinItheIgenomicIeraWIPhysiologicalaGenomicsUI2008UI][UI[d]Ve[ 3.6 15

165 TheIcompleteIgenomeIsequenceIofIrscherichiaIcoliIquZYogIinsightsIintoItheIbiologyIofIaIlaboratoryI
workhorseWIJournalaofaBacteriologyUI2008UIZfYUI[bfdVcYc 3.5 248

164  apidIevolutionIbyIpositiveIqarwinianIselectionIinITVcellIantigenIpqaIinIprimatesWIJournalaofa
MolecularaEvolutionUI2008UIccUIaacVbc 3.1 28

163 nnalysisIofInuclearIreceptorIpseudogenesIinIvertebratesgIhowItheIsilentItellItheirIstoriesWIMoleculara
BiologyaandaEvolutionUI2008UI[bUIZ]ZVa] 8.3 21

162 tenerationIandIvalidationIofIaIShewanellaIoneidensisIz VZIcloneIsetIforIproteinIexpressionIandI
phageIdisplayWIPLoSaONEUI2008UI]UIe[fe] 3.7 15

161 â�� OyrIOsITurIorTnVnq rNr tvpI rpr“TO SIvNITurIpn qvnpI rS“ONSrITOIorTnVoyOpxr I
Tur n“Yâ��WIFASEBaJournalUI2008UI[[UIZYacWa 0.9

160 rvolutionaryIandIbiomedicalIinsightsIfromItheIrhesusImacaqueIgenomeWIScienceUI2007UI]ZcUI[[[V]a 33.3 1072

159 nnalysesIofIdeepImammalianIsequenceIalignmentsIandIconstraintIpredictionsIforIZNIofItheIhumanI
genomeWIGenomeaResearchUI2007UIZdUIdcYVda 9.7 163

158 qirectIselectionIofIhumanIgenomicIlociIbyImicroarrayIhybridizationWINatureaMethodsUI2007UIaUIfY]Vb 21.6 543

157 vdentificationIandIanalysisIofIfunctionalIelementsIinIZNIofItheIhumanIgenomeIbyItheIrNpOqrIpilotI
projectWINatureUI2007UIaadUIdffVeZc 50.4 4121
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156 tenomeVwideIdetectionIandIcharacterizationIofIpositiveIselectionIinIhumanIpopulationsWINatureUI
2007UIaafUIfZ]Ve 50.4 1367

155 nIsecondIgenerationIhumanIhaplotypeImapIofIoverI]WZImillionISN“sWINatureUI2007UIaafUIebZVcZ 50.4 3647

154 pharacterizingItheIcancerIgenomeIinIlungIadenocarcinomaWINatureUI2007UIabYUIef]Ve 50.4 900

153 SubtleIgeneticIchangesIenhanceIvirulenceIofImethicillinIresistantIandIsensitiveIStaphylococcusI
aureusWIBMCaMicrobiologyUI2007UIdUIff 4.5 186

152 rNpOqrgImoreIgenomicIempowermentWIGenomeaResearchUI2007UIZdUIccdVe 9.7 34

151 [eVwayIvertebrateIalignmentIandIconservationItrackIinItheIUpSpItenomeIorowserWIGenomea
ResearchUI2007UIZdUIZdfdVeYe 9.7 204

150 tenomeIdifferencesIbetweenITreponemaIpallidumIsubspWIpallidumIstrainINicholsIandITWI
paraluiscuniculiIstrainIpuniculiInWIInfectionaandaImmunityUI2007UIdbUIbebfVcc 3.7 36

149 uighImobilityIgroupIQuztVboxRIgenesIinItheIhoneybeeIfungalIpathogenInscosphaeraIapisWI
MycologiaUI2007UIffUIbb]VcZ 2.4 11

148 TheIgenomeIofInpisImelliferagIdialogIbetweenIlinkageImappingIandIsequenceIassemblyWIGenomea
BiologyUI2007UIeUIaY] 18.3 12

147 preatingIaIhoneyIbeeIconsensusIgeneIsetWIGenomeaBiologyUI2007UIeUI Z] 18.3 266

146 tenomeIsequenceIofIsusobacteriumInucleatumIsubspeciesIpolymorphumIVIaIgeneticallyItractableI
fusobacteriumWIPLoSaONEUI2007UI[UIecbf 3.7 47

145 “aradoxicalIqNnIrepairIandIperoxideIresistanceIgeneIconservationIinIoacillusIpumilusISns VY][WI
PLoSaONEUI2007UI[UIef[e 3.7 100

144 pompleteInucleotideIsequenceIofIaI“[IfamilyIlysogenicIbacteriophageUIvarphizhanZV“uyZYZUIfromI
zannheimiaIhaemolyticaIserotypeInZWIVirologyUI2006UI]bYUIdfVef 3.6 17

143 pommunityIannotationgIproceduresUIprotocolsUIandIsupportingItoolsWIGenomeaResearchUI2006UIZcUIZ][fV]]9.7 39

142  eactivityIofIantibodiesIfromIsyphilisIpatientsItoIaIproteinIarrayIrepresentingItheITreponemaI
pallidumIproteomeWIJournalaofaClinicalaMicrobiologyUI2006UIaaUIeeeVfZ 9.7 50

141 “hylogenomicIanalysisIrevealsIbeesIandIwaspsIQuymenopteraRIatItheIbaseIofItheIradiationIofI
uolometabolousIinsectsWIGenomeaResearchUI2006UIZcUIZ]]aVe 9.7 204

140 phromosomeIrearrangementIandIdiversificationIofIsrancisellaItularensisIrevealedIbyItheItypeIoI
QOSUZeRIgenomeIsequenceWIJournalaofaBacteriologyUI2006UIZeeUIcfddVeb 3.5 81

139 TheIgenomeIsequenceIofIzannheimiaIhaemolyticaInZgIinsightsIintoIvirulenceUInaturalIcompetenceUI
andI“asteurellaceaeIphylogenyWIJournalaofaBacteriologyUI2006UIZeeUId[bdVcc 3.5 73

(2006-2007)
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138 TheIgenomeIofItheIseaIurchinIStrongylocentrotusIpurpuratusWIScienceUI2006UI]ZaUIfaZVb[ 33.3 886

137 SheddingIgenomicIlightIonInristotlePsIlanternWIDevelopmentalaBiologyUI2006UI]YYUI[Ve 3.1 21

136  ecognitionIofIporeVformingIcolicinIYIbyIitsIcognateIimmunityIproteinWIFEMSaMicrobiologyaLettersUI
2006UI[beUIZYeVZ] 2.9 7

135 pomparativeIanalysisIofItheIbovineIzupIclassIvvbIsequenceIidentifiesIinversionIbreakpointsIandI
threeIunexpectedIgenesWIAnimalaGeneticsUI2006UI]dUIZ[ZVf 2.5 24

134 tenomeIsequencesIofItheIhoneyIbeeIpathogensI“aenibacillusIlarvaeIandInscosphaeraIapisWIInsecta
MolecularaBiologyUI2006UIZbUIdZbVe 3.4 79
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