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389 vnitialIsequencingIandIanalysisIofItheIhumanIgenomeWINatureUI2001UIaYfUIecYVf[Z 50.4 17366

388 StructureUIfunctionIandIdiversityIofItheIhealthyIhumanImicrobiomeWINatureUI2012UIaecUI[YdVZa 50.4 6938

387 nImapIofIhumanIgenomeIvariationIfromIpopulationVscaleIsequencingWINatureUI2010UIacdUIZYcZVd] 50.4 6142

386 nnIintegratedImapIofIgeneticIvariationIfromIZUYf[IhumanIgenomesWINatureUI2012UIafZUIbcVcb 50.4 6049

385 pomprehensiveIgenomicIcharacterizationIdefinesIhumanIglioblastomaIgenesIandIcoreIpathwaysWI
NatureUI2008UIabbUIZYcZVe 50.4 5669

384 vntegratedIgenomicIanalysesIofIovarianIcarcinomaWINatureUI2011UIadaUIcYfVZb 50.4 5210

383 TheIvnternationalIuapzapI“rojectWINatureUI2003UIa[cUIdefVfc 50.4 5039

382 TheIgenomeIsequenceIofIqrosophilaImelanogasterWIScienceUI2000UI[edUI[ZebVfb 33.3 4857

381 nIhaplotypeImapIofItheIhumanIgenomeWINatureUI2005UIa]dUIZ[ffV][Y 50.4 4818

380 vdentificationIandIanalysisIofIfunctionalIelementsIinIZNIofItheIhumanIgenomeIbyItheIrNpOqrIpilotI
projectWINatureUI2007UIaadUIdffVeZc 50.4 4121

379 nIsecondIgenerationIhumanIhaplotypeImapIofIoverI]WZImillionISN“sWINatureUI2007UIaafUIebZVcZ 50.4 3647

378 rvolutionarilyIconservedIelementsIinIvertebrateUIinsectUIwormUIandIyeastIgenomesWIGenomea
ResearchUI2005UIZbUIZY]aVbY 9.7 2643

377 SomaticImutationsIaffectIkeyIpathwaysIinIlungIadenocarcinomaWINatureUI2008UIabbUIZYcfVdb 50.4 2280

376 nIframeworkIforIhumanImicrobiomeIresearchWINatureUI2012UIaecUI[ZbV[Z 50.4 1722

375 tenomeIsequenceIofItheIorownINorwayIratIyieldsIinsightsIintoImammalianIevolutionWINatureUI2004
UIa[eUIaf]Vb[Z 50.4 1689

374 TheIcompleteIgenomeIofIanIindividualIbyImassivelyIparallelIqNnIsequencingWINatureUI2008UIab[UIed[Vc 50.4 1424

373 vnsightsIintoIsocialIinsectsIfromItheIgenomeIofItheIhoneybeeInpisImelliferaWINatureUI2006UIaa]UIf]ZVaf 50.4 1414
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372 tenomeVwideIdetectionIandIcharacterizationIofIpositiveIselectionIinIhumanIpopulationsWINatureUI
2007UIaafUIfZ]Ve 50.4 1367

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

370 TheIgenomeIofItheImodelIbeetleIandIpestITriboliumIcastaneumWINatureUI2008UIab[UIfafVbb 50.4 1043

369 TheIgenomeIofItheIsocialIamoebaIqictyosteliumIdiscoideumWINatureUI2005UIa]bUIa]Vbd 50.4 1042

368 tenomeIremodellingIinIaIbasalVlikeIbreastIcancerImetastasisIandIxenograftWINatureUI2010UIacaUIfffVZYYb50.4 935

367 pharacterizingItheIcancerIgenomeIinIlungIadenocarcinomaWINatureUI2007UIabYUIef]Ve 50.4 900

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

365 TheIgenomeIofItheIseaIurchinIStrongylocentrotusIpurpuratusWIScienceUI2006UI]ZaUIfaZVb[ 33.3 886

364 TheIgenomeIsequenceIofItaurineIcattlegIaIwindowItoIruminantIbiologyIandIevolutionWIScienceUI2009UI
][aUIb[[Ve 33.3 863

363 rntericIdefensinsIareIessentialIregulatorsIofIintestinalImicrobialIecologyWINatureaImmunologyUI2010UI
ZZUIdcVe] 19.1 846

362 TheIqNnIsequenceIofItheIhumanIXIchromosomeWINatureUI2005UIa]aUI][bV]d 50.4 822

361 nIhighVresolutionImapIofIhumanIevolutionaryIconstraintIusingI[fImammalsWINatureUI2011UIadeUIadcVe[ 50.4 802

360 pompleteIgenomeIsequenceIofITreponemaIpallidumUItheIsyphilisIspirocheteWIScienceUI1998UI[eZUI]dbVee 33.3 756

359 zinimumIinformationIaboutIaIsingleIamplifiedIgenomeIQzvSntRIandIaImetagenomeVassembledI
genomeIQzvzntRIofIbacteriaIandIarchaeaWINatureaBiotechnologyUI2017UI]bUId[bVd]Z 44.5 648

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

357 tenomicIvariationIlandscapeIofItheIhumanIgutImicrobiomeWINatureUI2013UIaf]UIabVbY 50.4 571

356 qirectIselectionIofIhumanIgenomicIlociIbyImicroarrayIhybridizationWINatureaMethodsUI2007UIaUIfY]Vb 21.6 543

355 nIcatalogIofIreferenceIgenomesIfromItheIhumanImicrobiomeWIScienceUI2010UI][eUIffaVf 33.3 508
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354 pomparisonIofItheIrespiratoryImicrobiomeIinIhealthyInonsmokersIandIsmokersWIAmericanaJournala
ofaRespiratoryaandaCriticalaCareaMedicineUI2013UIZedUIZYcdVdb 10.2 501

353 zinimumIinformationIaboutIaImarkerIgeneIsequenceIQzvzn xSRIandIminimumIinformationIaboutI
anyIQxRIsequenceIQzvxSRIspecificationsWINatureaBiotechnologyUI2011UI[fUIaZbV[Y 44.5 445

352 pomparativeIandIdemographicIanalysisIofIorangVutanIgenomesWINatureUI2011UIacfUIb[fV]] 50.4 431

351 pomparativeIgenomeIsequencingIofIqrosophilaIpseudoobscuragIchromosomalUIgeneUIandI
cisVelementIevolutionWIGenomeaResearchUI2005UIZbUIZVZe 9.7 410

350 rvaluationIofIZcSIr NnIgeneIsequencingIforIspeciesIandIstrainVlevelImicrobiomeIanalysisWINaturea
CommunicationsUI2019UIZYUIbY[f 17.4 406

349 pomparisonIofIgenomicIqNnsIofIdifferentIenterococcalIisolatesIusingIrestrictionIendonucleasesI
withIinfrequentIrecognitionIsitesWIJournalaofaClinicalaMicrobiologyUI1990UI[eUI[YbfVc] 9.7 400

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

347 rnterotypesIinItheIlandscapeIofIgutImicrobialIcommunityIcompositionWINatureaMicrobiologyUI2018UI
]UIeVZc 26.6 387

346 “ervasiveIgeneticIhitchhikingIandIclonalIinterferenceIinIfortyIevolvingIyeastIpopulationsWINatureUI
2013UIbYYUIbdZVa 50.4 380

345 tenomicIapproachesItoIstudyingItheIhumanImicrobiotaWINatureUI2012UIaefUI[bYVc 50.4 342

344 “atternedIprogressionIofIbacterialIpopulationsIinItheIprematureIinfantIgutWIProceedingsaofathea
NationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI2014UIZZZUIZ[b[[Vd 11.5 339

343 TheIgenomeIarchitectureIofItheIpollaborativeIprossImouseIgeneticIreferenceIpopulationWIGeneticsUI
2012UIZfYUI]efVaYZ 4 333

342 vnitiationIofIgeneralIrecombinationIcatalyzedIinIvitroIbyItheIrecnIproteinIofIrscherichiaIcoliWI
ProceedingsaofatheaNationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI1979UIdcUI[cZbVf 11.5 331

341 tenomicsWItenomeIprojectIstandardsIinIaInewIeraIofIsequencingWIScienceUI2009UI][cUI[]cVd 33.3 326

340 nT“VdependentIrenaturationIofIqNnIcatalyzedIbyItheIrecnIproteinIofIrscherichiaIcoliWIProceedingsa
ofatheaNationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI1979UIdcUIZ[cV]Y 11.5 304

339 zodernizingIreferenceIgenomeIassembliesWIPLoSaBiologyUI2011UIfUIeZYYZYfZ 9.7 294

338 oiogeographyIofItheIecosystemsIofItheIhealthyIhumanIbodyWIGenomeaBiologyUI2013UIZaUI Z 18.3 285

337 rffectsIofIrnterococcusIfaecalisIfsrIgenesIonIproductionIofIgelatinaseIandIaIserineIproteaseIandI
virulenceWIInfectionaandaImmunityUI2000UIceUI[bdfVec 3.7 279
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336 ShortUIinterspersedIrepetitiveIqNnIsequencesIinIprokaryoticIgenomesWIJournalaofaBacteriologyUI
1992UIZdaUIab[bVf 3.5 274

335 preatingIaIhoneyIbeeIconsensusIgeneIsetWIGenomeaBiologyUI2007UIeUI Z] 18.3 266

334 sinishingIaIwholeVgenomeIshotgungIreleaseI]IofItheIqrosophilaImelanogasterIeuchromaticIgenomeI
sequenceWIGenomeaBiologyUI2002UI]UI rSrn puYYdf 18.3 265

333 teneticIbasisIforIinIvivoIdaptomycinIresistanceIinIenterococciWINewaEnglandaJournalaofaMedicineUI
2011UI]cbUIef[VfYY 59.2 252

332 TheIcompleteIgenomeIsequenceIofIrscherichiaIcoliIquZYogIinsightsIintoItheIbiologyIofIaIlaboratoryI
workhorseWIJournalaofaBacteriologyUI2008UIZfYUI[bfdVcYc 3.5 248

331 tutIbacteriaIdysbiosisIandInecrotisingIenterocolitisIinIveryIlowIbirthweightIinfantsgIaIprospectiveI
caseVcontrolIstudyWILancetmaTheUI2016UI]edUIZf[eV]c 40 235

330 zetabolicIandImetagenomicIoutcomesIfromIearlyVlifeIpulsedIantibioticItreatmentWINaturea
CommunicationsUI2015UIcUIdaec 17.4 232

329
recnIproteinVcatalyzedIstrandIassimilationgIstimulationIbyIrscherichiaIcoliIsingleVstrandedI
qNnVbindingIproteinWIProceedingsaofatheaNationalaAcademyaofaSciencesaofatheaUnitedaStatesaofa
AmericaUI1980UIddUIebdVcZ

11.5 225

328
pomparisonIofItheIgenomeIofItheIoralIpathogenITreponemaIdenticolaIwithIotherIspirocheteI
genomesWIProceedingsaofatheaNationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI2004UI
ZYZUIbcacVbZ

11.5 215

327 rvaluationIofIZcSIrqNnVbasedIcommunityIprofilingIforIhumanImicrobiomeIresearchWIPLoSaONEUI
2012UIdUIe]f]Zb 3.7 209

326 ValidationIofIzetagenomicINextVtenerationISequencingITestsIforIUniversalI“athogenIqetectionWI
ArchivesaofaPathologyaandaLaboratoryaMedicineUI2017UIZaZUIddcVdec 5 204

325 yargeIscaleIvariationIinIrnterococcusIfaecalisIillustratedIbyItheIgenomeIanalysisIofIstrainIOtZ sWI
GenomeaBiologyUI2008UIfUI ZZY 18.3 204

324 “hylogenomicIanalysisIrevealsIbeesIandIwaspsIQuymenopteraRIatItheIbaseIofItheIradiationIofI
uolometabolousIinsectsWIGenomeaResearchUI2006UIZcUIZ]]aVe 9.7 204

323 [eVwayIvertebrateIalignmentIandIconservationItrackIinItheIUpSpItenomeIorowserWIGenomea
ResearchUI2007UIZdUIZdfdVeYe 9.7 204

322 pharacterizationIofIfsrUIaIregulatorIcontrollingIexpressionIofIgelatinaseIandIserineIproteaseIinI
rnterococcusIfaecalisIOtZ sWIJournalaofaBacteriologyUI2001UIZe]UI]]d[Ve[ 3.5 200

321 yongitudinalImultiVomicsIofIhostVmicrobeIdynamicsIinIprediabetesWINatureUI2019UIbcfUIcc]VcdZ 50.4 197

320 “republicationIdataIsharingWINatureUI2009UIacZUIZceVdY 50.4 197

319 pompleteIgenomeIsequenceIofI ickettsiaItyphiIandIcomparisonIwithIsequencesIofIotherI
rickettsiaeWIJournalaofaBacteriologyUI2004UIZecUIbea[Vbb 3.5 192
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318 uypothesisItestingIandIpowerIcalculationsIforItaxonomicVbasedIhumanImicrobiomeIdataWIPLoSaONE
UI2012UIdUIeb[Yde 3.7 191

317 TheIgenomeIsequenceIofItheIleafVcutterIantInttaIcephalotesIrevealsIinsightsIintoIitsIobligateI
symbioticIlifestyleWIPLoSaGeneticsUI2011UIdUIeZYY[YYd 6 191

316 nnIrnterococcusIfaecalisInopIhomologueIQysaRIisIrequiredIforItheIresistanceIofIthisIspeciesItoI
clindamycinIandIquinupristinVdalfopristinWIAntimicrobialaAgentsaandaChemotherapyUI2002UIacUIZeabVbY 5.9 191

315 SubtleIgeneticIchangesIenhanceIvirulenceIofImethicillinIresistantIandIsensitiveIStaphylococcusI
aureusWIBMCaMicrobiologyUI2007UIdUIff 4.5 186

314 TheIrealIcostIofIsequencinggIscalingIcomputationItoIkeepIpaceIwithIdataIgenerationWIGenomea
BiologyUI2016UIZdUIb] 18.3 185

313 nIlongitudinalIbigIdataIapproachIforIprecisionIhealthWINatureaMedicineUI2019UI[bUIdf[VeYa 50.5 183

312 TheIcommonImarmosetIgenomeIprovidesIinsightIintoIprimateIbiologyIandIevolutionWINaturea
GeneticsUI2014UIacUIebYVd 36.3 179

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

310 vnflammatoryIbowelIdiseasesIphenotypeUIpWIdifficileIandINOq[IgenotypeIareIassociatedIwithIshiftsI
inIhumanIileumIassociatedImicrobialIcompositionWIPLoSaONEUI2012UIdUIe[c[ea 3.7 178

309 tenerationIofIrestrictionImapIofIrnterococcusIfaecalisIOtZIandIinvestigationIofIgrowthI
requirementsIandIregionsIencodingIbiosyntheticIfunctionWIJournalaofaBacteriologyUI1993UIZdbUIb[ZcV[] 3.5 178

308 rnterococcusIfaecalisIadhesinUIaceUImediatesIattachmentItoIextracellularImatrixIproteinsIcollagenI
typeIvVIandIlamininIasIwellIasIcollagenItypeIvWIInfectionaandaImmunityUI2000UIceUIb[ZeV[a 3.7 172

307 pharacteristicImaleIurineImicrobiomesIassociateIwithIasymptomaticIsexuallyItransmittedIinfectionWI
PLoSaONEUI2010UIbUIeZaZZc 3.7 172

306 rvidenceIforIclonalIspreadIofIaIsingleIstrainIofIbetaVlactamaseVproducingIrnterococcusI
QStreptococcusRIfaecalisItoIsixIhospitalsIinIfiveIstatesWIJournalaofaInfectiousaDiseasesUI1991UIZc]UIdeYVb 7 164

305 nnalysesIofIdeepImammalianIsequenceIalignmentsIandIconstraintIpredictionsIforIZNIofItheIhumanI
genomeWIGenomeaResearchUI2007UIZdUIdcYVda 9.7 163

304 nceIisIaIcollagenVbindingIzSp nzzIfromIrnterococcusIfaecalisWIJournalaofaBiologicalaChemistryUI
1999UI[daUI[cf]fVab 5.4 160

303 tenomicIanalysisIofItheInuclearIreceptorIfamilygInewIinsightsIintoIstructureUIregulationUIandI
evolutionIfromItheIratIgenomeWIGenomeaResearchUI2004UIZaUIbeYVfY 9.7 158

302 zakingItheIyeapIfromI esearchIyaboratoryItoIplinicgIphallengesIandIOpportunitiesIforI
NextVtenerationISequencingIinIvnfectiousIqiseaseIqiagnosticsWIMBioUI2015UIcUIeYZeeeVZb 7.8 149

301 tenomicIencyclopediaIofIbacteriaIandIarchaeagIsequencingIaImyriadIofItypeIstrainsWIPLoSaBiologyUI
2014UIZ[UIeZYYZf[Y 9.7 146
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300 tenomeIsequenceIofIanInustralianIkangarooUIzacropusIeugeniiUIprovidesIinsightIintoItheIevolutionI
ofImammalianIreproductionIandIdevelopmentWIGenomeaBiologyUI2011UIZ[UI eZ 18.3 142

299 tenomeIsequencingIrevealsIwidespreadIvirulenceIgeneIexchangeIamongIhumanINeisseriaIspeciesWI
PLoSaONEUI2010UIbUIeZZe]b 3.7 141

298 WidespreadIcolonizationIofItheIlungIbyITropherymaIwhippleiIinIuvVIinfectionWIAmericanaJournalaofa
RespiratoryaandaCriticalaCareaMedicineUI2013UIZedUIZZZYVd 10.2 140

297 SequenceIanalysisIofItheIhumanIviromeIinIfebrileIandIafebrileIchildrenWIPLoSaONEUI2012UIdUIe[dd]b 3.7 137

296 vnIvivoItestingIofIanIrnterococcusIfaecalisIefanImutantIandIuseIofIefanIhomologsIforIspeciesI
identificationWIFEMSaImmunologyaandaMedicalaMicrobiologyUI1998UI[ZUI][]V]Z 134

295 oacterialIcommunitiesIofItheIcoronalIsulcusIandIdistalIurethraIofIadolescentImalesWIPLoSaONEUI2012
UIdUIe]c[fe 3.7 133

294 plinicalIisolatesIofIrnterococcusIfaeciumIexhibitIstrainVspecificIcollagenIbindingImediatedIbyIncmUI
aInewImemberIofItheIzSp nzzIfamilyWIMolecularaMicrobiologyUI2003UIadUIZd]]Vad 4.1 132

293 nISN“IdiscoveryImethodItoIassessIvariantIalleleIprobabilityIfromInextVgenerationIresequencingI
dataWIGenomeaResearchUI2010UI[YUI[d]VeY 9.7 130

292 zetagenomicIanalysisIofIdoubleVstrandedIqNnIvirusesIinIhealthyIadultsWIBMCaBiologyUI2014UIZ[UIdZ 7.3 126

291 SepsisIfromItheIgutgItheIentericIhabitatIofIbacteriaIthatIcauseIlateVonsetIneonatalIbloodstreamI
infectionsWIClinicalaInfectiousaDiseasesUI2014UIbeUIZ[ZZVe 11.6 124

290 TheIntlasIgenomeIassemblyIsystemWIGenomeaResearchUI2004UIZaUId[ZV][ 9.7 119

289 pommunityIcharacteristicsIofItheIgutImicrobiomesIofIcompetitiveIcyclistsWIMicrobiomeUI2017UIbUIfe 16.6 117

288 nIdominantImutationIinI “rcbIidentifiedIbyIwholeVexomeIsequencingIcausesIretinitisIpigmentosaI
withIchoroidalIinvolvementWIEuropeanaJournalaofaHumanaGeneticsUI2011UIZfUIZYdaVeZ 5.3 117

287 uighVthroughputIwholeVgenomeIsequencingItoIdissectItheIepidemiologyIofIncinetobacterI
baumanniiIisolatesIfromIaIhospitalIoutbreakWIJournalaofaHospitalaInfectionUI2010UIdbUI]dVaZ 6.9 116

286 vntegrativeI“ersonalIOmicsI“rofilesIduringI“eriodsIofIWeightItainIandIyossWICellaSystemsUI2018UIcUIZbdVZdYWee10.6 114

285 oosItaurusIgenomeIassemblyWIBMCaGenomicsUI2009UIZYUIZeY 4.5 114

284 qaptomycinVresistantIrnterococcusIfaecalisIdivertsItheIantibioticImoleculeIfromItheIdivisionI
septumIandIremodelsIcellImembraneIphospholipidsWIMBioUI2013UIaUI 7.8 113

283 TransferableIvancomycinIresistanceIinIaIcommunityVassociatedIz SnIlineageWINewaEnglandaJournala
ofaMedicineUI2014UI]dYUIZb[aV]Z 59.2 110
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282 “anVgenomeIandIcomparativeIgenomeIanalysesIofIpropionibacteriumIacnesIrevealIitsIgenomicI
diversityIinItheIhealthyIandIdiseasedIhumanIskinImicrobiomeWIMBioUI2013UIaUIeYYYY]VZ] 7.8 110

281 oacterialIclassificationsIderivedIfromIrecnIproteinIsequenceIcomparisonsWIJournalaofaBacteriologyUI
1995UIZddUIceeZVf] 3.5 109

280 TransposableIlambdaIplaczuIbacteriophagesIforIcreatingIlacZIoperonIfusionsIandIkanamycinI
resistanceIinsertionsIinIrscherichiaIcoliWIJournalaofaBacteriologyUI1985UIZc[UIZYf[Vf 3.5 108

279 vdentificationIofIfunctionalIvariantsIforIcleftIlipIwithIorIwithoutIcleftIpalateIinIorInearI“nXdUIsts [UI
andINOtIbyItargetedIsequencingIofItWnSIlociWIAmericanaJournalaofaHumanaGeneticsUI2015UIfcUI]fdVaZZ 11 106

278 pompleteIgenomeIsequenceIofIrnterococcusIfaeciumIstrainITXZcIandIcomparativeIgenomicI
analysisIofIrnterococcusIfaeciumIgenomesWIBMCaMicrobiologyUI2012UIZ[UIZ]b 4.5 104

277 yongitudinalIanalysisIofItheIprematureIinfantIintestinalImicrobiomeIpriorItoInecrotizingI
enterocolitisgIaIcaseVcontrolIstudyWIPLoSaONEUI2015UIZYUIeYZZec][ 3.7 103

276
OpenIreadingIframeIexpressionIvectorsgIaIgeneralImethodIforIantigenIproductionIinIrscherichiaI
coliIusingIproteinIfusionsItoIbetaVgalactosidaseWIProceedingsaofatheaNationalaAcademyaofaSciencesaofa
theaUnitedaStatesaofaAmericaUI1983UIeYUIaa][Vc

11.5 100

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

274 nIprospectiveImicrobiomeVwideIassociationIstudyIofIfoodIsensitizationIandIfoodIallergyIinIearlyI
childhoodWIAllergy:aEuropeanaJournalaofaAllergyaandaClinicalaImmunologyUI2018UId]UIZabVZb[ 9.3 99

273 pharacterizationIofIemenUIaINornIhomologIandImultidrugIresistanceIeffluxIpumpUIinIrnterococcusI
faecalisWIAntimicrobialaAgentsaandaChemotherapyUI2001UIabUI]bdaVf 5.9 98

272 zulticenterIpomparisonIofIyungIandIOralIzicrobiomesIofIuvVVinfectedIandIuvVVuninfectedI
vndividualsWIAmericanaJournalaofaRespiratoryaandaCriticalaCareaMedicineUI2015UIZf[UIZ]]bVaa 10.2 97

271 rmergingIviewIofItheIhumanIviromeWITranslationalaResearchUI2012UIZcYUI[e]VfY 11 97

270 qynamicIchangesIinItheIsubgingivalImicrobiomeIandItheirIpotentialIforIdiagnosisIandIprognosisIofI
periodontitisWIMBioUI2015UIcUIeYZf[cVZa 7.8 95

269
qiversityIofIaceUIaIgeneIencodingIaImicrobialIsurfaceIcomponentIrecognizingIadhesiveImatrixI
moleculesUIfromIdifferentIstrainsIofIrnterococcusIfaecalisIandIevidenceIforIproductionIofIaceI
duringIhumanIinfectionsWIInfectionaandaImmunityUI2000UIceUIb[ZYVd

3.7 95

268 TheIconjunctivalImicrobiomeIinIhealthIandItrachomatousIdiseasegIaIcaseIcontrolIstudyWIGenomea
MedicineUI2014UIcUIff 14.4 93

267 SystemsIbiologyIofItheIvervetImonkeyWIILARaJournalUI2013UIbaUIZ[[Va] 1.7 93

266 zicrobiomeISignaturesInssociatedIWithISteatohepatitisIandIzoderateItoISevereIsibrosisIinI
phildrenIWithINonalcoholicIsattyIyiverIqiseaseWIGastroenterologyUI2019UIZbdUIZZYfVZZ[[ 13.3 92

265 “hylogenomicsIandItheIdynamicIgenomeIevolutionIofItheIgenusIStreptococcusWIGenomeaBiologya
andaEvolutionUI2014UIcUIdaZVb] 3.9 91
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264 zacrolideItreatmentIfailureIinIaIcaseIofIsecondaryIsyphilisgIaInovelIn[YbftImutationIinItheI[]SI
r NnIgeneIofITreponemaIpallidumIsubspWIpallidumWIJournalaofaMedicalaMicrobiologyUI2009UIbeUIe][Ve]c 3.2 91

263
 esistanceItoIpeftazidimeVnvibactamIvsIqueItoITranspositionIofIx“pIinIaI“orinVqeficientIStrainIofI
xlebsiellaIpneumoniaeIwithIvncreasedIrffluxInctivityWIAntimicrobialaAgentsaandaChemotherapyUI2017UI
cZUI

5.9 91

262 yambdaIplaczugIaItransposableIderivativeIofIbacteriophageIlambdaIforIcreatingIlacZIproteinI
fusionsIinIaIsingleIstepWIJournalaofaBacteriologyUI1984UIZbeUIZYeaVf] 3.5 91

261 WholeVgenomeIanalysesIofIrnterococcusIfaeciumIisolatesIwithIdiverseIdaptomycinIzvpsWI
AntimicrobialaAgentsaandaChemotherapyUI2014UIbeUIab[dV]a 5.9 90

260 rvolutionaryItenomicsIofISalmonellaIentericaISubspeciesWIMBioUI2013UIaUI 7.8 90

259
sactorsIinfluencingItheIinfantIgutImicrobiomeIatIageI]Vc´ monthsgIsindingsIfromItheIethnicallyI
diverseIVitaminIqInntenatalInsthmaI eductionITrialIQVqnn TRWIJournalaofaAllergyaandaClinicala
ImmunologyUI2017UIZ]fUIae[VafZWeZa

11.5 88

258
WholeIgenomeIsequencesIofIthreeITreponemaIpallidumIsspWIpertenueIstrainsgIyawsIandIsyphilisI
treponemesIdifferIinIlessIthanIYW[NIofItheIgenomeIsequenceWIPLoSaNeglectedaTropicalaDiseasesUI
2012UIcUIeZadZ

4.8 86

257 TheIgenomeIofItheIvervetIQphlorocebusIaethiopsIsabaeusRWIGenomeaResearchUI2015UI[bUIZf[ZV]] 9.7 84

256 rxplorationIofIbacterialIcommunityIclassesIinImajorIhumanIhabitatsWIGenomeaBiologyUI2014UIZbUI cc 18.3 83

255 nInovelITreponemaIpallidumIantigenUIT“YZ]cUIisIanIouterImembraneIproteinIthatIbindsIhumanI
fibronectinWIInfectionaandaImmunityUI2008UIdcUIZeaeVbd 3.7 83

254 qNnIsequenceIofItheI“asteurellaIhaemolyticaIleukotoxinIgeneIclusterWIDNAaandaCellaBiologyUI1989UI
eUIZbV[e 82

253 phromosomeIrearrangementIandIdiversificationIofIsrancisellaItularensisIrevealedIbyItheItypeIoI
QOSUZeRIgenomeIsequenceWIJournalaofaBacteriologyUI2006UIZeeUIcfddVeb 3.5 81

252 nIclusterIofIgenesIinvolvedIinIpolysaccharideIbiosynthesisIfromIrnterococcusIfaecalisIOtZ sWI
InfectionaandaImmunityUI1998UIccUIa]Z]V[] 3.7 81

251
zolecularIcharacterizationIofIaIwidespreadUIpathogenicUIandIantibioticIresistanceVreceptiveI
rnterococcusIfaecalisIlineageIandIdisseminationIofIitsIputativeIpathogenicityIislandWIJournalaofa
BacteriologyUI2005UIZedUIbdYfVZe

3.5 80

250 nnalysisIofIaIgeneIclusterIofIrnterococcusIfaecalisIinvolvedIinIpolysaccharideIbiosynthesisWIInfectiona
andaImmunityUI2000UIceUIeZbV[] 3.7 80

249 tenomeIsequencesIofItheIhoneyIbeeIpathogensI“aenibacillusIlarvaeIandInscosphaeraIapisWIInsecta
MolecularaBiologyUI2006UIZbUIdZbVe 3.4 79

248
vdentificationIandIphenotypicIcharacterizationIofIaIsecondIcollagenIadhesinUIScmUIandI
genomeVbasedIidentificationIandIanalysisIofIZ]IotherIpredictedIzSp nzzsUIincludingIfourIdistinctI
pilusIlociUIinIrnterococcusIfaeciumWIMicrobiologyaiUnitedaKingdomjUI2008UIZbaUI]ZffV][ZZ

2.9 78

247 vdentificationIofIdiseaseVcausingImutationsIinIautosomalIdominantIretinitisIpigmentosaIQad “RI
usingInextVgenerationIqNnIsequencingI2011UIb[UIafaVbY] 77

(2011-2009)
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246 nncientIhybridizationIandIstrongIadaptationItoIvirusesIacrossInfricanIvervetImonkeyIpopulationsWI
NatureaGeneticsUI2017UIafUIZdYbVZdZ] 36.3 76

245 teneticIdiversityIinITreponemaIpallidumgIimplicationsIforIpathogenesisUIevolutionIandImolecularI
diagnosticsIofIsyphilisIandIyawsWIInfectionmaGeneticsaandaEvolutionUI2012UIZ[UIZfZV[Y[ 4.5 76

244
WholeVgenomeIanalysisIofIaIdaptomycinVsusceptibleIenterococcusIfaeciumIstrainIandIitsI
daptomycinVresistantIvariantIarisingIduringItherapyWIAntimicrobialaAgentsaandaChemotherapyUI2013UI
bdUI[cZVe

5.9 76

243 “lantVassociatedIsymbioticIourkholderiaIspeciesIlackIhallmarkIstrategiesIrequiredIinImammalianI
pathogenesisWIPLoSaONEUI2014UIfUIee]ddf 3.7 76

242 yeucoagaricusIgongylophorusIproducesIdiverseIenzymesIforItheIdegradationIofIrecalcitrantIplantI
polymersIinIleafVcutterIantIfungusIgardensWIAppliedaandaEnvironmentalaMicrobiologyUI2013UIdfUI]ddYVe 4.8 75

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

240 NovelIbacterialItaxaIinItheIhumanImicrobiomeWIPLoSaONEUI2012UIdUIe]b[fa 3.7 75

239 zeasurementIofIinIvivoIexpressionIofItheIrecnIgeneIofIrscherichiaIcoliIbyIusingIlacZIgeneIfusionsWI
JournalaofaBacteriologyUI1984UIZcYUIZZ[V[Z 3.5 74

238 TheIgenomeIsequenceIofIzannheimiaIhaemolyticaInZgIinsightsIintoIvirulenceUInaturalIcompetenceUI
andI“asteurellaceaeIphylogenyWIJournalaofaBacteriologyUI2006UIZeeUId[bdVcc 3.5 73

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

236
rvidenceIthatItheIenterococcalIpolysaccharideIantigenIgeneIQepaRIclusterIisIwidespreadIinI
rnterococcusIfaecalisIandIinfluencesIresistanceItoIphagocyticIkillingIofIrWIfaecalisWIInfectionaanda
ImmunityUI2002UIdYUI[YZYVb

3.7 70

235  epetitiveIsequenceVbasedI“p IversusIpulsedVfieldIgelIelectrophoresisIforItypingIofIrnterococcusI
faecalisIatItheIsubspeciesIlevelWIJournalaofaClinicalaMicrobiologyUI1998UI]cUI[ZZVb 9.7 70

234 NvuIworkingIgroupIreportVusingIgenomicIinformationItoIguideIweightImanagementgIsromIuniversalI
toIprecisionItreatmentWIObesityUI2016UI[aUIZaV[[ 8 70

233 Tvt ngIaItargetedIiterativeIgraphIroutingIassemblerIforIbreakpointIassemblyWIGenomeaResearchUI
2014UI[aUI]ZYVd 9.7 69

232 vnvolvementIofI“ho“V“hoSIhomologsIinIrnterococcusIfaecalisIvirulenceWIInfectionaandaImmunityUI
2002UIdYUIZffZVc 3.7 67

231 qetectionIofIvirusesIinIyoungIchildrenIwithIfeverIwithoutIanIapparentIsourceWIPediatricsUI2012UIZ]YUIeZabbVc[7.4 65

230 “hosphateItransportersIinImarineIphytoplanktonIandItheirIvirusesgIcrossVdomainIcommonalitiesIinI
viralVhostIgeneIexchangesWIEnvironmentalaMicrobiologyUI2012UIZaUIZc[Vdc 5.2 65

229
nIcollagenVbindingIadhesinUIncbUIandItenIotherIputativeIzSp nzzIandIpilusIfamilyIproteinsIofI
StreptococcusIgallolyticusIsubspWIgallolyticusIQStreptococcusIbovisItroupUIbiotypeIvRWIJournalaofa
BacteriologyUI2009UIZfZUIcca]Vb]

3.5 65
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228 NotvIgenomicIcleavageImapIofIrscherichiaIcoliIxVZ[IstrainIztZcbbWIJournalaofaBacteriologyUI1992UI
ZdaUIbbeVcd 3.5 64

227 ”uantitationIandIcompositionIofIcutaneousImicrobiotaIinIdiabeticIandInondiabeticImenWIJournalaofa
InfectiousaDiseasesUI2013UI[YdUIZZYbVZa 7 63

226 tenomicIepidemiologyIofISalmonellaIentericaIserotypeIrnteritidisIbasedIonIpopulationIstructureI
ofIprevalentIlineagesWIEmergingaInfectiousaDiseasesUI2014UI[YUIZaeZVf 10.2 62

225
vdentificationIandItranscriptionalIanalysisIofIaITreponemaIpallidumIoperonIencodingIaIputativeI
nopItransportIsystemUIanIironVactivatedIrepressorIproteinIhomologUIandIaIglycolyticIpathwayI
enzymeIhomologWIGeneUI1997UIZfdUIadVca

3.8 62

224
SegmentVdirectedImutagenesisgIconstructionIinIvitroIofIpointImutationsIlimitedItoIaIsmallI
predeterminedIregionIofIaIcircularIqNnImoleculeWIProceedingsaofatheaNationalaAcademyaofaSciencesa
ofatheaUnitedaStatesaofaAmericaUI1980UIddUIb]dbVf

11.5 62

223 rffectIofIndvancedIuvVIvnfectionIonItheI espiratoryIzicrobiomeWIAmericanaJournalaofaRespiratorya
andaCriticalaCareaMedicineUI2016UIZfaUI[[cV]b 10.2 61

222 zetagenomicInpproachIforIvdentificationIofItheI“athogensInssociatedIwithIqiarrheaIinIStoolI
SpecimensWIJournalaofaClinicalaMicrobiologyUI2016UIbaUI]ceVdb 9.7 60

221 WholeIgenomeIsequenceIofITreponemaIpallidumIsspWIpallidumUIstrainIzexicoInUIsuggestsI
recombinationIbetweenIyawsIandIsyphilisIstrainsWIPLoSaNeglectedaTropicalaDiseasesUI2012UIcUIeZe][ 4.8 59

220 nnIrnterococcusIfaeciumIsecretedIantigenUISagnUIexhibitsIbroadVspectrumIbindingItoIextracellularI
matrixIproteinsIandIappearsIessentialIforIrWIfaeciumIgrowthWIInfectionaandaImmunityUI2003UIdZUIbY]]VaZ 3.7 57

219 TranscriptomeIofITreponemaIpallidumgIgeneIexpressionIprofileIduringIexperimentalIrabbitI
infectionWIJournalaofaBacteriologyUI2005UIZedUIZeccVda 3.5 57

218 rnterococcusIfaecalisIantigensIinIhumanIinfectionsWIInfectionaandaImmunityUI1997UIcbUIa[YdVZb 3.7 56

217 pompleteIgenomeIsequenceIofITreponemaIpallidumIsspWIpallidumIstrainISSZaIdeterminedIwithI
oligonucleotideIarraysWIBMCaMicrobiologyUI2008UIeUIdc 4.5 55

216 XbavIandIolnvIgenomicIcleavageImapsIofIrscherichiaIcoliIxVZ[IstrainIztZcbbIandIcomparativeI
analysisIofIotherIstrainsWIJournalaofaMolecularaBiologyUI1993UI[][UIaZfVab 6.5 55

215 ponservationIofIrbpVtypeIpilusIgenesIamongIrnterococciIandIdemonstrationIofItheirIroleIinI
adherenceIofIrnterococcusIfaecalisItoIhumanIplateletsWIInfectionaandaImmunityUI2011UIdfUI[fZZV[Y 3.7 54

214
 esequencingIofITreponemaIpallidumIsspWIpallidumIstrainsINicholsIandISSZagIcorrectionIofI
sequencingIerrorsIresultedIinIincreasedIseparationIofIsyphilisItreponemeIsubclustersWIPLoSaONEUI
2013UIeUIeda]Zf

3.7 53

213 SecretionIandIexpressionIofItheI“asteurellaIhaemolyticaIyeukotoxinWIJournalaofaBacteriologyUI1990UI
Zd[UI[]a]VbY 3.5 53

212 tenomeIscaleIidentificationIofITreponemaIpallidumIantigensWIInfectionaandaImmunityUI2005UId]UIaaabVbY 3.7 52

211 tenerationIofIauxotrophicImutantsIofIrnterococcusIfaecalisWIJournalaofaBacteriologyUI1995UIZddUIceccVd]3.5 52

(1995-1992)
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210 pompleteIgenomeIsequenceIofITreponemaIparaluiscuniculiUIstrainIpuniculiIngItheIlossIofIinfectivityI
toIhumansIisIassociatedIwithIgenomeIdecayWIPLoSaONEUI2011UIcUIe[YaZb 3.7 51

209  eactivityIofIantibodiesIfromIsyphilisIpatientsItoIaIproteinIarrayIrepresentingItheITreponemaI
pallidumIproteomeWIJournalaofaClinicalaMicrobiologyUI2006UIaaUIeeeVfZ 9.7 50

208 nstrovirusIzyo[IviremiaIinIfebrileIchildWIEmergingaInfectiousaDiseasesUI2011UIZdUI[YbYV[ 10.2 49

207 nnaerobicIcontrolIofIcolicinIrZIproductionWIJournalaofaBacteriologyUI1992UIZdaUIbZYZVf 3.5 49

206 TheIupperVairwayImicrobiotaIandIlossIofIasthmaIcontrolIamongIasthmaticIchildrenWINaturea
CommunicationsUI2019UIZYUIbdZa 17.4 49

205 tenomeIanalysisIofITreponemaIpallidumIsubspWIpallidumIandIsubspWIpertenueIstrainsgImostIofItheI
geneticIdifferencesIareIlocalizedIinIsixIregionsWIPLoSaONEUI2010UIbUIeZbdZ] 3.7 48

204 rnterococcigInewIaspectsIofIanIoldIorganismWIProceedingsaofatheaAssociationaofaAmericanaPhysiciansUI
1999UIZZZUI][eV]a 48

203 oiologyIofITreponemaIpallidumgIcorrelationIofIfunctionalIactivitiesIwithIgenomeIsequenceIdataWI
JournalaofaMolecularaMicrobiologyaandaBiotechnologyUI2001UI]UI]dVc[ 0.9 48

202 tenomeIsequenceIofIsusobacteriumInucleatumIsubspeciesIpolymorphumIVIaIgeneticallyItractableI
fusobacteriumWIPLoSaONEUI2007UI[UIecbf 3.7 47

201 vncreasedIprevalenceIofIanellovirusIinIpediatricIpatientsIwithIfeverWIPLoSaONEUI2012UIdUIebYf]d 3.7 47

200 nImultiVmegabaseIcopyInumberIgainIcausesImaternalItransmissionIratioIdistortionIonImouseI
chromosomeI[WIPLoSaGeneticsUI2015UIZZUIeZYYaebY 6 46

199
vmpactIofIngeUIpaloricI estrictionUIandIvnfluenzaIvnfectionIonIzouseItutIzicrobiomegInnI
rxploratoryIStudyIofItheI oleIofIngeV elatedIzicrobiomeIphangesIonIvnfluenzaI esponsesWI
FrontiersainaImmunologyUI2017UIeUIZZca

8.4 46

198 TheItranscriptionalIprofileIofIcoronaryIarteritisIinIxawasakiIdiseaseWIBMCaGenomicsUI2015UIZcUIZYdc 4.5 46

197 uumanIglutamateIpyruvateItransaminaseIQt“TRgIlocalizationItoIeq[aW]UIcqNnIandIgenomicI
sequencesUIandIpolymorphicIsitesWIGenomicsUI1997UIaYUI[adVb[ 4.3 46

196 pharacterizationIofItheIbacterialIandIfungalImicrobiomeIinIindoorIdustIandIoutdoorIairIsamplesgIaI
pilotIstudyWIEnvironmentalaSciences:aProcessesaandaImpactsUI2016UIZeUIdZ]V[a 4.3 46

195
nI“rospectiveIpohortIzulticenterIStudyIofIzolecularIrpidemiologyIandI“hylogenomicsIofI
StaphylococcusIaureusIoacteremiaIinINineIyatinInmericanIpountriesWIAntimicrobialaAgentsaanda
ChemotherapyUI2017UIcZUI

5.9 45

194 WholeIgenomeIsequenceIofItheITreponemaIsribourgVolancgIunspecifiedIsimianIisolateIisIhighlyI
similarItoItheIyawsIsubspeciesWIPLoSaNeglectedaTropicalaDiseasesUI2013UIdUIe[Zd[ 4.8 45

193 zultipleIchromosomesIinIbacteriagIstructureIandIfunctionIofIchromosomeIvvIofI hodobacterI
sphaeroidesI[WaWZTWIJournalaofaBacteriologyUI1994UIZdcUIdcfaVdY[ 3.5 45
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192 TemporalIcontrolIofIcolicinIrZIinductionWIJournalaofaBacteriologyUI1987UIZcfUIbY[eV]a 3.5 45

191  egionalIspecificityIofIillegitimateIrecombinationIbyItheItranslocatableIampicillinVresistanceI
elementITnZIinItheIgenomeIofIphageI“[[WIGeneticsUI1979UIf[UIcebVdZY 4 45

190 teneticIvariationIandIgeneIexpressionIacrossImultipleItissuesIandIdevelopmentalIstagesIinIaI
nonhumanIprimateWINatureaGeneticsUI2017UIafUIZdZaVZd[Z 36.3 43

189
NodulationIandIeffectiveInitrogenIfixationIofIzacroptiliumIatropurpureumIQsiratroRIbyI
ourkholderiaItuberumUIaInodulatingIandIplantIgrowthIpromotingIbetaVproteobacteriumUIareI
influencedIbyIenvironmentalIfactorsWIPlantaandaSoilUI2013UI]cfUIba]Vbc[

4.2 43

188 nInonVhumanIprimateIsystemIforIlargeVscaleIgeneticIstudiesIofIcomplexItraitsWIHumanaMoleculara
GeneticsUI2012UI[ZUI]]YdVZc 5.6 43

187 TheIgenomeIofITreponemaIpallidumgInewIlightIonItheIagentIofIsyphilisWIFEMSaMicrobiologyaReviewsUI
1998UI[[UI][]V][ 15.1 43

186 nnalysisIofItranscriptomeIdataIinItheIredIflourIbeetleUITriboliumIcastaneumWIInsectaBiochemistryaanda
MolecularaBiologyUI2008UI]eUI]eYVc 4.5 43

185 TheIfinishedIqNnIsequenceIofIhumanIchromosomeIZ[WINatureUI2006UIaaYUI]acVbZ 50.4 43

184 TheIqNnIsequenceUIannotationIandIanalysisIofIhumanIchromosomeI]WINatureUI2006UIaaYUIZZfaVe 50.4 43

183 rffectsIofIWalnutIponsumptionIonIpolonIparcinogenesisIandIzicrobialIpommunityIStructureWI
CanceraPreventionaResearchUI2016UIfUIcf[VdY] 3.2 42

182 OptimizingIreadImappingItoIreferenceIgenomesItoIdetermineIcompositionIandIspeciesIprevalenceI
inImicrobialIcommunitiesWIPLoSaONEUI2012UIdUIe]ca[d 3.7 42

181
pharacterizationIofIdihydrofolateIreductaseIgenesIfromItrimethoprimVsusceptibleIandI
trimethoprimVresistantIstrainsIofIrnterococcusIfaecalisWIAntimicrobialaAgentsaandaChemotherapyUI
1999UIa]UIZaZVd

5.9 42

180 rffectIofIdisruptionIofIaIgeneIencodingIanIautolysinIofIrnterococcusIfaecalisIOtZ sWIAntimicrobiala
AgentsaandaChemotherapyUI1998UIa[UI[ee]Ve 5.9 41

179 qetectionIofIaImurineIcoronavirusInonstructuralIproteinIencodedIinIaIdownstreamIopenIreadingI
frameWIVirologyUI1988UIZcaUIZbcVca 3.6 41

178 tifVZImutationIaltersIpolynucleotideIrecognitionIbyItheIrecnIproteinIofIrscherichiaIcoliWIProceedingsa
ofatheaNationalaAcademyaofaSciencesaofatheaUnitedaStatesaofaAmericaUI1981UIdeUIcYcZVb 11.5 41

177 ponditionalIadherenceIofIrnterococcusIfaecalisItoIextracellularImatrixIproteinsWIFEMSaImmunologya
andaMedicalaMicrobiologyUI1998UI[ZUI[edVfb 40

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

175
WholeIgenomeIsequenceIofItheITreponemaIpallidumIsubspWIendemicumIstrainIoosniaIngItheI
genomeIisIrelatedItoIyawsItreponemesIbutIcontainsIfewIlociIsimilarItoIsyphilisItreponemesWIPLoSa
NeglectedaTropicalaDiseasesUI2014UIeUIe][cZ

4.8 39

(2014-1987)
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174 traphIaccordanceIofInextVgenerationIsequenceIassembliesWIBioinformaticsUI2012UI[eUIZ]Vc 7.2 39

173 pommunityIannotationgIproceduresUIprotocolsUIandIsupportingItoolsWIGenomeaResearchUI2006UIZcUIZ][fV]]9.7 39

172 TranslocationIofIrnterococcusIfaecalisIstrainsIacrossIaImonolayerIofIpolarizedIhumanI
enterocyteVlikeITeaIcellsWIJournalaofaClinicalaMicrobiologyUI2004UIa[UIZZafVba 9.7 39

171
nnInnalysisIofItheIrpidemicIofIxlebsiellaIpneumoniaeIparbapenemaseV“roducingIxWIpneumoniaegI
ponvergenceIofITwoIrvolutionaryIzechanismsIpreatesItheIK“erfectIStormKWIJournalaofaInfectiousa
DiseasesUI2017UI[ZdUIe[Vf[

7 38

170
SymbioticIourkholderiaISpeciesIShowIqiverseInrrangementsIofInifXfixIandInodItenesIandIyackI
TypicalIuighVnffinityIpytochromeIcbb]IOxidaseItenesWIMolecularaPlantnMicrobeaInteractionsUI2016UI
[fUIcYfVZf

3.6 38

169 SystematicIcloningIofITreponemaIpallidumIopenIreadingIframesIforIproteinIexpressionIandIantigenI
discoveryWIGenomeaResearchUI2003UIZ]UIZccbVda 9.7 38

168 WhatIeverybodyIshouldIknowIaboutItheIratIgenomeIandIitsIonlineIresourcesWINatureaGeneticsUI2008
UIaYUIb[]Vd 36.3 37

167 TheIironVIandItemperatureVregulatedIcjropIgenesIofIShigellaIandIenteroinvasiveIrscherichiaIcoliI
strainsIcodeIforIcolicinIwsIuptakeWIJournalaofaBacteriologyUI2001UIZe]UI]fbeVcc 3.5 37

166 SequencingIstrategiesIandIcharacterizationIofId[ZIvervetImonkeyIgenomesIforIfutureIgeneticI
analysesIofImedicallyIrelevantItraitsWIBMCaBiologyUI2015UIZ]UIaZ 7.3 36

165 rxomeVbasedImappingIandIvariantIprioritizationIforIinheritedIzendelianIdisordersWIAmericana
JournalaofaHumanaGeneticsUI2014UIfaUI]d]Vea 11 36

164 nIdominantImutationIinIhexokinaseIZIQuxZRIcausesIretinitisIpigmentosaI2014UIbbUIdZadVbe 36

163 tenomeIdifferencesIbetweenITreponemaIpallidumIsubspWIpallidumIstrainINicholsIandITWI
paraluiscuniculiIstrainIpuniculiInWIInfectionaandaImmunityUI2007UIdbUIbebfVcc 3.7 36

162 yongitudinalI“redictionIofItheIvnfantItutIzicrobiomeIwithIqynamicIoayesianINetworksWIScientifica
ReportsUI2016UIcUI[Y]bf 4.9 36

161 qietIduringI“regnancyIandIvnfancyIandItheIvnfantIvntestinalIzicrobiomeWIJournalaofaPediatricsUI2018UI
[Y]UIadVbaWea 3.6 36

160  apidIreplacementIbyInonVvaccineIpneumococcalIserotypesImayImitigateItheIimpactIofItheI
pneumococcalIconjugateIvaccineIonInasopharyngealIbacterialIecologyWIScientificaReportsUI2017UIdUIeZ[d 4.9 35

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

158 rNpOqrgImoreIgenomicIempowermentWIGenomeaResearchUI2007UIZdUIccdVe 9.7 34

157 vnteractionIofItheI ecnIproteinIofIrscherichiaIcoliIwithIsingleVstrandedIoligodeoxyribonucleotidesWI
NucleicaAcidsaResearchUI1996UI[aUIaf]]Vf 20.1 34
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156 SmallIbowelIresectionIinducesIlongVtermIchangesIinItheIentericImicrobiotaIofImiceWIJournalaofa
GastrointestinalaSurgeryUI2015UIZfUIbcVcahIdiscussionIca 3.3 33

155 zetaVanalysisIofItheIlungImicrobiotaIinIpulmonaryItuberculosisWITuberculosisUI2018UIZYfUIZY[VZYe 2.6 33

154 UseIofIbronchoalveolarIlavageItoIassessItheIrespiratoryImicrobiomegIsignalIinItheInoiseWILanceta
RespiratoryaMedicinemtheUI2013UIZUI]baVc 35.1 33

153 nntigenicIandIvirulenceIpropertiesIofI“asteurellaIhaemolyticaIleukotoxinImutantsWIInfectionaanda
ImmunityUI1995UIc]UIZY]]Vf 3.7 33

152 uouseholdIairIpollutionIandItheIlungImicrobiomeIofIhealthyIadultsIinIzalawigIaIcrossVsectionalI
studyWIBMCaMicrobiologyUI2016UIZcUIZe[ 4.5 33

151 npplicationIofInextVgenerationIsequencingItoIidentifyIgenesIandImutationsIcausingIautosomalI
dominantIretinitisIpigmentosaIQad “RWIAdvancesainaExperimentalaMedicineaandaBiologyUI2014UIeYZUIZ[]Vf 3.6 33

150 nssociationIofItheIvnfantItutIzicrobiomeIWithIrarlyIphildhoodINeurodevelopmentalIOutcomesgInnI
nncillaryIStudyItoItheIVqnn TI andomizedIplinicalITrialWIJAMAaNetworkaOpenUI2019UI[UIeZfYfYb 10.4 32

149 pharacterizationIofImutationsIinItheI“nSIdomainIofItheIrvgSIsensorIkinaseIselectedIbyIlaboratoryI
evolutionIforIacidIresistanceIinIrscherichiaIcoliWIMolecularaMicrobiologyUI2014UIf]UIfZZV[d 4.1 32

148 TheIrelationshipsIbetweenIenvironmentalIbacterialIexposureUIairwayIbacterialIcolonizationUIandI
asthmaWICurrentaOpinionainaAllergyaandaClinicalaImmunologyUI2014UIZaUIZ]dVa[ 3.3 32

147  evisedIsequenceIandIannotationIofItheI hodobacterIsphaeroidesI[WaWZIgenomeWIJournalaofa
BacteriologyUI2012UIZfaUIdYZcVd 3.5 32

146 “reciseIdissectionIofIanIrscherichiaIcoliIOZbdgudIoutbreakIbyIsingleInucleotideIpolymorphismI
analysisWIJournalaofaClinicalaMicrobiologyUI2013UIbZUI]fbYVa 9.7 32

145 pompleteIgenomeIsequenceIofITreponemaIpallidumIstrainIqnyVZWIStandardsainaGenomicaSciencesUI
2012UIdUIZ[V[Z 32

144 zappingIproteinVligandIinteractionsIusingIwholeIgenomeIphageIdisplayIlibrariesWIGeneUI1998UI[[ZUIdfVe]3.8 32

143 teneticIorganizationIofIplasmidIpolwsUIencodingIcolicinIwsIactivityUIimmunityUIandIreleaseIgenesWI
JournalaofaBacteriologyUI2001UIZe]UI]fafVbd 3.5 32

142 qecipheringIfunctionalIredundancyIinItheIhumanImicrobiomeWINatureaCommunicationsUI2020UIZZUIc[Zd 17.4 32

141 “henotypicIandIgenotypicIanalysisIofIplostridiumIdifficileIisolatesgIaIsingleVcenterIstudyWIJournalaofa
ClinicalaMicrobiologyUI2014UIb[UIa[cYVc 9.7 31

140 ponjugalItransferIofIplasmidIqNnIfromIrscherichiaIcoliItoIenterococcigIaImethodItoImakeIinsertionI
mutationsWIPlasmidUI1998UI]fUIZe[Vc 3.3 31

139 ViromeIgenomicsgIaItoolIforIdefiningItheIhumanIviromeWICurrentaOpinionainaMicrobiologyUI2013UIZcUIadfVea7.9 30

(2013-2015)
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138 qNnIrepairImutantsIofI hodobacterIsphaeroidesWIJournalaofaBacteriologyUI1995UIZddUI]Y[dV]b 3.5 30

137 TargetedIhighVthroughputIqNnIsequencingIforIgeneIdiscoveryIinIretinitisIpigmentosaWIAdvancesaina
ExperimentalaMedicineaandaBiologyUI2010UIccaUI][bV]Z 3.6 30

136 vncreasedIproductionIofIcolicinIrZIinIstationaryIphaseWIJournalaofaBacteriologyUI1996UIZdeUIZf[eV]b 3.5 29

135 “hysicalImapIofItheIgenomeIofITreponemaIpallidumIsubspWIpallidumIQNicholsRWIJournalaofa
BacteriologyUI1995UIZddUIZdfdVeYa 3.5 29

134 pandidateIgenesIthatImayIbeIresponsibleIforItheIunusualIresistancesIexhibitedIbyIoacillusIpumilusI
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