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l Paper IF Citations

664 StructureTHfunctionHandHdiversityHofHtheHhealthyHhumanHmicrobiomeVHNatureTH2012TH]dbTHZXcUY] 50.4 6938

663 mHframeworkHforHhumanHmicrobiomeHresearchVHNatureTH2012TH]dbTHZYaUZY 50.4 1722

662 unsightsHintoHtheHphylogenyHandHcodingHpotentialHofHmicrobialHdarkHmatterVHNatureTH2013TH]eeTH][YUc 50.4 1484

661 ôheHcompleteHgenomeHsequenceHofHtheHhyperthermophilicTHsulphateUreducingHarchaeonH
mrchaeoglobusHfulgidusVHNatureTH1997TH[eXTH[b]UcX 50.4 1257

660 yetagenomicHandHfunctionalHanalysisHofHhindgutHmicrobiotaHofHaHwoodUfeedingHhigherHtermiteVH
NatureTH2007TH]aXTHabXUa 50.4 990

659 ôheHminimumHinformationHaboutHaHgenomeHsequenceHPyusSQHspecificationVHNaturedBiotechnologyTH
2008THZbTHa]YUc 44.5 964

658 uysfHtheHuntegratedHyicrobialHsenomesHdatabaseHandHcomparativeHanalysisHsystemVHNucleicdAcidsd
ResearchTH2012TH]XTHpYYaUZZ 20.1 953

657 ’roteinHinteractionHmapsHforHcompleteHgenomesHbasedHonHgeneHfusionHeventsVHNatureTH1999TH]XZTHdbUeX 50.4 896

656 mHphylogenyUdrivenHgenomicHencyclopaediaHofHnacteriaHandHmrchaeaVHNatureTH2009TH]bZTHYXabUbX 50.4 803

655 uysHq fHaHsystemHforHmicrobialHgenomeHannotationHexpertHreviewHandHcurationVHBioinformaticsTH2009
THZaTHZZcYUd 7.2 742

654 senomeHsequenceHofHnacillusHcereusHandHcomparativeHanalysisHwithHnacillusHanthracisVHNatureTH2003TH
]Z[THdcUeY 50.4 670

653 yinimumHinformationHaboutHaHsingleHamplifiedHgenomeHPyuSmsQHandHaHmetagenomeUassembledH
genomeHPyuymsQHofHbacteriaHandHarchaeaVHNaturedBiotechnologyTH2017TH[aTHcZaUc[Y 44.5 648

652 qxperimentalHdeterminationHandHsystemHlevelHanalysisHofHessentialHgenesHinHqscherichiaHcoliH
ysYbaaVHJournaldofdBacteriologyTH2003THYdaTHabc[Ud] 3.5 598

651 üncoveringHqarthOsHviromeVHNatureTH2016THa[bTH]ZaU[X 50.4 551

650 yetagenomicHanalysisHofHtwoHenhancedHbiologicalHphosphorusHremovalHPqn’ QHsludgeHcommunitiesVH
NaturedBiotechnologyTH2006THZ]THYZb[Ue 44.5 541

649 mHcatalogHofHreferenceHgenomesHfromHtheHhumanHmicrobiomeVHScienceTH2010TH[ZdTHee]Ue 33.3 508

648 yinimumHunformationHaboutHaHniosyntheticHseneHclusterVHNaturedChemicaldBiologyTH2015THYYTHbZaU[Y 11.7 498
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647 ôowardHanHonlineHrepositoryHofHStandardHOperatingH’roceduresHPSO’sQHforHPmetaQgenomicH
annotationVHOMICSdAdJournaldofdIntegrativedBiologyTH2008THYZTHY[cU]Y 3.8 491

646 o uS’ HrecognitionHtoolHPo ôQfHaHtoolHforHautomaticHdetectionHofHclusteredHregularlyHinterspacedH
palindromicHrepeatsVHBMCdBioinformaticsTH2007THdTHZXe 3.6 482

645 uysWyHvVaVXfHanHintegratedHdataHmanagementHandHcomparativeHanalysisHsystemHforHmicrobialH
genomesHandHmicrobiomesVHNucleicdAcidsdResearchTH2019TH]cTHpbbbUpbcc 20.1 476

644 ôheHgenomicHbasisHofHtrophicHstrategyHinHmarineHbacteriaVHProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaTH2009THYXbTHYaaZcU[[ 11.5 472

643 ôheHWolbachiaHgenomeHofHnrugiaHmalayifHendosymbiontHevolutionHwithinHaHhumanHpathogenicH
nematodeVHPLoSdBiologyTH2005TH[THeYZY 9.7 452

642 yinimumHinformationHaboutHaHmarkerHgeneHsequenceHPyuym wSQHandHminimumHinformationHaboutH
anyHPxQHsequenceHPyuxSQHspecificationsVHNaturedBiotechnologyTH2011THZeTH]YaUZX 44.5 445

641 uysH]HversionHofHtheHintegratedHmicrobialHgenomesHcomparativeHanalysisHsystemVHNucleicdAcidsd
ResearchTH2014TH]ZTHpabXUc 20.1 444

640 sene’ uy’fHaHgeneHpredictionHimprovementHpipelineHforHprokaryoticHgenomesVHNaturedMethodsTH
2010THcTH]aaUc 21.6 441

639 ôheHgenomeHsequenceHofHtheHfacultativeHintracellularHpathogenHnrucellaHmelitensisVHProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH2002THeeTH]][Ud 11.5 439

638 yicrobialHspeciesHdelineationHusingHwholeHgenomeHsequencesVHNucleicdAcidsdResearchTH2015TH][THbcbYUcY 20.1 433

637 oriticalHmssessmentHofHyetagenomeHunterpretationUaHbenchmarkHofHmetagenomicsHsoftwareVH
NaturedMethodsTH2017THY]THYXb[UYXcY 21.6 412

636 oompleteHsequenceHandHcomparativeHgenomeHanalysisHofHtheHdairyHbacteriumHStreptococcusH
thermophilusVHNaturedBiotechnologyTH2004THZZTHYaa]Ud 44.5 397

635 ’rogrammedHpzmHdestructionHbyHminiatureHo uS’ UoasY]HenzymesVHScienceTH2018TH[bZTHd[eUd]Z 33.3 394

634 ôheHsenomesHOnxineHpatabaseHPsOxpQHvV]fHstatusHofHgenomicHandHmetagenomicHprojectsHandHtheirH
associatedHmetadataVHNucleicdAcidsdResearchTH2012TH]XTHpacYUe 20.1 375

633
oomparisonHofHtheHcompleteHgenomeHsequencesHofH’seudomonasHsyringaeHpvVHsyringaeHncZdaHandH
pvVHtomatoHpo[XXXVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH
2005THYXZTHYYXb]Ue

11.5 354

632 ’roteinHstructureHdeterminationHusingHmetagenomeHsequenceHdataVHScienceTH2017TH[aaTHZe]UZed 33.3 346

631 SymbiosisHinsightsHthroughHmetagenomicHanalysisHofHaHmicrobialHconsortiumVHNatureTH2006TH]][THeaXUa 50.4 339

630 ôheHsenomesHOnHxineHpatabaseHPsOxpQHinHZXXefHstatusHofHgenomicHandHmetagenomicHprojectsHandH
theirHassociatedHmetadataVHNucleicdAcidsdResearchTH2010TH[dTHp[]bUa] 20.1 331

(2010-2008)
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629 senomicsVHsenomeHprojectHstandardsHinHaHnewHeraHofHsequencingVHScienceTH2009TH[ZbTHZ[bUc 33.3 326

628 uysWyfHintegratedHgenomeHandHmetagenomeHcomparativeHdataHanalysisHsystemVHNucleicdAcidsd
ResearchTH2017TH]aTHpaXcUpaYb 20.1 317

627 ôheHintegratedHmicrobialHgenomesHPuysQHsystemVHNucleicdAcidsdResearchTH2006TH[]THp[]]Ud 20.1 306

626 pirectHcomparisonsHofHulluminaHvsVH ocheH]a]HsequencingHtechnologiesHonHtheHsameHmicrobialH
communityHpzmHsampleVHPLoSdONETH2012THcTHe[XXdc 3.7 305

625 senomeUnasedHôaxonomicHolassificationHofHtheH’hylumVHFrontiersdindMicrobiologyTH2018THeTHZXXc 5.7 297

624 ôheHsenomesHOnHxineHpatabaseHPsOxpQHinHZXXcfHstatusHofHgenomicHandHmetagenomicHprojectsHandH
theirHassociatedHmetadataVHNucleicdAcidsdResearchTH2008TH[bTHp]caUe 20.1 276

623 zewHinsightsHfromHuncultivatedHgenomesHofHtheHglobalHhumanHgutHmicrobiomeVHNatureTH2019THabdTHaXaUaYX50.4 275

622 uysWyfHaHdataHmanagementHandHanalysisHsystemHforHmetagenomesVHNucleicdAcidsdResearchTH2008TH
[bTHpa[]Ud 20.1 268

621 senomeHsequenceHandHanalysisHofHtheHoralHbacteriumHrusobacteriumHnucleatumHstrainHmôooHZaadbVH
JournaldofdBacteriologyTH2002THYd]THZXXaUYd 3.5 268

620 oompleteHgenomeHsequenceHofHpSyH[XXd[PôQTHtheHtypeHstrainHPüaW]YPôQQHofHqscherichiaHcoliTHandHaH
proposalHforHdelineatingHsubspeciesHinHmicrobialHtaxonomyVHStandardsdindGenomicdSciencesTH2014THeTHZ 267

619 ôheHsenomesHOnxineHpatabaseHPsOxpQHvVafHaHmetadataHmanagementHsystemHbasedHonHaHfourHlevelH
PmetaQgenomeHprojectHclassificationVHNucleicdAcidsdResearchTH2015TH][THpYXeeUYXb 20.1 258

618 üseHofHsimulatedHdataHsetsHtoHevaluateHtheHfidelityHofHmetagenomicHprocessingHmethodsVHNatured
MethodsTH2007TH]TH]eaUaXX 21.6 257

617 ôheHyanrfHaHnovelHnonUredundantHdatabaseHcontainingHproteinHsequencesHandHannotationsHfromH
multipleHsourcesHandHassociatedHtoolsVHBMCdBioinformaticsTH2012THY[THY]Y 3.6 215

616 mHkorarchaealHgenomeHrevealsHinsightsHintoHtheHevolutionHofHtheHmrchaeaVHProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH2008THYXaTHdYXZUc 11.5 214

615 uysWyH]HversionHofHtheHintegratedHmetagenomeHcomparativeHanalysisHsystemVHNucleicdAcidsd
ResearchTH2014TH]ZTHpabdUc[ 20.1 212

614 ôheHintegratedHmicrobialHgenomesHsystemfHanHexpandingHcomparativeHanalysisHresourceVHNucleicd
AcidsdResearchTH2010TH[dTHp[dZUeX 20.1 210

613 oultivationHandHsequencingHofHrumenHmicrobiomeHmembersHfromHtheHtungateYXXXHoollectionVH
NaturedBiotechnologyTH2018TH[bTH[aeU[bc 44.5 207

612 uysWyfHtheHintegratedHmetagenomeHdataHmanagementHandHcomparativeHanalysisHsystemVHNucleicd
AcidsdResearchTH2012TH]XTHpYZ[Ue 20.1 207
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611 ôheHevolutionHofHhostHspecializationHinHtheHvertebrateHgutHsymbiontHxactobacillusHreuteriVHPLoSd
GeneticsTH2011THcTHeYXXY[Y] 6 203

610 ôheHS’rtHdomainfHimplicatedHinHregulatingHtargetedHproteinHturnoverHinHstomatinsHandHotherH
membraneUassociatedHproteinsVHTrendsdindBiochemicaldSciencesTH1999THZ]TH]ZaUc 10.3 201

609 ’republicationHdataHsharingVHNatureTH2009TH]bYTHYbdUcX 50.4 197

608 ôheHcompleteHgenomeHsequenceHofHtheHalgalHsymbiontHpinoroseobacterHshibaefHaHhitchhikerOsHguideH
toHlifeHinHtheHseaVHISMEdJournalTH2010TH]THbYUcc 11.9 187

607 yeetingHreportfHtheHterabaseHmetagenomicsHworkshopHandHtheHvisionHofHanHqarthHmicrobiomeH
projectVHStandardsdindGenomicdSciencesTH2010TH[THZ][Ud 187

606 ôheHsenomesHOnHxineHpatabaseHPsOxpQHvVZfHaHmonitorHofHgenomeHprojectsHworldwideVHNucleicdAcidsd
ResearchTH2006TH[]THp[[ZU] 20.1 187

605 mHunifiedHcatalogHofHZX]Te[dHreferenceHgenomesHfromHtheHhumanHgutHmicrobiomeVHNatured
BiotechnologyTH2021TH[eTHYXaUYY] 44.5 185

604 yinimumHunformationHaboutHanHüncultivatedHγirusHsenomeHPyuüγisQVHNaturedBiotechnologyTH2019TH
[cTHZeU[c 44.5 180

603 ôheHpOqUvsuHStandardHOperatingH’rocedureHforHtheHmnnotationsHofHyicrobialHsenomesVHStandardsd
indGenomicdSciencesTH2009THYTHb[Uc 177

602 ôheHstandardHoperatingHprocedureHofHtheHpOqUvsuHyicrobialHsenomeHmnnotationH’ipelineHPysm’H
vV]QVHStandardsdindGenomicdSciencesTH2015THYXTHdb 174

601 ôheHq sOHgenomeHanalysisHandHdiscoveryHsystemVHNucleicdAcidsdResearchTH2003TH[YTHYb]UcY 20.1 173

600 senomeHsequenceHandHanalysisHofHtheHsoilHcellulolyticHactinomyceteHôhermobifidaHfuscaHYXVHJournald
ofdBacteriologyTH2007THYdeTHZ]ccUdb 3.5 167

599 ôheHintegratedHmicrobialHgenomesHPuysQHsystemHinHZXXcfHdataHcontentHandHanalysisHtoolHextensionsVH
NucleicdAcidsdResearchTH2008TH[bTHpaZdU[[ 20.1 167

598 YTXX[HreferenceHgenomesHofHbacterialHandHarchaealHisolatesHexpandHcoverageHofHtheHtreeHofHlifeVH
NaturedBiotechnologyTH2017TH[aTHbcbUbd[ 44.5 161

597 siantHvirusesHwithHanHexpandedHcomplementHofHtranslationHsystemHcomponentsVHScienceTH2017TH[abTHdZUda33.3 148

596 senomicHencyclopediaHofHbacteriaHandHarchaeafHsequencingHaHmyriadHofHtypeHstrainsVHPLoSdBiologyTH
2014THYZTHeYXXYeZX 9.7 146

595
ôheHqarthHyicrobiomeH’rojectfHyeetingHreportHofHtheHJYHqy’HmeetingHonHsampleHselectionHandH
acquisitionJHatHmrgonneHzationalHxaboratoryHOctoberHbHZXYXVHStandardsdindGenomicdSciencesTH2010TH
[THZ]eUa[

146

594 ôheHsenomicHStandardsHoonsortiumVHPLoSdBiologyTH2011THeTHeYXXYXdd 9.7 143

(2011-2011)
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593 yetagenomicsHuncoversHgapsHinHampliconUbasedHdetectionHofHmicrobialHdiversityVHNatured
MicrobiologyTH2016THYTHYaX[Z 26.6 132

592 senomesHOnxineHpatabaseHPsOxpQHvVbfHdataHupdatesHandHfeatureHenhancementsVHNucleicdAcidsd
ResearchTH2017TH]aTHp]]bUp]ab 20.1 128

591 senomesHOnxineHdatabaseHPsOxpQHvVcfHupdatesHandHnewHfeaturesVHNucleicdAcidsdResearchTH2019TH]cTHpb]eUpbae20.1 125

590 mHgenomicHcatalogHofHqarthOsHmicrobiomesVHNaturedBiotechnologyTH2021TH[eTH]eeUaXe 44.5 120

589 uysWγ fHaHdatabaseHofHculturedHandHunculturedHpzmHγirusesHandHretrovirusesVHNucleicdAcidsd
ResearchTH2017TH]aTHp]acUp]ba 20.1 115

588 senomeUnasedHôaxonomicHolassificationHofVHFrontiersdindMicrobiologyTH2016THcTHZXX[ 5.7 114

587 ôheHuysWyHdataHmanagementHandHanalysisHsystemHvVbVXfHnewHtoolsHandHadvancedHcapabilitiesVH
NucleicdAcidsdResearchTH2021TH]eTHpcaYUpcb[ 20.1 114

586 oomparativeHmetagenomicHandHmetatranscriptomicHanalysisHofHhindgutHpaunchHmicrobiotaHinHwoodUH
andHdungUfeedingHhigherHtermitesVHPLoSdONETH2013THdTHebYYZb 3.7 113

585 wOWfHaHnovelHmotifHlinkingHaHbacterialHtranscriptionHfactorHwithHribosomalHproteinsVHTrendsdind
BiochemicaldSciencesTH1996THZYTH]ZaUb 10.3 113

584 ôheHfastHchangingHlandscapeHofHsequencingHtechnologiesHandHtheirHimpactHonHmicrobialHgenomeH
assembliesHandHannotationVHPLoSdONETH2012THcTHe]dd[c 3.7 112

583 oheckγHassessesHtheHqualityHandHcompletenessHofHmetagenomeUassembledHviralHgenomesVHNatured
BiotechnologyTH2021TH[eTHacdUada 44.5 104

582 mnalysisHofHYTXXXSHôypeUStrainHsenomesHSubstantiallyHumprovesHôaxonomicHolassificationHofVH
FrontiersdindMicrobiologyTH2020THYYTH]bd 5.7 101

581 uysWγ HvVZVXfHanHintegratedHdataHmanagementHandHanalysisHsystemHforHcultivatedHandH
environmentalHviralHgenomesVHNucleicdAcidsdResearchTH2019TH]cTHpbcdUpbdb 20.1 101

580 orypticHinovirusesHrevealedHasHpervasiveHinHbacteriaHandHarchaeaHacrossHqarthOsHbiomesVHNatured
MicrobiologyTH2019TH]THYdeaUYeXb 26.6 99

579 yultipleHsyntrophicHinteractionsHinHaHterephthalateUdegradingHmethanogenicHconsortiumVHISMEd
JournalTH2011THaTHYZZU[X 11.9 99

578 siantHvirusHdiversityHandHhostHinteractionsHthroughHglobalHmetagenomicsVHNatureTH2020THacdTH][ZU][b 50.4 94

577 oompleteHgenomeHsequenceHofHwytococcusHsedentariusHtypeHstrainHPa]YQVHStandardsdindGenomicd
SciencesTH2009THYTHYZUZX 94

576 udentificationHofHaHhaloalkaliphilicHandHthermostableHcellulaseHwithHimprovedHionicHliquidHtoleranceVH
GreendChemistryTH2011THY[THZXd[ 10 93
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575 mHgenomicHanalysisHofHtheHarchaealHsystemHugnicoccusHhospitalisUzanoarchaeumHequitansVHGenomed
BiologyTH2008THeTH Yad 18.3 92

574 xargeUScaleHmnalysesHofHtumanHyicrobiomesH evealHôhousandsHofHSmallTHzovelHsenesVHCellTH2019TH
YcdTHYZ]aUYZaeVeY] 56.2 91

573 undividualHgenomeHassemblyHfromHcomplexHcommunityHshortUreadHmetagenomicHdatasetsVHISMEd
JournalTH2012THbTHdedUeXY 11.9 91

572 slobalHmetagenomicHsurveyHrevealsHaHnewHbacterialHcandidateHphylumHinHgeothermalHspringsVH
NaturedCommunicationsTH2016THcTHYX]cb 17.4 90

571 yurineHcolitisHrevealsHaHdiseaseUassociatedHbacteriophageHcommunityVHNaturedMicrobiologyTH2018TH[THYXZ[UYX[Y26.6 90

570 mHthermostableHoaseHwithHincreasedHlifetimeHinHhumanHplasmaVHNaturedCommunicationsTH2017THdTHY]Z] 17.4 88

569 SuccessionHinHtheHpetroleumHreservoirHmicrobiomeHthroughHanHoilHfieldHproductionHlifecycleVHISMEd
JournalTH2017THYYTHZY]YUZYa] 11.9 86

568
tighHlevelHofHintergeneraHgeneHexchangeHshapesHtheHevolutionHofHhaloarchaeaHinHanHisolatedH
mntarcticHlakeVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH2013
THYYXTHYbe[eU]]

11.5 85

567 xargeUscaleHcontaminationHofHmicrobialHisolateHgenomesHbyHulluminaH’hiXHcontrolVHStandardsdind
GenomicdSciencesTH2015THYXTHYd 85

566 senomicHcharacterizationHofHmethanomicrobialesHrevealsHthreeHclassesHofHmethanogensVHPLoSdONETH
2009TH]THeacec 3.7 85

565 ôheHcompleteHmultipartiteHgenomeHsequenceHofHoupriavidusHnecatorHvy’Y[]THaHversatileHpollutantH
degraderVHPLoSdONETH2010THaTHeecZe 3.7 84

564 StopHcodonHreassignmentsHinHtheHwildVHScienceTH2014TH[]]THeXeUY[ 33.3 83

563 senomeUbasedHevolutionaryHhistoryHofH’seudomonasHsppVHEnvironmentaldMicrobiologyTH2018THZXTHZY]ZUZYae5.2 81

562 ôheHstandardHoperatingHprocedureHofHtheHpOqUvsuHyetagenomeHmnnotationH’ipelineHPym’HvV]QVH
StandardsdindGenomicdSciencesTH2016THYYTHYc 81

561 qngineeringHqscherichiaHcoliHforHbiodieselHproductionHutilizingHaHbacterialHfattyHacidH
methyltransferaseVHApplieddanddEnvironmentaldMicrobiologyTH2011THccTHdXaZUbY 4.8 81

560 WholeUgenomeHcomparativeHanalysisHofHthreeHphytopathogenicHXylellaHfastidiosaHstrainsVH
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH2002THeeTHYZ]X[Ud 11.5 81

559 uysUmnofHmHwnowledgeHnaseHôoHruelHpiscoveryHofHniosyntheticHseneHolustersHandHzovelHSecondaryH
yetabolitesVHMBioTH2015THbTHeXXe[Z 7.8 80

558 oompleteHgenomeHsequenceHofHtheHyedicagoHmicrosymbiontHqnsiferHPSinorhizobiumQHmedicaeH
strainHWSy]YeVHStandardsdindGenomicdSciencesTH2010THZTHccUdb 80

(2010-2008)
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557 üniversalHproteinHfamiliesHandHtheHfunctionalHcontentHofHtheHlastHuniversalHcommonHancestorVH
JournaldofdMoleculardEvolutionTH1999TH]eTH]Y[UZ[ 3.1 80

556 rifteenHyearsHofHmicrobialHgenomicsfHmeetingHtheHchallengesHandHfulfillingHtheHdreamVHNatured
BiotechnologyTH2009THZcTHbZcU[Z 44.5 73

555 senomicsHofHaerobicHcelluloseHutilizationHsystemsHinHactinobacteriaVHPLoSdONETH2012THcTHe[e[[Y 3.7 73

554 senomicHqncyclopediaHofHôypeHStrainsTH’haseHufHôheHoneHthousandHmicrobialHgenomesHPwysUuQH
projectVHStandardsdindGenomicdSciencesTH2014THeTHYZcdUd] 72

553 zonUcontiguousHfinishedHgenomeHsequenceHandHcontextualHdataHofHtheHfilamentousHsoilHbacteriumH
wtedonobacterHracemiferHtypeHstrainHPSOS’YUZYQVHStandardsdindGenomicdSciencesTH2011THaTHecUYYY 72

552 mnHexperimentalHmetagenomeHdataHmanagementHandHanalysisHsystemVHBioinformaticsTH2006THZZTHe[aeUbc7.2 72

551 ôheHgenomeHofHtheHobligatelyHintracellularHbacteriumHqhrlichiaHcanisHrevealsHthemesHofHcomplexH
membraneHstructureHandHimmuneHevasionHstrategiesVHJournaldofdBacteriologyTH2006THYddTH]XYaUZ[ 3.5 72

550 zontargetedHvirusHsequenceHdiscoveryHpipelineHandHvirusHclusteringHforHmetagenomicHdataVHNatured
ProtocolsTH2017THYZTHYbc[UYbdZ 18.8 71

549 SequencingHofHmultipleHclostridialHgenomesHrelatedHtoHbiomassHconversionHandHbiofuelHproductionVH
JournaldofdBacteriologyTH2010THYeZTHb]e]Ub 3.5 71

548 oompleteHgenomeHsequencesHofHsixHstrainsHofHtheHgenusHyethylobacteriumVHJournaldofdBacteriologyTH
2012THYe]TH]c]bUd 3.5 70

547 senomeHanalysisHofHrVHnucleatumHsubHsppHvincentiiHandHitsHcomparisonHwithHtheHgenomeHofHrVH
nucleatumHmôooHZaadbVHGenomedResearchTH2003THY[THYYdXUe 9.7 67

546 senomesHOnxineHpatabaseHPsOxpHYVXQfHaHmonitorHofHcompleteHandHongoingHgenomeHprojectsH
worldUwideVHBioinformaticsTH1999THYaTHcc[U] 7.2 67

545 mnalysisHofHYTXXXHôypeUStrainHsenomesHumprovesHôaxonomicHolassificationHofVHFrontiersdind
MicrobiologyTH2019THYXTHZXd[ 5.7 66

544 senomeHpataH’rovidesHtighHSupportHforHsenericHnoundariesHinHSensuHxatoVHFrontiersdindMicrobiology
TH2017THdTHYYa] 5.7 66

543 oomparativeHgenomeHanalysisHofHnacillusHcereusHgroupHgenomesHwithHnacillusHsubtilisVHFEMSd
MicrobiologydLettersTH2005THZaXTHYcaUd] 2.9 64

542 senomeUbasedHclassificationHofHmicromonosporaeHwithHaHfocusHonHtheirHbiotechnologicalHandH
ecologicalHpotentialVHScientificdReportsTH2018THdTHaZa 4.9 63

541 oompleteHgenomeHsequenceHofHOdoribacterHsplanchnicusHtypeHstrainHPYbaYWbQVHStandardsdind
GenomicdSciencesTH2011TH]THZXXUe 62

540 ôheHemergenceHofHmajorHcellularHprocessesHinHevolutionVHFEBSdLettersTH1996TH[eXTHYYeUZ[ 3.8 62
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539 uysUmnofHnewHfeaturesHforHbacterialHsecondaryHmetabolismHanalysisHandHtargetedHbiosyntheticHgeneH
clusterHdiscoveryHinHthousandsHofHmicrobialHgenomesVHNucleicdAcidsdResearchTH2017TH]aTHpabXUpaba 20.1 61

538 oompleteHgenomeHofHtheHcellulolyticHruminalHbacteriumH uminococcusHalbusHcVHJournaldofd
BacteriologyTH2011THYe[THaac]Ua 3.5 61

537 zovelHinsightsHintoHtheHdiversityHofHcatabolicHmetabolismHfromHtenHhaloarchaealHgenomesVHPLoSdONE
TH2011THbTHeZXZ[c 3.7 60

536 oompleteHgenomeHsequenceHofHJqnterobacterHlignolyticusJHSorYVHStandardsdindGenomicdSciencesTH
2011THaTHbeUda 60

535 praftHsequencingHandHcomparativeHgenomicsHofHXylellaHfastidiosaHstrainsHrevealHnovelHbiologicalH
insightsVHGenomedResearchTH2002THYZTHYaabUb[ 9.7 59

534 uysWγ Hv[fHanHintegratedHecologicalHandHevolutionaryHframeworkHforHinterrogatingHgenomesHofH
uncultivatedHvirusesVHNucleicdAcidsdResearchTH2021TH]eTHpcb]Upcca 20.1 58

533 oompleteHgenomeHsequenceHofHtheHaerobicHmarineHmethanotrophHyethylomonasHmethanicaHyoXeVH
JournaldofdBacteriologyTH2011THYe[THcXXYUZ 3.5 57

532 oompleteHgenomeHsequenceHofHohitinophagaHpinensisHtypeHstrainHPü–yHZX[]QVHStandardsdind
GenomicdSciencesTH2010THZTHdcUea 57

531
runctionalHandHgenomicHdiversityHofHmethylotrophicH hodocyclaceaefHdescriptionHofH
yethyloversatilisHdiscipulorumHspVHnovVHInternationaldJournaldofdSystematicdanddEvolutionaryd
MicrobiologyTH2015THbaTHZZZcUZZ[[

2.2 56

530 senomeHsequenceHofHtheHrlemingHstrainHofHyicrococcusHluteusTHaHsimpleHfreeUlivingH
actinobacteriumVHJournaldofdBacteriologyTH2010THYeZTHd]YUbX 3.5 55

529 rocusfHSynergistetesVHEnvironmentaldMicrobiologyTH2009THYYTHY[ZcUe 5.2 55

528 senomeHanalysisHofHtheHanaerobicHthermohalophilicHbacteriumHtalothermothrixHoreniiVHPLoSdONETH
2009TH]THe]YeZ 3.7 54

527 WholeUgenomeHsequenceHannotationfHOsoingHwrongHwithHconfidenceOVHMoleculardMicrobiologyTH1999TH
[ZTHddbUc 4.1 54

526 oompleteHgenomeHsequenceHofHtaliangiumHochraceumHtypeHstrainHPSy’UZQVHStandardsdindGenomicd
SciencesTH2010THZTHebUYXb 53

525 OnHtheHevolutionHofHarginasesHandHrelatedHenzymesVHJournaldofdMoleculardEvolutionTH1994TH[eTHYXYU] 3.1 53

524 mrchaealHandHbacterialHhyperthermophilesfHhorizontalHgeneHexchangeHorHcommonHancestrykVHTrendsd
indGeneticsTH1999THYaTHZedUe 8.5 52

523 oompleteHgenomeHsequenceHofHJôhioalkalivibrioHsulfidophilusJHtxUqbsrcVHStandardsdindGenomicd
SciencesTH2011TH]THZ[U[a 51

522 seneHcontextHanalysisHinHtheHuntegratedHyicrobialHsenomesHPuysQHdataHmanagementHsystemVHPLoSd
ONETH2009TH]THecece 3.7 51

(2009-2017)
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521 oartographyHofHopportunisticHpathogensHandHantibioticHresistanceHgenesHinHaHtertiaryHhospitalH
environmentVHNaturedMedicineTH2020THZbTHe]YUeaY 50.5 50

520 umprovingHmicrobialHgenomeHannotationsHinHanHintegratedHdatabaseHcontextVHPLoSdONETH2013THdTHea]dae 3.7 49

519
oompleteHgenomeHsequencesHforHtheHanaerobicTHextremelyHthermophilicHplantHbiomassUdegradingH
bacteriaHoaldicellulosiruptorHhydrothermalisTHoaldicellulosiruptorHkristjanssoniiTHoaldicellulosiruptorH
kronotskyensisTHoaldicellulosiruptorHowensensisTHandHoaldicellulosiruptorHlactoaceticusVHJournaldofd
BacteriologyTH2011THYe[THY]d[U]

3.5 49

518 oompleteHgenomeHsequenceHofHseodermatophilusHobscurusHtypeHstrainHPsUZXQVHStandardsdind
GenomicdSciencesTH2010THZTHYadUbc 49

517 senomeHsequenceHofHôhermofilumHpendensHrevealsHanHexceptionalHlossHofHbiosyntheticHpathwaysH
withoutHgenomeHreductionVHJournaldofdBacteriologyTH2008THYeXTHZeacUba 3.5 49

516 ’ropesefHaHcomputationalHprotocolHforHfullyHautomatedHdecontaminationHofHgenomesVHISMEdJournal
TH2016THYXTHZbeUcZ 11.9 48

515 senomicHqncyclopediaHofHnacterialHandHmrchaealHôypeHStrainsTH’haseHuuufHtheHgenomesHofHsoilHandH
plantUassociatedHandHnewlyHdescribedHtypeHstrainsVHStandardsdindGenomicdSciencesTH2015THYXTHZb 48

514 tipyoxfHaHhighUperformanceHparallelHimplementationHofHtheHyarkovHclusteringHalgorithmHforH
largeUscaleHnetworksVHNucleicdAcidsdResearchTH2018TH]bTHe[[ 20.1 48

513 oompleteHgenomeHsequenceHofHôhaueraHaminoaromaticaHstrainHyZYôVHStandardsdindGenomicd
SciencesTH2012THbTH[ZaU[a 47

512 senomesHOnxineHpatabaseHPsOxpQHvVdfHoverviewHandHupdatesVHNucleicdAcidsdResearchTH2021TH]eTHpcZ[Upc[[20.1 47

511 mHsenomicHqncyclopediaHofHtheH ootHzoduleHnacteriafHassessingHgeneticHdiversityHthroughHaH
systematicHbiogeographicHsurveyVHStandardsdindGenomicdSciencesTH2015THYXTHY] 46

510 praftHgenomeHsequenceHofHrrankiaHspVHstrainHoz[THanHatypicalTHnoninfectiveHPzodUQHineffectiveHPrixUQH
isolateHfromHooriariaHnepalensisVHGenomedAnnouncementsTH2013THYTHeXXXdaY[ 46

509 oomparativeHgenomicHanalysisHofHtheHmicrobiomeH[corrected]HofHherbivorousHinsectsHrevealsH
ecoUenvironmentalHadaptationsfHbiotechnologyHapplicationsVHPLoSdGeneticsTH2013THeTHeYXX[Y[Y 6 46

508
oompleteHgenomeHsequencesHofHpesulfosporosinusHorientisHpSycbaôTHpesulfosporosinusHyoungiaeH
pSyYcc[]ôTHpesulfosporosinusHmeridieiHpSyY[ZacôTHandHpesulfosporosinusHacidiphilusH
pSyZZcX]ôVHJournaldofdBacteriologyTH2012THYe]THb[XXUY

3.5 46

507
oompleteHgenomeHsequenceHofHtheHtermiteHhindgutHbacteriumHSpirochaetaHcoccoidesHtypeHstrainH
PS’zYPôQQTHreclassificationHinHtheHgenusHSphaerochaetaHasHSphaerochaetaHcoccoidesHcombVHnovVHandH
emendationsHofHtheHfamilyHSpirochaetaceaeHandHtheHgenusHSphaerochaetaVHStandardsdindGenomicd
SciencesTH2012THbTHYe]UZXe

46

506 runctionalHgenomicsHofHnovelHsecondaryHmetabolitesHfromHdiverseHcyanobacteriaHusingHuntargetedH
metabolomicsVHMarinedDrugsTH2013THYYTH[bYcU[Y 6 45

505 oompleteHgenomeHsequenceHofH hizobiumHleguminosarumHbvVHtrifoliiHstrainHWSyY[ZaTHanHeffectiveH
microsymbiontHofHannualHyediterraneanHcloversVHStandardsdindGenomicdSciencesTH2010THZTH[]cUab 45

504 oompleteHgenomeHsequenceHofHpehalogenimonasHlykanthroporepellensHtypeHstrainHPnxUpoUePôQQH
andHcomparisonHtoHJpehalococcoidesJHstrainsVHStandardsdindGenomicdSciencesTH2012THbTHZaYUb] 45
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503 ôowardsHaHbalancedHviewHofHtheHbacterialHtreeHofHlifeVHMicrobiomeTH2017THaTHY]X 16.6 44

502 racileH ecodingHofHSelenocysteineHinHzatureVHAngewandtedChemiedrdInternationaldEditionTH2016THaaTHa[[cU]Y16.4 43

501 yicrobialHcoUhabitationHandHlateralHgeneHtransferfHwhatHtransposasesHcanHtellHusVHGenomedBiologyTH
2009THYXTH ]a 18.3 43

500 yetabolicHdependenciesHgovernHmicrobialHsyntrophiesHduringHmethanogenesisHinHanHanaerobicH
digestionHecosystemVHMicrobiomeTH2020THdTHZZ 16.6 42

499 ’rokaryoticHcommunityHprofilesHatHdifferentHoperationalHstagesHofHaHsreekHsolarHsalternVHResearchdind
MicrobiologyTH2008THYaeTHbXeUZc 4 42

498 mHglobalHmetagenomicHmapHofHurbanHmicrobiomesHandHantimicrobialHresistanceVHCellTH2021THYd]TH[[cbU[[e[VeYc56.2 42

497 senomeUinformedHnradyrhizobiumHtaxonomyfHwhereHtoHfromHherekVHSystematicdanddAppliedd
MicrobiologyTH2019TH]ZTH]ZcU][e 4.2 41

496 ôheHcompleteHgenomeHsequenceHofHôhermoproteusHtenaxfHaHphysiologicallyHversatileHmemberHofH
theHorenarchaeotaVHPLoSdONETH2011THbTHeZ]ZZZ 3.7 41

495 oompleteHgenomeHsequenceHofHusosphaeraHpallidaHtypeHstrainHPuSYnQVHStandardsdindGenomicdSciencesTH
2011TH]THb[UcY 40

494
oompleteHgenomeHsequenceHofH’lanctomycesHbrasiliensisHtypeHstrainHPpSyHa[XaPôQQTHphylogenomicH
analysisHandHreclassificationHofH’lanctomycetesHincludingHtheHdescriptionsHofHsimesiaHgenVHnovVTH
’lanctopirusHgenVHnovVHandH ubinisphaeraHgenVHnovVHandHemendedHdescriptionsHofHtheHorderH
’lanctomycetalesHandHtheHfamilyH’lanctomycetaceaeVHStandardsdindGenomicdSciencesTH2014THeTHYX

39

493 oompleteHgenomeHsequenceHofHpesulfobulbusHpropionicusHtypeHstrainHPYpr[QVHStandardsdindGenomicd
SciencesTH2011TH]THYXXUYX 39

492
oompleteHgenomeHsequenceHofH hizobiumHleguminosarumHbvHtrifoliiHstrainHWSyZ[X]THanHeffectiveH
microsymbiontHofHtheHSouthHmmericanHcloverHôrifoliumHpolymorphumVHStandardsdindGenomicd
SciencesTH2010THZTHbbUcb

39

491 zovelHproteinHfamiliesHinHarchaeanHgenomesVHNucleicdAcidsdResearchTH1995THZ[THabaUcX 20.1 39

490 ôheHeubacterialHtranscriptionalHactivatorHxrpHisHpresentHinHtheHarchaeonH’yrococcusHfuriosusVHTrendsd
indBiochemicaldSciencesTH1995THZXTHY]XUY 10.3 39

489 SupportingHcommunityHannotationHandHuserHcollaborationHinHtheHintegratedHmicrobialHgenomesH
PuysQHsystemVHBMCdGenomicsTH2016THYcTH[Xc 4.5 38

488 oompleteHgenomeHsequenceHofHôrueperaHradiovictrixHtypeHstrainHP –UZ]QVHStandardsdindGenomicd
SciencesTH2011TH]THeYUe 37

487 oompleteHsenomeHsequenceHofHnurkholderiaHphymatumHSôydYaPôQTHaHbroadHhostHrangeHandH
efficientHnitrogenUfixingHsymbiontHofHyimosaHspeciesVHStandardsdindGenomicdSciencesTH2014THeTHcb[Uc] 36

486 yicrobialHecologyHofHanHmntarcticHhypersalineHlakefHgenomicHassessmentHofHecophysiologyHamongH
dominantHhaloarchaeaVHISMEdJournalTH2014THdTHYb]aUad 11.9 36

(2014-2017)
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485 uysWyUty’fHaHmetagenomeHcomparativeHanalysisHsystemHforHtheHtumanHyicrobiomeH’rojectVHPLoSd
ONETH2012THcTHe]XYaY 3.7 36

484 yetagenomicHcompendiumHofHYdeTbdXHpzmHvirusesHfromHtheHhumanHgutHmicrobiomeVHNatured
MicrobiologyTH2021THbTHebXUecX 26.6 36

483 reathermossHandHepiphyticHzostocHcooperateHdifferentlyfHexpandingHtheHspectrumHofH
plantUcyanobacteriaHsymbiosisVHISMEdJournalTH2017THYYTHZdZYUZd[[ 11.9 35

482 praftHgenomeHsequenceHofHrrankiaHspVHstrainH–m[THaHnitrogenUfixingHactinobacteriumHisolatedHfromH
theHrootHnoduleHofHmlnusHnitidaVHGenomedAnnouncementsTH2013THYTHeXXYX[Y[ 35

481 oompleteHgenomeHsequenceHofHtheHfilamentousHglidingHpredatoryHbacteriumHterpetosiphonH
aurantiacusHtypeHstrainHPYY]UeaPôQQVHStandardsdindGenomicdSciencesTH2011THaTH[abUcX 35

480 oompleteHgenomeHsequenceHofHSpirosomaHlingualeHtypeHstrainHPYQVHStandardsdindGenomicdSciencesTH
2010THZTHYcbUda 35

479 mnnotationHofHmetagenomeHshortHreadsHusingHproxygenesVHBioinformaticsTH2008THZ]THicUY[ 7.2 35

478 towHyuchHpoHr zmHseneHSurveysHünderestimateHqxtantHnacterialHpiversitykVHApplieddandd
EnvironmentaldMicrobiologyTH2018THd]TH 4.8 34

477 OnHtheHOriginHofH everseHôranscriptaseUüsingHo uS’ UoasHSystemsHandHôheirHtyperdiverseTH
qnigmaticHSpacerH epertoiresVHMBioTH2017THdTH 7.8 34

476 praftHsenomeHSequenceHofHrrankiaHspVHStrainHnoüYYXaXYTHaHzitrogenUrixingHmctinobacteriumH
usolatedHfromHzodulesHofHpiscariaHtrinevisVHGenomedAnnouncementsTH2013THYTH 34

475 oompleteHgenomeHsequenceHofHpehalobacterHrestrictusH’q UwZ[PôVQVHStandardsdindGenomicdSciencesTH
2013THdTH[caUdd 34

474 oompleteHgenomeHsequenceHofHôhioalkalivibrioHspVHweXmixVHStandardsdindGenomicdSciencesTH2011THaTH[]YUaa 34

473 olaySfHmHolassifierHforHyetagenomicHSequencesVHStandardsdindGenomicdSciencesTH2011THaTHZ]dUa[ 34

472 senomeHsequenceHofHtheHverrucomicrobiumHOpitutusHterraeH’neXUYTHanHabundantHinhabitantHofHriceH
paddyHsoilHecosystemsVHJournaldofdBacteriologyTH2011THYe[THZ[bcUd 3.5 34

471 tabitatUxitefHaHsSoHcaseHstudyHbasedHonHfreeHtextHtermsHforHenvironmentalHmetadataVHOMICSdAd
JournaldofdIntegrativedBiologyTH2008THYZTHYZeU[b 3.8 34

470 uysUmnoHvVaVXfHanHupdateHtoHtheHuysWmtlasHofHniosyntheticHseneHolustersHwnowledgebaseVHNucleicd
AcidsdResearchTH2020TH]dTHp]ZZUp][X 20.1 33

469 senomeUScaleHpataHoallHforHaHôaxonomicH earrangementHofVHFrontiersdindMicrobiologyTH2017THdTHZaXY 5.7 33

468 mHcomparativeHgenomicsHperspectiveHonHtheHgeneticHcontentHofHtheHalkaliphilicHhaloarchaeonH
zatrialbaHmagadiiHmôooH][XeeôVHBMCdGenomicsTH2012THY[THYba 4.5 33
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467 praftHsenomeHSequenceHofHrrankiaHspVHStrainHnysaVYZTHaHzitrogenUrixingHmctinobacteriumHusolatedH
fromHôunisianHSoilsVHGenomedAnnouncementsTH2013THYTH 33

466 oompleteHgenomeHsequenceHofHtheHôhermophilicHnacteriumHqxiguobacteriumHspVHmôYbVHJournaldofd
BacteriologyTH2011THYe[THZddXUY 3.5 33

465 oompleteHgenomeHsequenceHofHpesulfotomaculumHacetoxidansHtypeHstrainHPaacaQVHStandardsdind
GenomicdSciencesTH2009THYTHZ]ZUa[ 33

464 yicrobiomeHpataHSciencefHünderstandingHOurHyicrobialH’lanetVHTrendsdindMicrobiologyTH2016THZ]TH]ZaU]Zc12.4 33

463 oompleteHgenomeHsequenceHofHmnabaenaHvariabilisHmôooHZe]Y[VHStandardsdindGenomicdSciencesTH
2014THeTHabZUc[ 32

462 oomparativeHmetagenomicsHofHhydrocarbonHandHmethaneHseepsHofHtheHsulfHofHyexicoVHScientificd
ReportsTH2017THcTHYbXYa 4.9 32

461 qmpiricalHoomparisonHofHγisualizationHôoolsHforHxargerUScaleHzetworkHmnalysisVHAdvancesdind
BioinformaticsTH2017THZXYcTHYZcde[Z 5.5 32

460 oompleteHgenomeHsequenceHofHtheHethanolUproducingHZymomonasHmobilisHsubspVHmobilisH
centrotypeHmôooHZeYeYVHJournaldofdBacteriologyTH2012THYe]THaebbUc 3.5 32

459 oompleteHgenomeHsequenceHofHmctinosynnemaHmirumHtypeHstrainHPYXYQVHStandardsdindGenomicd
SciencesTH2009THYTH]bUa[ 32

458 oompleteHgenomeHsequenceHofHmrcobacterHnitrofigilisHtypeHstrainHPouQVHStandardsdindGenomicd
SciencesTH2010THZTH[XXUd 32

457 ôheH hodobacterHcapsulatusHgenomeVHPhotosynthesisdResearchTH2001THcXTH][UaZ 3.7 32

456 oompleteHgenomeHsequenceHofHSulfurimonasHautotrophicaHtypeHstrainHPOwYXQVHStandardsdindGenomicd
SciencesTH2010TH[THYe]UZXZ 32

455 mntarcticHarchaeaUvirusHinteractionsfHmetaproteomeUledHanalysisHofHinvasionTHevasionHandH
adaptationVHISMEdJournalTH2015THeTHZXe]UYXc 11.9 31

454
ôrichodesmiumHgenomeHmaintainsHabundantTHwidespreadHnoncodingHpzmHinHsituTHdespiteH
oligotrophicHlifestyleVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaTH2015THYYZTH]ZaYUb

11.5 31

453 senomicHyethodsHandHyicrobiologicalHôechnologiesHforH’rofilingHzovelHandHqxtremeHqnvironmentsH
forHtheHqxtremeHyicrobiomeH’rojectHPXy’QVHJournaldofdBiomoleculardTechniquesTH2017THZdTH[YU[e 1.1 31

452 praftHgenomeHsequenceHofHtalomonasHluteaHstrainHYuyHeYYZaPôQHPpSyHZ[aXdPôQQHisolatedHfromHtheH
alkalineHxakeHqbinurHinHzorthwestHohinaVHStandardsdindGenomicdSciencesTH2015THYXTHY 31

451 oompleteHgenomeHsequenceHofH hodospirillumHrubrumHtypeHstrainHPSYQVHStandardsdindGenomicd
SciencesTH2011TH]THZe[U[XZ 31

450
ôheHgenomeHsequenceHofHyethanohalophilusHmahiiHSx’PôQHrevealsHdifferencesHinHtheHenergyH
metabolismHamongHmembersHofHtheHyethanosarcinaceaeHinhabitingHfreshwaterHandHsalineH
environmentsVHArchaeaTH2010THZXYXTHbeXc[c

2 31

(2010-2013)
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449 oompleteHgenomeHsequenceHofHoellulomonasHflavigenaHtypeHstrainHPY[]QVHStandardsdindGenomicd
SciencesTH2010TH[THYaUZa 31

448 oompleteHgenomeHsequenceHofHtheHsulfurHcompoundsHoxidizingHchemolithoautotrophH
SulfuricurvumHkujienseHtypeHstrainHPYwUYPôQQVHStandardsdindGenomicdSciencesTH2012THbTHe]UYX[ 31

447 oompleteHgenomeHsequenceHofHqggerthellaHlentaHtypeHstrainHPu’’Hγ’uHXZaaQVHStandardsdindGenomicd
SciencesTH2009THYTHYc]UdZ 31

446 ôowardHaHstandardsUcompliantHgenomicHandHmetagenomicHpublicationHrecordVHOMICSdAdJournaldofd
IntegrativedBiologyTH2008THYZTHYacUbX 3.8 31

445 oomparativeHtranscriptomicsHbetweenHSynechococcusH’ooHce]ZHandHSynechocystisH’ooHbdX[H
provideHinsightsHintoHmechanismsHofHstressHacclimationVHPLoSdONETH2014THeTHeYXec[d 3.7 31

444 oOγupUYeHpandemicHrevealsHtheHperilHofHignoringHmetadataHstandardsVHScientificdDataTH2020THcTHYdd 8.2 30

443 senomicHmnalysisHofHTHtheHôhermophilicHmnaerobicHnacteriumHofHtheHzovelHnacterialH’hylumVH
FrontiersdindMicrobiologyTH2017THdTHYea 5.7 30

442 oompleteHgenomeHsequenceHofHpesulfomicrobiumHbaculatumHtypeHstrainHPXQVHStandardsdindGenomicd
SciencesTH2009THYTHZeU[c 30

441 oompleteHgenomeHsequenceHofHtalomicrobiumHmukohataeiHtypeHstrainHPargUZQVHStandardsdind
GenomicdSciencesTH2009THYTHZcXUc 30

440 senomeHanalysisHofHpesulfotomaculumHkuznetsoviiHstrainHYcPôQHrevealsHaHphysiologicalHsimilarityH
withH’elotomaculumHthermopropionicumHstrainHSuPôQVHStandardsdindGenomicdSciencesTH2013THdTHbeUdc 29

439 oompleteHgenomeHsequenceHofHγeillonellaHparvulaHtypeHstrainHPôe[QVHStandardsdindGenomicdSciencesTH
2010THZTHacUba 29

438 senomeHsequenceHandHdescriptionHofHtheHanaerobicHligninUdegradingHbacteriumHôolumonasH
lignolyticaHspVHnovVHStandardsdindGenomicdSciencesTH2015THYXTHYXb 28

437 oompleteHgenomeHsequenceHofHtheHhalophilicHandHhighlyHhalotolerantHohromohalobacterHsalexigensH
typeHstrainHPYtYYPôQQVHStandardsdindGenomicdSciencesTH2011THaTH[ceUdd 28

436 senomeHsequenceHofHtheHethanolUproducingHZymomonasHmobilisHsubspVHmobilisHlectotypeHstrainH
môooHYXeddVHJournaldofdBacteriologyTH2011THYe[THaXaYUZ 3.5 28

435 oompleteHgenomeHsequenceHofHyethanoculleusHmarisnigriH omesserHetHalVHYedYHtypeHstrainHv YVH
StandardsdindGenomicdSciencesTH2009THYTHYdeUeb 28

434 oompleteHgenomeHsequenceHofH’lanctomycesHlimnophilusHtypeHstrainHPyˆ…HZeXQVHStandardsdind
GenomicdSciencesTH2010TH[TH]cUab 28

433 oompleteHgenomeHsequenceHofHyeiothermusHruberHtypeHstrainHPZYQVHStandardsdindGenomicdSciencesTH
2010TH[THZbU[b 28

432 oompleteHgenomeHsequenceHofHtaloterrigenaHturkmenicaHtypeHstrainHP]kQVHStandardsdindGenomicd
SciencesTH2010THZTHYXcUYb 28
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431 oompleteHgenomeHsequenceHofHzakamurellaHmultipartitaHtypeHstrainHPYUYX]QVHStandardsdindGenomicd
SciencesTH2010THZTHYbdUca 28

430 oompleteHgenomeHsequenceHofHtheHligninUdegradingHbacteriumHwlebsiellaHspVHstrainHn xbUZVH
StandardsdindGenomicdSciencesTH2014THeTHYe 27

429 oompleteHgenomeHsequenceHofHrerroglobusHplacidusHmqpuuYZpOVHStandardsdindGenomicdSciencesTH
2011THaTHaXUbX 27

428 oompleteHgenomeHsequenceHofH’olynucleobacterHnecessariusHsubspVHasymbioticusHtypeHstrainH
P–xWU’YpyWmUYPôQQVHStandardsdindGenomicdSciencesTH2012THbTHc]Ud[ 27

427
oompleteHsenomeHSequenceHofH’aenibacillusHstrainHY]VYZyoYXTHaHzovelH’aenibacillusHlautusHstrainH
usolatedHfromHObsidianHtotHSpringHinHYellowstoneHzationalH’arkVHStandardsdindGenomicdSciencesTH
2012THbTH[dYU]XX

27

426 oompleteHgenomeHsequenceHofHmcidimicrobiumHferrooxidansHtypeHstrainHPuo’QVHStandardsdindGenomicd
SciencesTH2009THYTH[dU]a 27

425 oompleteHgenomeHsequenceHofHzocardiopsisHdassonvilleiHtypeHstrainHPuy üHaXeQVHStandardsdind
GenomicdSciencesTH2010TH[TH[ZaU[b 27

424 oompleteHgenomeHsequenceHofHOlsenellaHuliHtypeHstrainHPγ’uHpcbpUZcoQVHStandardsdindGenomicd
SciencesTH2010TH[THcbUd] 27

423 oompleteHgenomeHsequenceHofHpesulfarculusHbaarsiiHtypeHstrainHPZstY]QVHStandardsdindGenomicd
SciencesTH2010TH[THZcbUd] 27

422 oompleteHgenomeHsequenceHofHmminobacteriumHcolombienseHtypeHstrainHPmxmUYQVHStandardsdind
GenomicdSciencesTH2010THZTHZdXUe 27

421 oompleteHgenomeHsequenceHofHzitrosomonasHspVHusceTHanHammoniaHoxidizingHbacteriumHadaptedHtoH
lowHammoniumHconcentrationsVHStandardsdindGenomicdSciencesTH2013THcTH]beUdZ 27

420 piscoveryHofHzovelH’lantHunteractionHpeterminantsHfromHtheHsenomesHofHYb[H ootHzoduleHnacteriaVH
ScientificdReportsTH2015THaTHYbdZa 4.9 26

419 oompleteHgenomeHsequenceHofH iemerellaHanatipestiferHtypeHstrainHPmôooHYYd]aôQVHStandardsdind
GenomicdSciencesTH2011TH]THY]]UYa[ 26

418 qstimatingHpzmHcoverageHandHabundanceHinHmetagenomesHusingHaHgammaHapproximationVH
BioinformaticsTH2010THZbTHZeaU[XY 7.2 26

417 ôheHcompleteHgenomeHsequenceHofHStaphylothermusHmarinusHrevealsHdifferencesHinHsulfurH
metabolismHamongHheterotrophicHorenarchaeotaVHBMCdGenomicsTH2009THYXTHY]a 4.5 26

416 oompleteHgenomeHsequenceHofHtheHanaerobicTHhalophilicHalkalithermophileHzatranaerobiusH
thermophilusHvWWzyUWzUxrVHJournaldofdBacteriologyTH2011THYe[TH]XZ[U] 3.5 26

415 oompleteHgenomeHsequenceHofHyethanocorpusculumHlabreanumHtypeHstrainHZVHStandardsdind
GenomicdSciencesTH2009THYTHYecUZX[ 26

414 oompleteHgenomeHsequenceHofH’irellulaHstaleyiHtypeHstrainHPmôooHZc[ccQVHStandardsdindGenomicd
SciencesTH2009THYTH[XdUYb 26

(2009-2010)
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413 oomparativeHgenomeHanalysisHinHtheHintegratedHmicrobialHgenomesHPuysQHsystemVHMethodsdind
MoleculardBiologyTH2007TH[eaTH[aUab 1.4 26

412 ôowardHunrestrictedHuseHofHpublicHgenomicHdataVHScienceTH2019TH[b[TH[aXU[aZ 33.3 25

411 oompleteHgenomeHsequenceHofHtheHrapeseedHplantUgrowthHpromotingHSerratiaHplymuthicaHstrainH
mSeVHStandardsdindGenomicdSciencesTH2012THbTHa]UbZ 25

410 oompleteHgenomeHsequenceHofHStreptosporangiumHroseumHtypeHstrainHPzuHeYXXQVHStandardsdind
GenomicdSciencesTH2010THZTHZeU[c 25

409 qvolutionaryHimplicationsHofHduplicationsHandHnalbianiHringsHinHprosophilaVHmHstudyHofHprosophilaH
serrataVHGenomeTH1990TH[[TH]cdUda 2.4 25

408 mHscout zmHusH equiredHforHSomeHôypeHγHo uS’ UoasHSystemsVHMoleculardCellTH2020THceTH]YbU]Z]Vea 17.6 24

407 yetagenomicHinvestigationHofHtheHgeologicallyHuniqueHtellenicHγolcanicHmrcHrevealsHaHdistinctiveH
ecosystemHwithHunexpectedHphysiologyVHEnvironmentaldMicrobiologyTH2016THYdTHYYZZU[b 5.2 24

406
praftHgenomeHsequenceHofHmarineHalphaproteobacterialHstrainHtuynYYTHtheHfirstHcultivatedH
representativeHofHaHuniqueHlineageHwithinHtheH oseobacterHcladeHpossessingHanHunusuallyHsmallH
genomeVHStandardsdindGenomicdSciencesTH2014THeTHb[ZU]a

24

405 praftHsenomeHSequenceHofHyethyloferulaHstellataHm ]THanHObligateHyethanotrophH’ossessingHOnlyH
aHSolubleHyethaneHyonooxygenaseVHGenomedAnnouncementsTH2015TH[TH 24

404
senomeHsequenceHofHtheHthermophilicHfreshUwaterHbacteriumHSpirochaetaHcaldariaHtypeHstrainH
PtYPôQQTHreclassificationHofHSpirochaetaHcaldariaTHSpirochaetaHstenostreptaTHandHSpirochaetaH
zuelzeraeHinHtheHgenusHôreponemaHasHôreponemaHcaldariaHcombVHnovVTHôreponemaHstenostreptaH
combVHnovVTHandHôreponemaHzuelzeraeHcombVHnovVTHandHemendationHofHtheHgenusHôreponemaVH
StandardsdindGenomicdSciencesTH2013THdTHddUYXa

24

403 oompleteHgenomeHsequenceHofH’aludibacterHpropionicigenesHtypeHstrainHPWn]QVHStandardsdind
GenomicdSciencesTH2011TH]TH[bU]] 24

402 oompleteHgenomeHsequenceHofHtheHextremelyHhalophilicHtalanaerobiumHpraevalensHtypeHstrainH
PsSxQVHStandardsdindGenomicdSciencesTH2011TH]TH[YZUZY 24

401 oompleteHgenomeHsequenceHofHôhermomonosporaHcurvataHtypeHstrainHPneQVHStandardsdindGenomicd
SciencesTH2011TH]THY[UZZ 24

400 oompleteHgenomeHsequenceHofHSulfurospirillumHdeleyianumHtypeHstrainHPaYcaQVHStandardsdind
GenomicdSciencesTH2010THZTHY]eUac 24

399 ’arallelHoriginsHofHtheHnucleosomeHcoreHandHeukaryoticHtranscriptionHfromHmrchaeaVHJournaldofd
MoleculardEvolutionTH1996TH]ZTHZ[]Ue 3.1 24

398 SingleUcellHgenomicsHofHcoUsortedHzanoarchaeotaHsuggestsHnovelHputativeHhostHassociationsHandH
diversificationHofHproteinsHinvolvedHinHsymbiosisVHMicrobiomeTH2018THbTHYbY 16.6 24

397 ’ermanentHdraftHgenomeHofHpSyHaXaTHanHobligatelyHchemolithoautotrophicHmemberHofHtheVH
StandardsdindGenomicdSciencesTH2017THYZTHYX 23

396 zm’fHôheHzetworkHmnalysisH’rofilerTHaHwebHtoolHforHeasierHtopologicalHanalysisHandHcomparisonHofH
mediumUscaleHbiologicalHnetworksVHBMCdResearchdNotesTH2017THYXTHZcd 2.3 23
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395 oompleteHgenomeHsequenceHofHyethanospirillumHhungateiHtypeHstrainHvrYVHStandardsdindGenomicd
SciencesTH2016THYYTHZ 23

394 oompleteHgenomeHsequenceHofHoellulophagaHlyticaHtypeHstrainHPxuyUZYQVHStandardsdindGenomicd
SciencesTH2011TH]THZZYU[Z 23

393 oompleteHgenomeHsequenceHofHmrthrobacterHphenanthrenivoransHtypeHstrainHPSphe[QVHStandardsdind
GenomicdSciencesTH2011TH]THYZ[U[X 23

392 mHcallHforHstandardizedHclassificationHofHmetagenomeHprojectsVHEnvironmentaldMicrobiologyTH2010TH
YZTHYdX[Ua 5.2 23

391 senomeHsequenceHofHtheHhomoacetogenicHbacteriumHtolophagaHfoetidaHtypeHstrainHPôynS]PôQQVH
StandardsdindGenomicdSciencesTH2012THbTHYc]Ud] 23

390 senomicHStandardsHoonsortiumH’rojectsVHStandardsdindGenomicdSciencesTH2014THeTHaeeUbXY 23

389 mbsenceHofHgenomeHreductionHinHdiverseTHfacultativeHendohyphalHbacteriaVHMicrobialdGenomicsTH2017
TH[THeXXXYXY 4.4 23

388 ôhermusHoshimaiHvxUZHandHôVHthermophilusHvxUYdHgenomeHanalysisHilluminatesHpathwaysHforHcarbonTH
nitrogenTHandHsulfurHcyclingVHStandardsdindGenomicdSciencesTH2013THcTH]]eUbd 22

387 oompleteHgenomeHsequenceHofHoellulophagaHalgicolaHtypeHstrainHPuoYbbQVHStandardsdindGenomicd
SciencesTH2011TH]THcZUdX 22

386 oompleteHgenomeHsequenceHofHtalogeometricumHborinquenseHtypeHstrainHP’ [QVHStandardsdind
GenomicdSciencesTH2009THYTHYaXUe 22

385 oompleteHgenomeHsequenceHofHpesulfurivibrioHalkaliphilusHstrainHmtôZPôQTHaHhaloalkaliphilicH
sulfidogenHfromHqgyptianHhypersalineHalkalineHlakesVHStandardsdindGenomicdSciencesTH2016THYYTHbc 22

384 senomicHstandardsHconsortiumHprojectsVHStandardsdindGenomicdSciencesTH2014THeTHaeeUbXY 21

383 senomeHsequenceHofHtheHmoderatelyHthermophilicTHaminoUacidUdegradingHandHsulfurUreducingH
bacteriumHôhermovirgaHlieniiHtypeHstrainHPoasbX[Y]PôQQVHStandardsdindGenomicdSciencesTH2012THbTHZ[XUe 21

382 oompleteHgenomeHsequenceHofHtalorhabdusHutahensisHtypeHstrainHPmXUZQVHStandardsdindGenomicd
SciencesTH2009THYTHZYdUZa 21

381 oompleteHgenomeHsequenceHofHSaccharomonosporaHviridisHtypeHstrainHP’YXYQVHStandardsdindGenomicd
SciencesTH2009THYTHY]YUe 21

380 oompleteHgenomeHsequenceHofHmtopobiumHparvulumHtypeHstrainHPu’’HYZ]bQVHStandardsdindGenomicd
SciencesTH2009THYTHYbbUc[ 21

379 piversityTHevolutionTHandHclassificationHofHvirophagesHuncoveredHthroughHglobalHmetagenomicsVH
MicrobiomeTH2019THcTHYac 16.6 21

378 SulfateU educingHnacteriaHôhatH’roduceHqxopolymersHôhriveHinHtheHoalcifyingHZoneHofHaHtypersalineH
oyanobacterialHyatVHFrontiersdindMicrobiologyTH2019THYXTHdbZ 5.7 20
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377 mHsynthesisHofHbacterialHandHarchaealHphenotypicHtraitHdataVHScientificdDataTH2020THcTHYcX 8.2 20

376 senomeHanalysisHofHpesulfotomaculumHgibsoniaeHstrainHsrollPôQHaHhighlyHversatileHsramUpositiveH
sulfateUreducingHbacteriumVHStandardsdindGenomicdSciencesTH2014THeTHdZYU[e 20

375 praftHgenomeHsequenceHofHstrainHtuynYXXTHaHculturedHrepresentativeHofHtheHSm YYbHcladeHofH
marineHmlphaproteobacteriaVHStandardsdindGenomicdSciencesTH2011THaTHZbeUcd 20

374 oompleteHgenomeHsequenceHofHôreponemaHsuccinifaciensHtypeHstrainHPbXeYQVHStandardsdindGenomicd
SciencesTH2011TH]TH[bYUcX 20

373 senomeHsequenceHofHtheHethanolUproducingHZymomonasHmobilisHsubspVHpomaceaeHlectotypeHstrainH
môooHZeYeZVHJournaldofdBacteriologyTH2011THYe[THaX]eUaX 3.5 20

372 oompleteHgenomeHsequenceHofHtheHmoderatelyHthermophilicHmineralUsulfideUoxidizingHfirmicuteH
SulfobacillusHacidophilusHtypeHstrainHPzmxPôQQVHStandardsdindGenomicdSciencesTH2012THbTHYUY[ 20

371 oompleteHgenomeHsequenceHofH hodothermusHmarinusHtypeHstrainHP UYXQVHStandardsdindGenomicd
SciencesTH2009THYTHZd[UeX 20

370 oompleteHgenomeHsequenceHofHmlicyclobacillusHacidocaldariusHtypeHstrainHPYX]UumQVHStandardsdind
GenomicdSciencesTH2010THZTHeUYd 20

369 oompleteHgenomeHsequenceHofHSphaerobacterHthermophilusHtypeHstrainHPSHbXZZQVHStandardsdind
GenomicdSciencesTH2010THZTH]eUab 20

368 oompleteHgenomeHsequenceHofHmrchaeoglobusHprofundusHtypeHstrainHPmγYdQVHStandardsdindGenomicd
SciencesTH2010THZTH[ZcU]b 20

367 praftHgenomeHsequencesHofHspVHnovVHq  YYHandHoonmüHYXXcYVHStandardsdindGenomicdSciencesTH2017TH
YZTHc] 19

366 senomicHcompositionHandHdynamicsHamongHyethanomicrobialesHpredictHadaptationHtoHcontrastingH
environmentsVHISMEdJournalTH2017THYYTHdcUee 11.9 19

365 praftHsenomeHSequenceHofHrrankiaHspVHStrainHpoYZTHanHmtypicalTHzoninfectiveTHuneffectiveHusolateH
fromHpatiscaHcannabinaVHGenomedAnnouncementsTH2015TH[TH 19

364
senomeHsequenceHofH’haeobacterHinhibensHtypeHstrainHPôaPôQQTHaHsecondaryHmetaboliteHproducingH
representativeHofHtheHmarineH oseobacterHcladeTHandHemendationHofHtheHspeciesHdescriptionHofH
’haeobacterHinhibensVHStandardsdindGenomicdSciencesTH2013THeTH[[]UaX

19

363 oompleteHgenomeHsequenceHofHtheHacetateUdegradingHsulfateHreducerHpesulfobaccaHacetoxidansH
typeHstrainHPmS nZQVHStandardsdindGenomicdSciencesTH2011TH]TH[e[U]XY 19

362 oompleteHgenomeHsequenceHofHyycobacteriumHspVHstrainHPSpyrYQHandHreclassificationHtoH
yycobacteriumHgilvumHSpyrYVHStandardsdindGenomicdSciencesTH2011THaTHY]]Ua[ 19

361 oompleteHgenomeHsequenceHofHtheHglidingHfreshwaterHbacteriumHrluviicolaHtaffensisHtypeHstrainH
P WZbZQVHStandardsdindGenomicdSciencesTH2011THaTHZYUe 19

360 oompleteHgenomeHsequencingHandHanalysisHofHSaprospiraHgrandisHstrVHxewinTHaHpredatoryHmarineH
bacteriumVHStandardsdindGenomicdSciencesTH2012THbTHd]Ue[ 19
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359 oompleteHgenomeHsequenceHofHoatenulisporaHacidiphilaHtypeHstrainHPupHY[eeXdQVHStandardsdind
GenomicdSciencesTH2009THYTHYYeUZa 19

358 oompleteHgenomeHsequenceHofH’edobacterHheparinusHtypeHstrainHPtuyHcbZU[QVHStandardsdindGenomicd
SciencesTH2009THYTHa]UbZ 19

357 oompleteHgenomeHsequenceHofHnrachybacteriumHfaeciumHtypeHstrainHPSchefferleHbUYXQVHStandardsdind
GenomicdSciencesTH2009THYTH[UYY 19

356 oompleteHgenomeHsequenceHofHpyadobacterHfermentansHtypeHstrainHPzSYY]QVHStandardsdindGenomicd
SciencesTH2009THYTHY[[U]X 19

355 oompleteHgenomeHsequenceHofHôhermanaerovibrioHacidaminovoransHtypeHstrainHPSudd[QVHStandardsd
indGenomicdSciencesTH2009THYTHZa]UbY 19

354 oompleteHgenomeHsequenceHofHmcidaminococcusHfermentansHtypeHstrainHPγ ]QVHStandardsdind
GenomicdSciencesTH2010TH[THYUY] 19

353 oompleteHgenomeHsequenceHofHsordoniaHbronchialisHtypeHstrainHP[]YXQVHStandardsdindGenomicd
SciencesTH2010THZTHYeUZd 19

352 praftHsenomeHSequencesHofHsammaproteobacterialHyethanotrophsHusolatedHfromHyarineH
qcosystemsVHGenomedAnnouncementsTH2016TH]TH 19

351 ôenHyearsHofHmaintainingHandHexpandingHaHmicrobialHgenomeHandHmetagenomeHanalysisHsystemVH
TrendsdindMicrobiologyTH2015THZ[THc[XUc]Y 12.4 18

350 oompleteHgenomeHsequenceHofHtheHthermophilicTHpiezophilicTHheterotrophicHbacteriumHyarinitogaH
piezophilaHwm[VHJournaldofdBacteriologyTH2012THYe]THaec]Ua 3.5 18

349 oompleteHgenomeHsequenceHofHtheHmelanogenicHmarineHbacteriumHyarinomonasHmediterraneaH
typeHstrainHPyynUYPôQQVHStandardsdindGenomicdSciencesTH2012THbTHb[Uc[ 18

348 oompleteHgenomeHsequenceHofHtheHsulfateUreducingHfirmicuteHpesulfotomaculumHruminisHtypeH
strainHPpxPôQQVHStandardsdindGenomicdSciencesTH2012THcTH[X]UYe 18

347 oompleteHgenomeHsequenceHofHmnaerococcusHprevotiiHtypeHstrainHP’oYQVHStandardsdindGenomicd
SciencesTH2009THYTHYaeUba 18

346 oompleteHgenomeHsequenceHofHnrachyspiraHmurdochiiHtypeHstrainHPabUYaXQVHStandardsdindGenomicd
SciencesTH2010THZTHZbXUe 18

345 oompleteHgenomeHsequenceHofHooraliomargaritaHakajimensisHtypeHstrainHPX]OwmXYXUZ]QVHStandardsd
indGenomicdSciencesTH2010THZTHZeXUe 18

344 oompleteHgenomeHsequenceHofHôhermobisporaHbisporaHtypeHstrainHP aYQVHStandardsdindGenomicd
SciencesTH2010THZTH[YdUZb 18

343 pescriptionHofHôrichococcusHilyisHspVHnovVHbyHcombinedHphysiologicalHandHinHsilicoHgenomeH
hybridizationHanalysesVHInternationaldJournaldofdSystematicdanddEvolutionarydMicrobiologyTH2016THbbTH[eacU[eb[2.2 18

342 oompleteHgenomeHofHzitrosospiraHbriensisHoUYZdTHanHammoniaUoxidizingHbacteriumHfromH
agriculturalHsoilVHStandardsdindGenomicdSciencesTH2016THYYTH]b 17

(2016-2009)
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341
senomeHanalysesHofHtheHcarboxydotrophicHsulfateUreducersHpesulfotomaculumHnigrificansHandH
pesulfotomaculumHcarboxydivoransHandHreclassificationHofHpesulfotomaculumHcaboxydivoransHasHaH
laterHsynonymHofHpesulfotomaculumHnigrificansVHStandardsdindGenomicdSciencesTH2014THeTHbaaUca

17

340 praftHgenomeHsequenceHofHtypeHstrainHtn ZbHandHdescriptionHofHspVHnovVHStandardsdindGenomicd
SciencesTH2017THYZTHY] 17

339 oompleteHgenomeHsequenceHofHtheHphenanthreneUdegradingHsoilHbacteriumHpelftiaHacidovoransH
osYU]VHStandardsdindGenomicdSciencesTH2015THYXTHaa 17

338 oompleteHgenomeHsequenceHofHtaliscomenobacterHhydrossisHtypeHstrainHPOQVHStandardsdindGenomicd
SciencesTH2011TH]TH[aZUbX 17

337 oompleteHgenomeHsequenceHofHxeptotrichiaHbuccalisHtypeHstrainHPoUYXY[UbQVHStandardsdindGenomicd
SciencesTH2009THYTHYZbU[Z 17

336 oompleteHgenomeHsequenceHofHpesulfohalobiumHretbaenseHtypeHstrainHPt PYXXQQVHStandardsdind
GenomicdSciencesTH2010THZTH[dU]d 17

335 oriticalHmssessmentHofHyetagenomeHunterpretationHâ��HaHbenchmarkHofHcomputationalHmetagenomicsHsoftware 17

334  zmUpependentHoysteineHniosynthesisHinHnacteriaHandHmrchaeaVHMBioTH2017THdTH 7.8 16

333 oontrastingH’athwaysHforHmnaerobicHyethaneHOxidationHinHsulfHofHyexicoHooldHSeepHSedimentsVH
MSystemsTH2019TH]TH 7.6 16

332 senomeHsequenceHofHtheHxotusHsppVHmicrosymbiontHyesorhizobiumHlotiHstrainH cmVHStandardsdind
GenomicdSciencesTH2014THeTHb 16

331 senomeHandHôranscriptomeHofHolostridiumHphytofermentansTHoatalystHforHtheHpirectHoonversionHofH
’lantHreedstocksHtoHruelsVHPLoSdONETH2015THYXTHeXYYdZda 3.7 16

330
senomeHsequenceHofHtheHxeisingeraHaquimarinaHtypeHstrainHPpSyHZ]abaPôQQTHaHmemberHofHtheH
marineH oseobacterHcladeHrichHinHextrachromosomalHelementsVHStandardsdindGenomicdSciencesTH2013TH
dTH[deU]XZ

16

329 oompleteHgenomeHsequenceHofHyesorhizobiumHciceriHbvVHbiserrulaeHtypeHstrainHPWSyYZcYPôQQVH
StandardsdindGenomicdSciencesTH2014THeTH]bZUcZ 16

328 oompleteHgenomeHsequenceHofHtheHaquaticHbacteriumH unellaHslithyformisHtypeHstrainHPxSüH]PôQQVH
StandardsdindGenomicdSciencesTH2012THbTHY]aUa] 16

327 oompleteHgenomeHsequenceHofHtheHplantUassociatedHSerratiaHplymuthicaHstrainHmSY[VHStandardsdind
GenomicdSciencesTH2012THcTHZZU[X 16

326 oompleteHgenomeHsequenceHofHStreptobacillusHmoniliformisHtypeHstrainHPeeXYQVHStandardsdind
GenomicdSciencesTH2009THYTH[XXUc 16

325 oompleteHgenomeHsequenceHofHSlackiaHheliotrinireducensHtypeHstrainHP tSHYQVHStandardsdindGenomicd
SciencesTH2009THYTHZ[]U]Y 16

324 oompleteHgenomeHsequenceHofHStackebrandtiaHnassauensisHtypeHstrainHPxx U]XwUZYQVHStandardsdind
GenomicdSciencesTH2009THYTHZ[]U]Y 16
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323 oompleteHgenomeHsequenceHofHyeiothermusHsilvanusHtypeHstrainHPγuU ZQVHStandardsdindGenomicd
SciencesTH2010TH[TH[cU]b 16

322 oompleteHgenomeHsequenceHofHmcetohalobiumHarabaticumHtypeHstrainHPZUcZddQVHStandardsdind
GenomicdSciencesTH2010TH[THacUba 16

321 oompleteHgenomeHsequenceHofHSebaldellaHtermitidisHtypeHstrainHPzoôoHYY[XXQVHStandardsdind
GenomicdSciencesTH2010THZTHZZXUc 16

320 senomeHofHyethanocaldococcusHPyethanococcusQHjannaschiiVHMethodsdindEnzymologyTH2001TH[[XTH]XUYZ[1.7 16

319 oompleteHgenomeHsequenceHofH iemerellaHanatipestiferHtypeHstrainHPmôooHYYd]aQVHStandardsdind
GenomicdSciencesTH2011TH]THY]]Ua[ 16

318 oheckγfHassessingHtheHqualityHofHmetagenomeUassembledHviralHgenomes 16

317 slobalHseneticHoartographyHofHürbanHyetagenomesHandHmntiUyicrobialH esistance 16

316 ôransferH zmsHwithHnovelHcloverleafHstructuresVHNucleicdAcidsdResearchTH2017TH]aTHZccbUZcda 20.1 16

315 mHrunctionalHyiniUuntegraseHinHaHôwoU’roteinUtypeHγUoHo uS’ HSystemVHMoleculardCellTH2019THc[THcZcUc[cVe[17.6 15

314 oompleteHgenomeHsequenceHofHtheHmntarcticHtalorubrumHlacusprofundiHtypeHstrainHmomyH[]VH
StandardsdindGenomicdSciencesTH2016THYYTHcX 15

313 praftHgenomeHsequencesHofHYXHstrainsHofHtheHgenusHexiguobacteriumVHGenomedAnnouncementsTH
2014THZTH 15

312 WholeHsenomeHSequencingHofHôhermusHoshimaiHvxUZHandHôhermusHthermophilusHvxUYdTHuncompleteH
penitrifiersHfromHtheHünitedHStatesHsreatHnasinVHGenomedAnnouncementsTH2013THYTH 15

311 senomeHSequenceHofHStreptomycesHviridosporusHStrainHôcmHmôooH[eYYaTHaHxigninUpegradingH
mctinomyceteVHGenomedAnnouncementsTH2013THYTH 15

310 oompleteHgenomeHsequenceHofHxeadbetterellaHbyssophilaHtypeHstrainHP]yYaQVHStandardsdindGenomicd
SciencesTH2011TH]THZUYZ 15

309 oompleteHgenomeHsequenceHofHyarivirgaHtractuosaHtypeHstrainHPtU][QVHStandardsdindGenomicd
SciencesTH2011TH]THYa]UbZ 15

308 senomeHSequenceHofHtheHetheneUHandHvinylHchlorideUoxidizingHactinomyceteHzocardioidesHspVHstrainH
vSbY]VHJournaldofdBacteriologyTH2011THYe[TH[[eeU]XX 3.5 15

307 teterologousHexpressionHandHcharacterizationHofHtwoHYUhydroxyUZUnaphthoicHacidHdioxygenasesH
fromHmrthrobacterHphenanthrenivoransVHApplieddanddEnvironmentaldMicrobiologyTH2012THcdTHbZYUc 4.8 15

306 oompleteHgenomeHsequenceHofHSerratiaHplymuthicaHstrainHmSYZVHStandardsdindGenomicdSciencesTH
2012THbTHYbaUc[ 15

(2012-2010)
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305 oompleteHgenomeHsequenceHofHoonexibacterHwoeseiHtypeHstrainHPupY[YaccQVHStandardsdindGenomicd
SciencesTH2010THZTHZYZUe 15

304 oompleteHgenomeHsequenceHofHSpirochaetaHsmaragdinaeHtypeHstrainHPSqn H]ZZdQVHStandardsdind
GenomicdSciencesTH2010TH[THY[bU]] 15

303 qrrorsHinHgenomeHreviewsVHScienceTH1998THZdYTHY]ac 33.3 15

302 oompleteHgenomeHsequenceHofHtheHfacultativelyHchemolithoautotrophicHandHmethylotrophicHalphaH
’roteobacteriumHStarkeyaHnovellaHtypeHstrainHPmôooHdXe[ôQVHStandardsdindGenomicdSciencesTH2012THcTH]]Uad 15

301 üntappedHviralHdiversityHinHglobalHsoilHmetagenomes 15

300 unfluenceHofHtheHpolarHlightHcycleHonHseasonalHdynamicsHofHanHmntarcticHlakeHmicrobialHcommunityVH
MicrobiomeTH2020THdTHYYb 16.6 15

299
senomesHofHubiquitousHmarineHandHhypersalineHtydrogenovibrioTHôhiomicrorhabdusHandH
ôhiomicrospiraHsppVHencodeHaHdiversityHofHmechanismsHtoHsustainHchemolithoautotrophyHinH
heterogeneousHenvironmentsVHEnvironmentaldMicrobiologyTH2018THZXTHZbdbUZcXd

5.2 14

298
oomparingHpolysaccharideHdecompositionHbetweenHtheHtypeHstrainsHsramellaHechinicolaHwyyH
bXaXPôQHPpSyHYed[dPôQQHandHsramellaHportivictoriaeHüSôX]XdXYUXXYPôQHPpSyHZ[a]cPôQQTHandH
emendedHdescriptionHofHsramellaHechinicolaHzedashkovskayaHetHalVHZXXaHemendVHShahinaHetHalVHZXY]H
andHsramellaHportivictoriaeHxauHetHalVHZXXaVHStandardsdindGenomicdSciencesTH2016THYYTH[c

14

297 oompleteHgenomeHsequenceHofHôhermocrinisHalbusHtypeHstrainHPtuHYYWYZQVHStandardsdindGenomicd
SciencesTH2010THZTHYe]UZXZ 14

296 oompleteHgenomeHsequenceHofHyethanothermusHfervidusHtypeHstrainHPγZ]SQVHStandardsdindGenomicd
SciencesTH2010TH[TH[YaUZ] 14

295 ôetratricoUpeptideUrepeatHproteinsHinHtheHarchaeonHyethanococcusHjannaschiiVHTrendsdindBiochemicald
SciencesTH1998THZ[THZ]aUc 10.3 14

294 zucleicHacidUbindingHmetabolicHenzymesfHlivingHfossilsHofHstereochemicalHinteractionskVHJournaldofd
MoleculardEvolutionTH1995TH]XTHab]Ue 3.1 14

293 mHunifiedHsequenceHcatalogueHofHoverHZdXTXXXHgenomesHobtainedHfromHtheHhumanHgutHmicrobiome 14

292 praftHsenomeHSequenceHofHtheHyoderatelyHtalophilicHyethanotrophHyethylohalobiusHcrimeensisH
StrainHYXwiVHGenomedAnnouncementsTH2015TH[TH 13

291 yicrobialHmetagenomesHandHmetatranscriptomesHduringHaHcoastalHphytoplanktonHbloomVHScientificd
DataTH2019THbTHYZe 8.2 13

290 oompleteHsenomeHofHSerratiaHspVHStrainHrsuHe]THaHStrainHmssociatedHwithHxeafUoutterHmntHrungusH
sardensVHGenomedAnnouncementsTH2013THYTHeXXZ[eYZ 13

289
oompleteHgenomeHsequenceHofHtheHmarineHmethylUhalideHoxidizingHxeisingeraHmethylohalidivoransH
typeHstrainHPpSyHY][[bPôQQTHaHrepresentativeHofHtheH oseobacterHcladeVHStandardsdindGenomicd
SciencesTH2013THeTHYZdU]Y

13

288 oompleteHgenomeHsequenceHofHqnterobacterHspVHuuôUnôHXdfHmHpotentialHmicrobialHstrainHforHhighHrateH
hydrogenHproductionVHStandardsdindGenomicdSciencesTH2013THeTH[aeUbe 13
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287 ôheHqarthHyicrobiomeH’rojectfHôheHyeetingH eportHforHtheHYstHunternationalHqarthHyicrobiomeH
’rojectHoonferenceTHShenzhenTHohinaTHvuneHY[thUYathHZXYYVHStandardsdindGenomicdSciencesTH2011THaTHZ][UZ]c 13

286 oompleteHgenomeHsequenceHofHoryptobacteriumHcurtumHtypeHstrainHPYZU[QVHStandardsdindGenomicd
SciencesTH2009THYTHe[UYXX 13

285 oompleteHgenomeHsequenceHofHugnisphaeraHaggregansHtypeHstrainHPm–YVSYQVHStandardsdindGenomicd
SciencesTH2010TH[THbbUca 13

284 unsightsHintoHtheHdynamicsHbetweenHvirusesHandHtheirHhostsHinHaHhotHspringHmicrobialHmatVHISMEd
JournalTH2020THY]THZaZcUZa]Y 11.9 13

283 mtypicalHpivergenceHofHSm SUooγUZHOrfdHfromHOrfcaHwithinHtheHooronavirusHxineageHSuggestsH
’otentialHStealthyHγiralHStrategiesHinHummuneHqvasionVHMBioTH2021THYZTH 7.8 13

282 ôowardHaHstandardHinHstructuralHgenomeHannotationHforHprokaryotesVHStandardsdindGenomicdSciencesTH
2015THYXTH]a 12

281 senomeHofHyethanoregulaHbooneiHbmdHrevealsHadaptationsHtoHoligotrophicHpeatlandHenvironmentsVH
MicrobiologydmUniteddKingdomnTH2015THYbYTHYacZUYadY 2.9 12

280 oompleteHsenomeHSequencesHofHoaldicellulosiruptorHspVHStrainH tdVndTHoaldicellulosiruptorHspVH
StrainHWai[aVnYTHandHJôhermoanaerobacterHcellulolyticusJVHGenomedAnnouncementsTH2015TH[TH 12

279 senomeHsequenceHofH’haeobacterHcaeruleusHtypeHstrainHPpSyHZ]ab]ôQTHaHsurfaceUassociatedH
memberHofHtheHmarineH oseobacterHcladeVHStandardsdindGenomicdSciencesTH2013THdTH]X[U]Ye 12

278 oompleteHgenomeHsequenceHofHoapnocytophagaHochraceaHtypeHstrainHPγ’uHZd]aQVHStandardsdind
GenomicdSciencesTH2009THYTHYXYUe 12

277
oompleteHgenomeHsequenceHofHtheHfacultativelyHchemolithoautotrophicHandHmethylotrophicHalphaH
’roteobacteriumHStarkeyaHnovellaHtypeHstrainHPmôooHdXe[PôQQVHStandardsdindGenomicdSciencesTH2012TH
cTH]]Uad

12

276 oompleteHgenomeHsequenceHofHôhermosphaeraHaggregansHtypeHstrainHPyYYôxQVHStandardsdind
GenomicdSciencesTH2010THZTHZ]aUae 12

275 yechanismsHofHspecificityHinHm zmHdegradationfHautoregulationHandHcognateHinteractionsVHJournald
ofdTheoreticaldBiologyTH1993THYb[TH[c[UeZ 2.3 12

274 oompleteHgenomeHsequenceHofHyethanoplanusHpetroleariusHtypeHstrainHPSqn H]d]cQVHStandardsdind
GenomicdSciencesTH2010TH[THZX[UYY 12

273 senomeHsequenceHofH’haeobacterHcaeruleusHtypeHstrainHPpSyHZ]ab]PôQQTHaHsurfaceUassociatedH
memberHofHtheHmarineH oseobacterHcladeVHStandardsdindGenomicdSciencesTH2013THdTH]X[UYe 12

272 pOqHvsuHyetagenomeHWorkflowVHMSystemsTH2021THbTH 7.6 12

271 ’ermanentHdraftHgenomeHofHpSyH[Y[]THaHmoderatelyHthermophilicTHobligatelyH
chemolithoautotrophicHmemberHofHtheVHStandardsdindGenomicdSciencesTH2016THYYTHc] 12

270 ôheHcompleteHgenomeHsequenceHofHolostridiumHindolisHpSyHcaaPôVQVHStandardsdindGenomicdSciencesTH
2014THeTHYXdeUYX] 11

(2014-2011)
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269
tighHqualityHdraftHgenomeHsequenceHofHrlavobacteriumHrivuliHtypeHstrainHWnH[V[UZPôQHPpSyH
ZYcddPôQQTHaHvaluableHsourceHofHpolysaccharideHdecomposingHenzymesVHStandardsdindGenomicd
SciencesTH2015THYXTH]b

11

268 rinishedHsenomeHofHZymomonasHmobilisHsubspVHmobilisHStrainHo’]THanHmppliedHqthanolH’roducerVH
GenomedAnnouncementsTH2014THZTH 11

267 senomeHsequenceHofHqnsiferHspVHôWYXgHaHôephrosiaHwallichiiHPniyaniQHmicrosymbiontHnativeHtoHtheH
undianHôharHpesertVHStandardsdindGenomicdSciencesTH2013THeTH[X]UY] 11

266 senomeHsequenceHofH hizobiumHleguminosarumHbvHtrifoliiHstrainHWSyYbdeTHtheHmicrosymbiontHofH
theHoneHfloweredHcloverHôrifoliumHuniflorumVHStandardsdindGenomicdSciencesTH2014THeTHaZcU[e 11

265 oompleteHgenomeHsequenceHofHtheHglidingTHheparinolyticH’edobacterHsaltansHtypeHstrainHPYY[QVH
StandardsdindGenomicdSciencesTH2011THaTH[XU]X 11

264 oompleteHgenomeHsequenceHofHpeinococcusHmaricopensisHtypeHstrainHPxnU[]QVHStandardsdindGenomicd
SciencesTH2011TH]THYb[UcZ 11

263
oompleteHgenomeHsequenceHofHpesulfurococcusHfermentansTHaHhyperthermophilicHcellulolyticH
crenarchaeonHisolatedHfromHaHfreshwaterHhotHspringHinHwamchatkaTH ussiaVHJournaldofdBacteriologyTH
2012THYe]THacX[U]

3.5 11

262 senomeHsequenceHofHtheHorangeUpigmentedHseawaterHbacteriumHOwenweeksiaHhongkongensisH
typeHstrainHPüSôZXXZXdXYPôQQVHStandardsdindGenomicdSciencesTH2012THcTHYZXU[X 11

261 oompleteHgenomeHsequenceHofHneutenbergiaHcavernaeHtypeHstrainHPtwuHXYZZQVHStandardsdindGenomicd
SciencesTH2009THYTHZYUd 11

260 yeetingH eportHfromHtheHsenomicHStandardsHoonsortiumHPsSoQHWorkshopsHbHandHcVHStandardsdind
GenomicdSciencesTH2009THYTHbdUcY 11

259 oompleteHgenomeHsequenceHofHpenitrovibrioHacetiphilusHtypeHstrainHPzZ]bXQVHStandardsdindGenomicd
SciencesTH2010THZTHZcXUe 11

258 xayingHtheHfoundationHforHaHsenomicH osettaHStonefHcreatingHinformationHhubsHthroughHtheHuseHofH
consensusHidentifiersVHOMICSdAdJournaldofdIntegrativedBiologyTH2008THYZTHYZ[Uc 3.8 11

257 mHoomparisonHofHyicrobialHsenomeHWebH’ortalsVHFrontiersdindMicrobiologyTH2019THYXTHZXd 5.7 10

256
oompleteHsenomeHSequenceHofHmnaeromyxobacterHspVHrwYXeUaTHanHmnaerobicTHyetalU educingH
nacteriumHusolatedHfromHaHoontaminatedHSubsurfaceHqnvironmentVHGenomedAnnouncementsTH2015TH
[TH

10

255 praftHsenomeHSequenceHofHzqZTHanHObligateHyethanotrophHfromHSubarcticHSoilVHGenomed
AnnouncementsTH2017THaTH 10

254
senomeHsequenceHofHtheHexopolysaccharideUproducingHSalipigerHmucosusHtypeHstrainHPpSyH
YbXe]PôQQTHaHmoderatelyHhalophilicHmemberHofHtheH oseobacterHcladeVHStandardsdindGenomicdSciences
TH2014THeTHY[[YU][

10

253
senomeHsequenceHofHtheHmudUdwellingHarchaeonHyethanoplanusHlimicolaHtypeHstrainHPpSyH
ZZcePôQQTHreclassificationHofHyethanoplanusHpetroleariusHasHyethanolaciniaHpetroleariaHandH
emendedHdescriptionsHofHtheHgeneraHyethanoplanusHandHyethanolaciniaVHStandardsdindGenomicd
SciencesTH2014THeTHYXcbUdd

10

252 oompleteHgenomeHsequenceHofHtheHmoderateHthermophileHmnaerobaculumHmobileHtypeHstrainH
PzsmPôQQVHStandardsdindGenomicdSciencesTH2013THdTH]cUac 10

Nikos C Kyrpides
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251 oompleteHgenomeHsequenceHofHyesorhizobiumHopportunistumHtypeHstrainHWSyZXcaPôVQVHStandardsd
indGenomicdSciencesTH2013THeTHZe]U[X[ 10

250
senomeHsequenceHofH’haeobacterHdaeponensisHtypeHstrainHPpSyHZ[aZePôQQTHaHfacultativelyH
anaerobicHbacteriumHisolatedHfromHmarineHsedimentTHandHemendationHofH’haeobacterHdaeponensisVH
StandardsdindGenomicdSciencesTH2013THeTHY]ZUae

10

249 oompleteHgenomeHsequenceHofHzitratifractorHsalsuginisHtypeHstrainHPqeu[cUYQVHStandardsdindGenomicd
SciencesTH2011TH]TH[ZZU[X 10

248 oompleteHgenomeHsequenceHofHtheHhyperthermophilicHchemolithoautotrophH’yrolobusHfumariiH
typeHstrainHPYmQVHStandardsdindGenomicdSciencesTH2011TH]TH[dYUeZ 10

247
oompleteHgenomeHsequenceHofHtheHthermophilicHsulfurUreducerHpesulfurobacteriumH
thermolithotrophumHtypeHstrainHPnSmPôQQHfromHaHdeepUseaHhydrothermalHventVHStandardsdindGenomicd
SciencesTH2011THaTH]XcUYa

10

246 senomeHsequenceHofHtheHsoilHbacteriumHSaccharomonosporaHazureaHtypeHstrainHPzmUYZdPôQQVH
StandardsdindGenomicdSciencesTH2012THbTHZZXUe 10

245 oompleteHgenomeHsequenceHofHSanguibacterHkeddieiiHtypeHstrainHPSôUc]QVHStandardsdindGenomicd
SciencesTH2009THYTHYYXUd 10

244 oompleteHgenomeHsequenceHofHwangiellaHkoreensisHtypeHstrainHPSWUYZaQVHStandardsdindGenomicd
SciencesTH2009THYTHZZbU[[ 10

243 oompleteHgenomeHsequenceHofHvonesiaHdenitrificansHtypeHstrainHP’revotHaaY[]QVHStandardsdind
GenomicdSciencesTH2009THYTHZbZUe 10

242 oompleteHgenomeHsequenceHofHwribbellaHflavidaHtypeHstrainHPurOHY][eeQVHStandardsdindGenomicd
SciencesTH2010THZTHYdbUe[ 10

241 oompleteHgenomeHsequenceHofHôhermosediminibacterHoceaniHtypeHstrainHPvWWuWUYZZd’QVHStandardsd
indGenomicdSciencesTH2010TH[THYXdUYb 10

240 oompleteHgenomeHsequenceHofHSyntrophothermusHlipocalidusHtypeHstrainHPôsnUoYQVHStandardsdind
GenomicdSciencesTH2010TH[THZbdUca 10

239
praftHsenomeHSequenceHofHrrankiaHStrainHsZTHaHzitrogenUrixingHmctinobacteriumHusolatedHfromH
oasuarinaHequisetifoliaHandHmbleHôoHzodulateHmctinorhizalH’lantsHofHtheHOrderH hamnalesVHGenomed
AnnouncementsTH2016TH]TH

10

238 tighHqualityHdraftHgenomeHsequenceHofHyeganemaHperideroedesHstrVHsrYPôQHandHaHproposalHforHitsH
reclassificationHtoHtheHfamilyHyeganemaceaeHfamVHnovVHStandardsdindGenomicdSciencesTH2015THYXTHZ[ 9

237
mrboriscoccusHpiniHgenVHnovVTHspVHnovVTHanHendophyteHfromHaHpineHtreeHofHtheHclassH
mlphaproteobacteriaTHemendedHdescriptionHofHseminicoccusHroseusTHandHproposalHofH
seminicoccaceaeHfamVHnovVHSystematicdanddApplieddMicrobiologyTH2018TH]YTHe]UYXX

4.2 9

236
tighHqualityHdraftHgenomeHsequencesHofH’seudomonasHfulvaHpSyHYccYcPôQTH’seudomonasH
parafulvaHpSyHYcXX]PôQHandH’seudomonasHcremoricolorataHpSyHYcXaePôQHtypeHstrainsVHStandardsdind
GenomicdSciencesTH2016THYYTHaa

9

235 oompleteHsenomeHSequenceHofHyethanosphaerulaHpalustrisHqYUeoôTHaHtydrogenotrophicH
yethanogenHusolatedHfromHaHyinerotrophicHrenH’eatlandVHGenomedAnnouncementsTH2015TH[TH 9

234 senomeHsequenceHofHtheHphageUgeneHrichHmarineH’haeobacterHarcticusHtypeHstrainHpSyHZ[abbPôVQVH
StandardsdindGenomicdSciencesTH2013THdTH]aXUb] 9

(2013-2013)
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233 zonUcontiguousHfinishedHgenomeHsequenceHofHplantUgrowthHpromotingHSerratiaHproteamaculansHS]VH
StandardsdindGenomicdSciencesTH2013THdTH]]YUe 9

232 senomeHsequenceHofHqnsiferHmelilotiHstrainHWSyYXZZgHaHhighlyHeffectiveHmicrosymbiontHofHtheH
modelHlegumeHyedicagoHtruncatulaHmYcVHStandardsdindGenomicdSciencesTH2013THeTH[YaUZ] 9

231 oompleteHgenomeHsequenceHofHyesorhizobiumHaustralicumHtypeHstrainHPWSyZXc[PôQQVHStandardsdind
GenomicdSciencesTH2013THeTH]YXUe 9

230 oompleteHgenomeHsequenceHofHpesulfurococcusHmucosusHtypeHstrainHPOcWYQVHStandardsdindGenomicd
SciencesTH2011TH]THYc[UdZ 9

229 oompleteHgenomeHsequenceHofHSyntrophobotulusHglycolicusHtypeHstrainHPrlsly ôQVHStandardsdind
GenomicdSciencesTH2011TH]TH[cYU[dX 9

228 senomeHsequenceHofHtheHfilamentousTHglidingHôhiothrixHniveaHneotypeHstrainHPv’ZPôQQVHStandardsdind
GenomicdSciencesTH2011THaTH[edU]Xb 9

227 oompleteHgenomeHsequenceHofHoalditerrivibrioHnitroreducensHtypeHstrainHPYu[cUYQVHStandardsdind
GenomicdSciencesTH2011TH]THa]UbZ 9

226 senomeHsequenceHofHγictivallisHvadensisHmôooHnmmUa]dTHanHanaerobicHbacteriumHfromHtheHphylumH
xentisphaeraeTHisolatedHfromHtheHhumanHgastrointestinalHtractVHJournaldofdBacteriologyTH2011THYe[THZ[c[U]3.5 9

225 oompleteHgenomeHsequenceHofHtheHthermophilicHsulfateUreducingHoceanHbacteriumH
ôhermodesulfatatorHindicusHtypeHstrainHPou ZedYZPôQQVHStandardsdindGenomicdSciencesTH2012THbTHYaaUb] 9

224 senomeHsequenceHofHtheHmntarcticHrhodopsinsUcontainingHflavobacteriumHsillisiaHlimnaeaHtypeH
strainHP UdZdZPôQQVHStandardsdindGenomicdSciencesTH2012THcTHYXcUYe 9

223 oompleteHgenomeHsequenceHofHrerrimonasHbalearicaHtypeHstrainHP’môQVHStandardsdindGenomicd
SciencesTH2010TH[THYc]UdZ 9

222 oompleteHgenomeHsequenceHofHOôhermobaculumHterrenumOHtypeHstrainHPYz’YQVHStandardsdind
GenomicdSciencesTH2010TH[THYa[UbZ 9

221 oompleteHgenomeHsequenceHofHSegniliparusHrotundusHtypeHstrainHPopoHYXcbQVHStandardsdindGenomicd
SciencesTH2010THZTHZX[UYY 9

220 orowdsourcingHandHcurationfHperspectivesHfromHbiologyHandHnaturalHlanguageHprocessingVHDatabase:d
thedJournaldofdBiologicaldDatabasesdanddCurationTH2016THZXYbTH 5 9

219 γ’rUolassfHôaxonomicHassignmentHandHhostHpredictionHofHuncultivatedHvirusesHbasedHonHviralHproteinH
familiesVHBioinformaticsTH2021TH 7.2 9

218 StructureHdeterminationHofHtheHtgcmnHcomplexHusingHmetagenomeHsequenceHdatafHinsightsHintoH
microbialHmercuryHmethylationVHCommunicationsdBiologyTH2020TH[TH[ZX 6.7 8

217 tighHqualityHdraftHgenomeHsequenceHofHOlivibacterHsitiensisHtypeHstrainHPmWUbPôQQTHaHdiphenolH
degraderHwithHgenesHinvolvedHinHtheHcatecholHpathwayVHStandardsdindGenomicdSciencesTH2014THeTHcd[Ue[ 8

216
tighHqualityHdraftHgenomeHsequenceHofHtheHslightlyHhalophilicHbacteriumHtalomonasHzhanjiangensisH
typeHstrainHvSyHXcdYbePôQHPpSyHZYXcbPôQQHfromHaHseaHurchinHinHsouthernHohinaVHStandardsdind
GenomicdSciencesTH2014THeTHYXZXU[X

8

Nikos C Kyrpides
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215
senomeHSequenceHofH’orticoccusHhydrocarbonoclasticusHStrainHyoôsY[dTHanHObligateH’olycyclicH
mromaticHtydrocarbonUpegradingHnacteriumHmssociatedHwithHyarineHqukaryoticH’hytoplanktonVH
GenomedAnnouncementsTH2015TH[TH

8

214 senomeHsequenceHofHtheHfreeUlivingHaerobicHspirocheteHôurneriellaHparvaHtypeHstrainHPtPôQQTHandH
emendationHofHtheHspeciesHôurneriellaHparvaVHStandardsdindGenomicdSciencesTH2013THdTHZZdU[d 8

213 senomeHsequenceHofHtheHcloverUnodulatingH hizobiumHleguminosarumHbvVHtrifoliiHstrainHômYVH
StandardsdindGenomicdSciencesTH2013THeTHZ][Ua[ 8

212 oompleteHgenomeHsequenceHofHtydrogenobacterHthermophilusHtypeHstrainHPôwUbQVHStandardsdind
GenomicdSciencesTH2011TH]THY[YU][ 8

211 oompleteHgenomeHsequenceHofHWeeksellaHvirosaHtypeHstrainHPecaYQVHStandardsdindGenomicdSciencesTH
2011TH]THdYUeX 8

210 oompleteHgenomeHsequenceHofHtirschiaHbalticaHtypeHstrainHPurmyHY]YdPôQQVHStandardsdindGenomicd
SciencesTH2011THaTHZdcUec 8

209 oompleteHgenomeHsequenceHofHnacteroidesHsalanitronisHtypeHstrainHPnxcdQVHStandardsdindGenomicd
SciencesTH2011TH]THYeYUe 8

208 oompleteHgenomeHsequenceHofHôsukamurellaHpaurometabolaHtypeHstrainHPnoVH[[QVHStandardsdind
GenomicdSciencesTH2011TH]TH[]ZUaY 8

207 senomeHsequenceHofHtheHmoderatelyHthermophilicHhalophileHrlexistipesHsinusarabiciHstrainHPymSYXQVH
StandardsdindGenomicdSciencesTH2011THaTHdbUeb 8

206 oompleteHgenomeHsequenceHofHtheHfacultativelyHanaerobicTHappendagedHbacteriumHyuricaudaH
ruestringensisHtypeHstrainHPnYPôQQVHStandardsdindGenomicdSciencesTH2012THbTHYdaUe[ 8

205 ’ermanentHdraftHgenomeHsequenceHofHpethiosulfovibrioHpeptidovoransHtypeHstrainHPSqn H]ZXcQVH
StandardsdindGenomicdSciencesTH2010TH[THdaUeZ 8

204 zonUcontiguousHfinishedHgenomeHsequenceHofHmminomonasHpaucivoransHtypeHstrainHPsxüU[QVH
StandardsdindGenomicdSciencesTH2010TH[THZdaUe[ 8

203 oompleteHgenomeHsequenceHofHγulcanisaetaHdistributaHtypeHstrainHPuoUXYcQVHStandardsdindGenomicd
SciencesTH2010TH[THYYcUZa 8

202 oompleteHgenomeHsequenceHofHXylanimonasHcellulosilyticaHtypeHstrainHPXuxXcQVHStandardsdindGenomicd
SciencesTH2010THZTHYUd 8

201 tighUqualityHgenomeHsequenceHofHtheHradioresistantHbacteriumHwSHX]bXVHStandardsdindGenomicd
SciencesTH2017THYZTH]b 7

200 praftHgenomeHsequenceHofHstrainHmtôYTHaHgramUpositiveHsulfidogenicHpolyextremophileVHStandardsd
indGenomicdSciencesTH2017THYZTHac 7

199 praftHgenomeHofHôzeUd]YTHaHfreeUlivingTHnitrogenUfixingTHtomatoHplantUassociatedHbacteriumVH
StandardsdindGenomicdSciencesTH2017THYZTHdX 7

198 senomeHsequenceHofHtheHxotusHcorniculatusHmicrosymbiontHyesorhizobiumHlotiHstrainH ddnVH
StandardsdindGenomicdSciencesTH2014THeTH[ 7

(2014-2015)
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197 tighUqualityHpermanentHdraftHgenomeHsequenceHofH hizobiumHsullaeHstrainHWSyYaeZgHaHtedysarumH
coronariumHmicrosymbiontHfromHSassariTHutalyVHStandardsdindGenomicdSciencesTH2015THYXTH]] 7

196 oompleteHgenomeHsequenceHofHnacteroidesHhelcogenesHtypeHstrainHP’H[bUYXdQVHStandardsdind
GenomicdSciencesTH2011TH]TH]aUa[ 7

195 oompleteHgenomeHsequenceHofHtheHorangeUredHpigmentedTHradioresistantHpeinococcusH
proteolyticusHtypeHstrainHPy ’PôQQVHStandardsdindGenomicdSciencesTH2012THbTHZ]XUaX 7

194 oompleteHgenomeHsequenceHofHtalopigerHxanaduensisHtypeHstrainHPStUbPôQQVHStandardsdindGenomicd
SciencesTH2012THbTH[YU]Z 7

193 oompleteHgenomeHsequenceHofHStaphylothermusHmarinusHStetterHandHrialaHYedbHtypeHstrainHrYVH
StandardsdindGenomicdSciencesTH2009THYTHYd[Ud 7

192 StandardsHinHgenomicHsciencesVHStandardsdindGenomicdSciencesTH2009THYTHYUZ 7

191 oompleteHgenomeHsequenceHofHulyobacterHpolytropusHtypeHstrainHPoutbuYQVHStandardsdindGenomicd
SciencesTH2010TH[TH[X]UY] 7

190 oompleteHgenomeHsequenceHofHmrcanobacteriumHhaemolyticumHtypeHstrainHPYYXYdQVHStandardsdind
GenomicdSciencesTH2010TH[THYZbU[a 7

189 oompleteHgenomeHsequenceHofHôhermaerobacterHmarianensisHtypeHstrainHPcpcaaQVHStandardsdind
GenomicdSciencesTH2010TH[TH[[cU]a 7

188 yeetingH eportHfromHtheHsenomicHStandardsHoonsortiumHPsSoQHWorkshopHYXVHStandardsdindGenomicd
SciencesTH2010TH[THZZaU[Y 7

187 mHferredoxinUlikeHdomainHinH zmHpolymeraseH[XW]XUkpaHsubunitsVHTrendsdindBiochemicaldSciencesTH
1998THZ[THYbeUcX 10.3 7

186
ôheHroleHofHuxU]HinHhumanHmyeloidHleukemiafHstimulationHofH zmHsynthesisHandHtransductionHofH
differentiationHsignalsHthroughHanHuxU]HreceptorHleadsHtoHfunctionalHandHtxmHpositiveHtxUbXHcellsVH
LeukemiadanddLymphomaTH1992THcTHZ[aU]Z

1.9 7

185  ecombinationHshouldHnotHbeHanHafterthoughtVHNaturedReviewsdMicrobiologyTH2020THYdTHbXb 22.2 7

184 tighHqualityHdraftHgenomeHofHtypeHstrainHaHrockHactinobacteriumTHandHemendedHdescriptionHofVH
StandardsdindGenomicdSciencesTH2017THYZTH] 6

183 ’aenibacillusHaquistagniHspVHnovVTHisolatedHfromHanHartificialHlakeHaccumulatingHindustrialH
wastewaterVHAntoniedVandLeeuwenhoekTH2017THYYXTHYYdeUYYec 2.1 6

182 praftHsenomeHSequenceHofHteavyHyetalU esistantHoupriavidusHalkaliphilusHmSoUc[ZôTHusolatedHfromH
mgaveH hizosphereHinHtheHzortheastHofHyexicoVHGenomedAnnouncementsTH2016TH]TH 6

181
tighUqualityHpermanentHdraftHgenomeHsequenceHofHqnsiferHspVH’oZTHisolatedHfromHaHnitrogenUfixingH
rootHnoduleHofHtheHlegumeHtreeHPwhejriQHnativeHtoHtheHôharHpesertHofHundiaVHStandardsdindGenomicd
SciencesTH2016THYYTH][

6

180 tighHqualityHdraftHgenomeHsequenceHofHxeucobacterHchironomiHstrainHyyZxnPôQHPpSyHYedd[PôQQH
isolatedHfromHaHohironomusHspVHeggHmassVHStandardsdindGenomicdSciencesTH2015THYXTHZY 6

Nikos C Kyrpides
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179 senomeHSequenceHofHtalomonasHspVHStrainHyoôs[eaTHaHtydrocarbonUpegradingHandHqxopolymericH
SubstanceU’roducingHnacteriumVHGenomedAnnouncementsTH2015TH[TH 6

178 oompleteHgenomeHsequenceHofHtheHbileUresistantHpigmentUproducingHanaerobeHmlistipesHfinegoldiiH
typeHstrainHPmtzZ][cPôQQVHStandardsdindGenomicdSciencesTH2013THdTHZbU[b 6

177 senomeHsequenceHofHtheHxitoreibacterHarenaeHtypeHstrainHPpSyHYeae[PôQQTHaHmemberHofHtheH
 oseobacterHcladeHisolatedHfromHseaHsandVHStandardsdindGenomicdSciencesTH2013THeTHYYcUZc 6

176 senomeHsequenceHofHtheHxebeckiaHambiguaUnodulatingHJnurkholderiaHsprentiaeJHstrainH
WSyaXXaPôVQVHStandardsdindGenomicdSciencesTH2013THeTH[daUe] 6

175 oompleteHgenomeHsequenceHofHyahellaHaustraliensisHtypeHstrainHPaXUYHnOzQVHStandardsdindGenomicd
SciencesTH2011TH]TH[[YU]Y 6

174 oompleteHgenomeHsequenceHofHtheHthermophilicHsulfurUreducerHtippeaHmaritimaHtypeHstrainH
PytPZQQVHStandardsdindGenomicdSciencesTH2011TH]TH[X[UYY 6

173 mHdataHanalysisHandHcoordinationHcenterHforHtheHhumanHmicrobiomeHprojectH2010THYYTHOY[ 6

172 ôheHyetadataHooverageHundexHPyouQfHmHstandardizedHmetricHforHquantifyingHdatabaseHmetadataH
richnessVHStandardsdindGenomicdSciencesTH2012THbTH][dU]c 6

171 oompleteHgenomeHsequenceHofHtheHaerobicTHheterotrophHyarinithermusHhydrothermalisHtypeHstrainH
PôYPôQQHfromHaHdeepUseaHhydrothermalHventHchimneyVHStandardsdindGenomicdSciencesTH2012THbTHZYU[X 6

170 yeetingHreportfHsSoHyaHroundtableHatHtheHY[thHunternationalHSocietyHforHyicrobialHqcologyHmeetingH
inHSeattleTHWmTHüSmHmugustHZZUZcTHZXYXVHStandardsdindGenomicdSciencesTH2010TH[THZ[aUe 6

169 ôhipUôenmfHaHgeneHpairHfusionHinHeukaryotesVHJournaldofdMoleculardEvolutionTH1997TH]aTHcXdUYY 3.1 6

168  everseHinterpretationfHaHhypotheticalHselectionHmechanismHforHadaptiveHmutagenesisHbasedHonH
autoregulatedHm zmHstabilityVHJournaldofdTheoreticaldBiologyTH1994THYbcTH[c[Ue 2.3 6

167 senomeUguidedHanalysisHallowsHtheHidentificationHofHnovelHphysiologicalHtraitsHinHôrichococcusH
speciesVHBMCdGenomicsTH2020THZYTHZ] 4.5 6

166 senomeHSequenceHofHmrenibacterHalgicolaHStrainHôs]XeTHaHtydrocarbonUpegradingHnacteriumH
mssociatedHwithHyarineHqukaryoticH’hytoplanktonVHGenomedAnnouncementsTH2016TH]TH 6

165 oompleteHgenomeHsequenceHofHstrainHYuyHXXZHPpSyH]]d[aQTHtheHtypeHspeciesHofHtheHgenusHandH
sourceHofHnewHantibioticHcompoundsVHStandardsdindGenomicdSciencesTH2017THYZTHZY 5

164
zovelHheavyHmetalHresistanceHgeneHclustersHareHpresentHinHtheHgenomeHofHoupriavidusH
neocaledonicusHSôyHbXcXTHaHnewHspeciesHofHyimosaHpudicaHmicrosymbiontHisolatedHfromH
heavyUmetalUrichHminingHsiteHsoilVHBMCdGenomicsTH2020THZYTHZY]

4.5 5

163
oompleteHsenomeHSequenceHofHmlkaliphilusHmetalliredigensHStrainH–YyrTHanHmlkaliphilicHandH
yetalU educingHnacteriumHusolatedHfromHnoraxUoontaminatedHxeachateH’ondsVHGenomed
AnnouncementsTH2016TH]TH

5

162
oompleteHgenomeHsequenceHofHtheHhaloalkaliphilicTHobligatelyHchemolithoautotrophicHthiosulfateH
andHsulfideUoxidizingH˛‡UproteobacteriumHôhioalkalimicrobiumHcyclicumHtypeHstrainHmxyHYHPpSyH
Y]]ccPôQQVHStandardsdindGenomicdSciencesTH2016THYYTH[d

5
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161 tighUqualityHdraftHgenomeHsequenceHofHtheHôhermusHamyloliquefaciensHtypeHstrainHYuyHcc]XePôQH
withHanHincompleteHdenitrificationHpathwayVHStandardsdindGenomicdSciencesTH2016THYYTHZX 5

160 senomeHsequenceHandHemendedHdescriptionHofHxeisingeraHnanhaiensisHstrainHpSyHZ]ZaZPôQH
isolatedHfromHmarineHsedimentVHStandardsdindGenomicdSciencesTH2014THeTHbdcUcX[ 5

159 senomeHsequenceHofHyicrovirgaHlupiniHstrainHxüôbPôQTHaHnovelHxupinusHalphaproteobacterialH
microsymbiontHfromHôexasVHStandardsdindGenomicdSciencesTH2014THeTHYYaeUbc 5

158 praftHgenomeHsequenceHofHtheHcellulolyticHendophyteHm[côZVHStandardsdindGenomicdSciencesTH2017TH
YZTHa[ 5

157 tighUqualityHpermanentHdraftHgenomeHsequenceHofHtheHxebeckiaHambiguaUnodulatingHnurkholderiaH
spVHstrainHWSy]YcbVHStandardsdindGenomicdSciencesTH2015THYXTHce 5

156
oompleteHgenomeHsequenceHofHôhioalkalivibrioHparadoxusHtypeHstrainHm hHYPôQTHanHobligatelyH
chemolithoautotrophicHhaloalkaliphilicHsulfurUoxidizingHbacteriumHisolatedHfromHaHwenyanHsodaHlakeVH
StandardsdindGenomicdSciencesTH2015THYXTHYXa

5

155 praftHsenomeHSequenceHofHanHOscillatorianHoyanobacteriumTHStrainHqSroUYVHGenomed
AnnouncementsTH2013THYTH 5

154 oompleteHgenomeHsequenceHofHooriobacteriumHglomeransHtypeHstrainHP’WZPôQQHfromHtheHmidgutHofH
’yrrhocorisHapterusHxVHPredHsoldierHbugQVHStandardsdindGenomicdSciencesTH2013THdTHYaUZa 5

153 oompleteHgenomeHsequenceHofHStaphylothermusHhellenicusH’dVHStandardsdindGenomicdSciencesTH2011
THaTHYZUZX 5

152 untegrationHofHphenotypicHmetadataHandHproteinHsimilarityHinHmrchaeaHusingHaHspectralHbipartitioningH
approachVHNucleicdAcidsdResearchTH2009TH[cTHZXebUYX] 20.1 5

151 oompleteHgenomeHsequenceHofHyarinomonasHposidonicaHtypeHstrainHPuγumU’oUYdYPôQQVHStandardsdind
GenomicdSciencesTH2012THcTH[YU][ 5

150 ôheHpositiveHroleHofHtheHecologicalHcommunityHinHtheHgenomicHrevolutionVHMicrobialdEcologyTH2007TH
a[THaXcUYY 4.4 5

149 praftHgenomeHofHstrainHdz]HprovidesHinsightsHintoHtheHpotentialHroleHofHthisHspeciesHinHitsHplantHhostVH
PeerJTH2020THdTHeddZZ 3.1 5

148
 eclassificationHofHaH’olynucleobacterHcosmopolitanusHstrainHisolatedHfromHtropicalHxakeHγictoriaHasH
’olynucleobacterHvictoriensisHspVHnovVHInternationaldJournaldofdSystematicdanddEvolutionaryd
MicrobiologyTH2017THbcTHaXdcUaXe[

2.2 5

147 spVHnovVTHisolatedHfromHairHsamplingHinHmaritimeHmntarcticaVHInternationaldJournaldofdSystematicdandd
EvolutionarydMicrobiologyTH2020THcXTH]e[aU]e]Y 2.2 5

146 yolecularHpialoguesHbetweenHqarlyHpivergentHrungiHandHnacteriaHinHanHmntagonismHversusHaH
yutualismVHMBioTH2020THYYTH 7.8 5

145 oonsentHinsufficientHforHdataHreleaseU esponseVHScienceTH2019TH[b]TH]]b 33.3 4

144 OneHoompleteHandHSevenHpraftHsenomeHSequencesHofHSubdivisionHYHandH[HusolatedHfromHSoilVH
MicrobiologydResourcedAnnouncementsTH2020THeTH 1.3 4
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143 tighUqualityHdraftHgenomeHsequenceHofHstrainHmw]OtYTHaHgammaproteobacteriumHisolatedHfromH
estuarineHsedimentVHStandardsdindGenomicdSciencesTH2016THYYTHbb 4

142 senomeHsequenceHofHShimiaHstrVHSwXY[THaHrepresentativeHofHtheH oseobacterHgroupHisolatedHfromH
marineHsedimentVHStandardsdindGenomicdSciencesTH2016THYYTHZa 4

141 senomeHsequenceHofHtheHxotusHsppVHmicrosymbiontHyesorhizobiumHlotiHstrainHzZ’ZX[cVHStandardsd
indGenomicdSciencesTH2014THeTHc 4

140 senomeHsequenceHofHtheHôhermotogaHthermarumHtypeHstrainHPxm[PôQQHfromHanHmfricanHsolfataricH
springVHStandardsdindGenomicdSciencesTH2014THeTHYYXaUYc 4

139 tighUqualityUdraftHgenomeHsequenceHofHtheHfermentingHbacteriumHtypeHstrainHslunSYYHPpSyH
ZebedQVHStandardsdindGenomicdSciencesTH2017THYZTHZ] 4

138 tighUqualityHpermanentHdraftHgenomeHsequenceHofHtheHtypeHstrainHüSpmHcbTHisolatedHfromHPxVQHyerrVH
StandardsdindGenomicdSciencesTH2017THYZTHZb 4

137
tighHqualityHdraftHgenomeHsequenceHandHanalysisHofH’ontibacterHroseusHtypeHstrainHS oUYPôQHPpSyH
YcaZYPôQQHisolatedHfromHmuddyHwatersHofHaHdrainageHsystemHinHohandigarhTHundiaVHStandardsdind
GenomicdSciencesTH2015THYXTHd

4

136
tighUqualityHpermanentHdraftHgenomeHsequenceHofHtheHextremelyHosmotolerantHdiphenolH
degradingHbacteriumHtalotaleaHalkalilentaHmWUcPôQTHandHemendedHdescriptionHofHtheHgenusH
talotaleaVHStandardsdindGenomicdSciencesTH2015THYXTHaZ

4

135
senomeHSequenceHofH’olycyclovoransHalgicolaHStrainHôs]XdTHanHObligateH’olycyclicHmromaticH
tydrocarbonUpegradingHnacteriumHmssociatedHwithHyarineHqukaryoticH’hytoplanktonVHGenomed
AnnouncementsTH2015TH[TH

4

134 oompleteHsenomeHSequenceHofHtheHtyperthermophilicHSulfateU educingHnacteriumH
ôhermodesulfobacteriumHgeofontisHO’rYaôVHGenomedAnnouncementsTH2013THYTHeXXYbZY[ 4

133 senomeHsequenceHofHtheHxistiaHangolensisHmicrosymbiontHyicrovirgaHlotononidisHstrainH
WSy[aacPôVQVHStandardsdindGenomicdSciencesTH2014THeTHa]XUaX 4

132 tighUqualityUdraftHgenomeHsequenceHofHtheHyellowUpigmentedHflavobacteriumHvoostellaHmarinaH
typeHstrainHPqnaPôQQVHStandardsdindGenomicdSciencesTH2013THdTH[cU]b 4

131 ’ermanentHdraftHgenomeHsequencesHofHtheHsymbioticHnitrogenHfixingHqnsiferHmelilotiHstrainsH
nOZYooHandHmwadVHStandardsdindGenomicdSciencesTH2013THeTH[ZaU[[ 4

130
senomeHsequenceHofHtheHmoderatelyHthermophilicHsulfurUreducingHbacteriumHôhermanaerovibrioH
veloxHtypeHstrainHPZUecXYPôQQHandHemendedHdescriptionHofHtheHgenusHôhermanaerovibrioVHStandardsd
indGenomicdSciencesTH2013THeTHacUcX

4

129 senomeHsequenceHofHqnsiferHarborisHstrainHxysHY]eYePôQgHaHmicrosymbiontHofHtheHlegumeH’rosopisH
chilensisHgrowingHinHwostiTHSudanVHStandardsdindGenomicdSciencesTH2014THeTH]c[Ud[ 4

128 senomeHsequenceHofHtheHphylogeneticallyHisolatedHspirocheteHxeptonemaHilliniHtypeHstrainH
P[XaaPôQQVHStandardsdindGenomicdSciencesTH2013THdTHYccUdc 4

127 oompleteHsenomeHofHqnterobacteriaceaeHnacteriumHStrainHrsuHacTHaHStrainHmssociatedHwithH
xeafUoutterHmntHrungusHsardensVHGenomedAnnouncementsTH2013THYTH 4

126 zonUcontiguousHfinishedHgenomeHsequenceHofHnacteroidesHcoprosuisHtypeHstrainHP’oY[eQVHStandardsd
indGenomicdSciencesTH2011TH]THZ[[U][ 4
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125 oompleteHgenomeHsequenceHofHôolumonasHauensisHtypeHstrainHPômH]QVHStandardsdindGenomicdSciences
TH2011THaTHYYZUZX 4

124 pataHshoppingHinHanHopenHmarketplacefHuntroducingHtheHOntogratorHwebHapplicationHforHmarkingHupH
dataHusingHontologiesHandHbrowsingHusingHfacetsVHStandardsdindGenomicdSciencesTH2011TH]THZdbUeZ 4

123 oompleteHgenomeHsequenceHofHuntrasporangiumHcalvumHtypeHstrainHPcHwu’QVHStandardsdindGenomicd
SciencesTH2010TH[THZe]U[X[ 4

122 udentificationHofHproteinUtyrosineHphosphatasesHinHmrchaeaVHJournaldofdMoleculardEvolutionTH1999TH]dTHbZaUc3.1 4

121 4

120 umpactHofHSoilHSalinityHonHtheHoowpeaHzoduleUyicrobiomeHandHtheHusolationHofHtalotolerantH’s’ H
StrainsHtoH’romoteH’lantHsrowthHunderHSalinityHStressVHPhytobiomesdJournalTH2020TH]TH[b]U[c] 4.8 4

119
’ermanentHumprovedHtighU–ualityHpraftHsenomeHSequenceHofHzocardiaHcasuarinaeHStrainH
nysaYYXeTHanHqndophyteHofHmctinorhizalH ootHzodulesHofHoasuarinaHglaucaVHGenomed
AnnouncementsTH2016TH]TH

4

118 umprovedHpraftHsenomeHSequenceHofHspVHStrainHxwxX]THaHnacterialHqndophyteHmssociatedHwithH
SwitchgrassH’lantsVHMicrobiologydResourcedAnnouncementsTH2019THdTH 1.3 4

117
praftHsenomeHofHnurkholderiaHcenocepaciaHômtlU[cYTHaHStrainHfromHtheHnurkholderiaHcepaciaH
oomplexH etainsHmntagonismHinHpifferentHoarbonHandHzitrogenHSourcesVHCurrentdMicrobiologyTH2019
THcbTHabbUac]

2.4 3

116
tighUqualityHpermanentHdraftHgenomeHsequenceHofHnradyrhizobiumHspVHôvZaVZTHaHmicrosymbiontHofH
ôachigaliHversicolorHdiscoveredHinHnarroHooloradoHuslandHofH’anamaVHStandardsdindGenomicdSciencesTH
2015THYXTHZc

3

115 praftHgenomeHsequenceHofHstrainHüSnmUsnXHaYaHisolatedHfromHSuperparamoHsoilHsamplesHinH
oolombianHmndesVHStandardsdindGenomicdSciencesTH2017THYZTHcd 3

114 ’ermanentHpraftHsenomeHSequenceHofHzocardiaHspVHnysYYYZXeTHanHmctinobacteriumHusolatedHfromH
zodulesHofHoasuarinaHglaucaVHGenomedAnnouncementsTH2016TH]TH 3

113 tighU–ualityHpraftHsenomeHSequencesHofHqightHnacteriaHusolatedHfromHrungusHsardensHsrownHbyH
ôrachymyrmexHseptentrionalisHmntsVHMicrobiologydResourcedAnnouncementsTH2018THcTH 1.3 3

112 yicrobiomesHofHγelloziaceaeHfromHphosphorusUimpoverishedHsoilsHofHtheHcamposHrupestresTHaH
biodiversityHhotspotVHScientificdDataTH2019THbTHY]X 8.2 3

111 yetagenomesHandHmetatranscriptomesHfromHborealHpotentialHandHactualHacidHsulfateHsoilHmaterialsVH
ScientificdDataTH2019THbTHZXc 8.2 3

110 senomeHsequenceHofHtheHdarkHpinkHpigmentedHxistiaHbainesiiHmicrosymbiontHyethylobacteriumHspVH
WSyZaedVHStandardsdindGenomicdSciencesTH2014THeTHa 3

109 senomeHsequenceHofHtheHyedicagoUnodulatingHqnsiferHmelilotiHcommercialHinoculantHstrainH  uYZdVH
StandardsdindGenomicdSciencesTH2014THeTHbXZUY[ 3

108 senomeHSequenceHofHtheHmlkalineUôolerantHoellulomonasHspVHStrainHrmYVHGenomedAnnouncementsTH
2015TH[TH 3

Nikos C Kyrpides
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107
tighU–ualityHpraftHsenomeHSequenceHofHwallotenueHpapyrolyticumHvwsYôH evealsHnroadH
teterotrophicHoapacityHrocusedHonHoarbohydrateHandHmminoHmcidHyetabolismVHGenomed
AnnouncementsTH2015TH[TH

3

106
tighUqualityHpermanentHdraftHgenomeHsequenceHofH hizobiumHleguminosarumHbvVHviciaeHstrainH
sn[XgHanHeffectiveHmicrosymbiontHofH’isumHsativumHgrowingHinH’olandVHStandardsdindGenomicd
SciencesTH2015THYXTH[b

3

105 ’artialHgenomeHsequenceHofHtheHhaloalkaliphilicHsodaHlakeHbacteriumHôhioalkalivibrioH
thiocyanoxidansHm hHZPôQVHStandardsdindGenomicdSciencesTH2015THYXTHda 3

104 tighUqualityHpermanentHdraftHgenomeHsequenceHofHqnsiferHmelilotiHstrainH]t]YTHanHeffectiveHsaltUH
andHdroughtUtolerantHmicrosymbiontHofH’haseolusHvulgarisVHStandardsdindGenomicdSciencesTH2015THYXTH[] 3

103 senomeHsequenceHofHnradyrhizobiumHspVHWSyYZa[gHaHmicrosymbiontHofHOrnithopusHcompressusH
fromHtheHsreekHuslandHofHSifnosVHStandardsdindGenomicdSciencesTH2015THYXTHYY[ 3

102
oompleteHsenomeHSequenceHofHyethanoregulaHformicicaHSyS’ôTHaHyesophilicHtydrogenotrophicH
yethanogenHusolatedHfromHaHyethanogenicHüpflowHmnaerobicHSludgeHnlanketH eactorVHGenomed
AnnouncementsTH2014THZTH

3

101 praftHsenomeHSequenceHofH’seudomonasHazotifigensHStrainHpSyHYcaabôHPbt[[bôQTHaHzitrogenH
rixerHStrainHusolatedHfromHaHoompostH’ileVHGenomedAnnouncementsTH2013THYTH 3

100 senomeHsequenceHofHtheHcloverUnodulatingH hizobiumHleguminosarumHbvVHtrifoliiHstrainHS pue][VH
StandardsdindGenomicdSciencesTH2013THeTHZ[ZU]Z 3

99 senomeHsequenceHofHtheHôrifoliumHrueppellianumHUnodulatingH hizobiumHleguminosarumHbvVHtrifoliiH
strainHWSyZXYZVHStandardsdindGenomicdSciencesTH2013THeTHZd[Ue[ 3

98 senomeHsequenceHofHtheHcloverUnodulatingH hizobiumHleguminosarumHbvVHtrifoliiHstrainHS puabaVH
StandardsdindGenomicdSciencesTH2013THeTHZZXU[Y 3

97 senomeHsequenceHofHtheHSouthHmmericanHcloverUnodulatingH hizobiumHleguminosarumHbvVHtrifoliiH
strainHWSyaecVHStandardsdindGenomicdSciencesTH2013THeTHZb]UcZ 3

96 senomeHsequenceHofHtheHacidUtolerantHnurkholderiaHspVHstrainHWSyZZ[XHfromHwarijiniHzationalH
’arkTHmustraliaVHStandardsdindGenomicdSciencesTH2014THeTHaaYUbY 3

95 oompleteHgenomeHsequenceHofHOceanithermusHprofundusHtypeHstrainHPaXbQVHStandardsdindGenomicd
SciencesTH2011TH]THZYXUZX 3

94 senomeHsequenceHofHtheHoceanHsedimentHbacteriumHSaccharomonosporaHmarinaHtypeHstrainH
PXyüYaPôQQVHStandardsdindGenomicdSciencesTH2012THbTHZbaUca 3

93 yeetingH eportfHôowardsHaHoriticalHmssessmentHofHrunctionalHmnnotationHqxperimentHPomrmqQHforH
bacterialHgenomeHannotationVHStandardsdindGenomicdSciencesTH2010TH[THZ]XUZ 3

92 mHtransientHsoz]Hm zmHdestabilizationHfollowsHsoz]HtranslationalHderepressionVHJournaldofd
BiologicaldChemistryTH1995THZcXTHYc[YcUZX 5.4 3

91 ôheHcoreHhistoneHfoldfHlimitsHtoHfunctionalHversatilityVHJournaldofdMoleculardEvolutionTH1996TH][THa]YUZ 3.1 3

90 unvestigationHofHintracellularHsignalsHgeneratedHbyHgammaUinterferonHandHuxU]HleadingHtoHtheH
inductionHofHclassHuuHantigenHexpressionVHMediatorsdofdInflammationTH1993THZTH[][Ud 4.3 3
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89 oompleteHgenomeHsequenceHofHSyntrophobotulusHglycolicusHtypeHstrainHPrlsly QVHStandardsdind
GenomicdSciencesTH2011TH]TH[cYUdX 3

88
praftHgenomeHandHdescriptionHofHoonsotaellaHsalsifontisHgenVHnovVHspVHnovVTHaHhalophilicTHfreeUlivingTH
nitrogenUfixingHalphaproteobacteriumHisolatedHfromHanHancientHterrestrialHsalineHspringVH
InternationaldJournaldofdSystematicdanddEvolutionarydMicrobiologyTH2017THbcTH[c]]U[caY

2.2 3

87 senomeHanalysisHofHtheHmarineHbacteriumHwiloniellaHlaminariaeHandHfirstHinsightsHintoHcomparativeH
genomicsHwithHrelatedHwiloniellaHspeciesVHArchivesdofdMicrobiologyTH2020THZXZTHdYaUdZ] 3 3

86 yetagenomeHSequencingHtoHqxploreH’hylogenomicsHofHôerrestrialHoyanobacteriaVHMicrobiologyd
ResourcedAnnouncementsTH2021THYXTHeXXZadZY 1.3 3

85 tighU–ualityHpraftHsenomesHfromHôhermusHcaliditerraeHYuyHcccccHandHôV´ tengchongensisHYuyH
cc]XYTHusolatesHfromHôengchongTHohinaVHGenomedAnnouncementsTH2016TH]TH 3

84 oompleteHsenomeHSequenceHforHspVHStrainHO a[HandHpraftHsenomeHSequenceHforHspVHStrainHO ][TH
ôwoHnacteriaHôolerantHtoHüraniumVHMicrobiologydResourcedAnnouncementsTH2019THdTH 1.3 3

83 senomeHSequencesHofHmctinobacteriaHfromHqxtremeHqnvironmentsHinHoolombiaVHMicrobiologyd
ResourcedAnnouncementsTH2018THcTH 1.3 3

82 senomeHSequenceHofHspVHStrainHsmS]c]THaHzovelHnacteriumHusolatedHfromHSoilVHGenomed
AnnouncementsTH2018THbTH 3

81 ôheHbiogeographicHdifferentiationHofHalgalHmicrobiomesHinHtheHupperHoceanHfromHpoleHtoHpoleVH
NaturedCommunicationsTH2021THYZTHa]d[ 17.4 3

80 tighHqualityHpermanentHdraftHgenomeHsequenceHofHpSyHYe]dZTHisolatedHfromHrawHcowHmilkVH
StandardsdindGenomicdSciencesTH2017THYZTH[Y 2

79
’ermanentHpraftHsenomeHSequenceHofHStrainHZUa[[THaH’eptideHandHStarchHpegraderHusolatedHfromH
ôhermalHSpringsHinHtheHwamchatkaH’eninsulaHandHwunashirHuslandTH ussiaVHGenomedAnnouncementsTH
2017THaTH

2

78 oompleteHsenomeHSequenceHofHmôooH]eYdYTHaH’hylogeneticallyHpistinctHmmmoniaUOxidizingH
nacteriumHusolatedHfromHmrcticHWatersVHGenomedAnnouncementsTH2017THaTH 2

77 umprovedHpraftHsenomeHSequenceHofH’seudomonasHpoaeHmZUSeTHaHStrainHwithH’lantH
srowthU’romotingHmctivityVHMicrobiologydResourcedAnnouncementsTH2019THdTH 1.3 2

76 senomeHSequenceHofHspVHStrainHyoôsYabPYaQTHusolatedHfromHaHScottishHooastalH’hytoplanktonHzetH
SampleVHGenomedAnnouncementsTH2017THaTH 2

75 mnHimprovedHhighUqualityHdraftHgenomeHsequenceHofHoarnobacteriumHinhibensHsubspVHinhibensH
strainHwYPôQVHStandardsdindGenomicdSciencesTH2016THYYTHba 2

74
’ermanentHdraftHgenomeHsequenceHofHpesulfurococcusHmobilisHtypeHstrainHpSyHZYbYTHaH
thermoacidophilicHsulfurUreducingHcrenarchaeonHisolatedHfromHacidicHhotHspringsHofHtveravellirTH
ucelandVHStandardsdindGenomicdSciencesTH2016THYYTH[

2

73 senomeHsequenceHofHtheHWenxiniaHmarinaHtypeHstrainHPpSyHZ]d[dPôQQTHaHrepresentativeHofHtheH
 oseobacterHgroupHisolatedHfromHoilfieldHsedimentsVHStandardsdindGenomicdSciencesTH2014THeTHdaaUba 2

72 oompleteHsenomeHSequenceHofHyethanolineaHtardaHzOnuUYôTHaHtydrogenotrophicHyethanogenH
usolatedHfromHyethanogenicHpigesterHSludgeVHGenomedAnnouncementsTH2014THZTH 2
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71 tighUqualityHpermanentHdraftHgenomeHsequenceHofHtheH’arapiptadeniaHrigidaUnodulatingH
nurkholderiaHspVHstrainHüY’ YV]Y[VHStandardsdindGenomicdSciencesTH2015THYXTH[Y 2

70 tighHqualityHdraftHgenomeHsequenceHofHnacteroidesHbarnesiaeHtypeHstrainHnxZPôQHPpSyHYdYbePôQQH
fromHchickenHcaecumVHStandardsdindGenomicdSciencesTH2015THYXTH]d 2

69
’artialHgenomeHsequenceHofHôhioalkalivibrioHthiocyanodenitrificansHm hpHYPôQTHaH
chemolithoautotrophicHhaloalkaliphilicHsulfurUoxidizingHbacteriumHcapableHofHcompleteH
denitrificationVHStandardsdindGenomicdSciencesTH2015THYXTHd]

2

68 tighUqualityHpermanentHdraftHgenomeHsequenceHofHtheH’arapiptadeniaHrigidaUnodulatingH
oupriavidusHspVHstrainHüY’ ZVaYZVHStandardsdindGenomicdSciencesTH2015THYXTHY[ 2

67 praftHsenomeHSequenceHofHtheHoellulolyticHandHXylanolyticHôhermophileHolostridiumHclariflavumH
StrainH]UZaVHGenomedAnnouncementsTH2015TH[TH 2

66 senomeHsequenceHofHnurkholderiaHmimosarumHstrainHxysHZ[ZabPôQTHaHyimosaHpigraHmicrosymbiontH
fromHmnsoTHôaiwanVHStandardsdindGenomicdSciencesTH2014THeTH]d]Ue] 2

65 senomeHsequenceHofHtheHlupinUnodulatingHnradyrhizobiumHspVHstrainHWSyY]YcVHStandardsdind
GenomicdSciencesTH2013THeTHZc[UdZ 2

64 senomeHsequenceHofHtheHacidUtolerantHnurkholderiaHspVHstrainHWSyZZ[ZHfromHwarijiniHzationalH
’arkTHmustraliaVHStandardsdindGenomicdSciencesTH2014THeTHYYbdUdX 2

63
oompleteHgenomeHsequenceHofHtheHhalophilicHbacteriumHSpirochaetaHafricanaHtypeHstrainH
PZUcbeZPôQQHfromHtheHalkalineHxakeHyagadiHinHtheHqastHmfricanH iftVHStandardsdindGenomicdSciencesTH
2013THdTHYbaUcb

2

62 zonUcontiguousHfinishedHgenomeHsequenceHofHtheHopportunisticHoralHpathogenH’revotellaH
multisaccharivoraxHtypeHstrainHP’’’mZXQVHStandardsdindGenomicdSciencesTH2011THaTH]YUe 2

61 yeetingH eportHfromHtheHsenomicHStandardsHoonsortiumHPsSoQHWorkshopHeVHStandardsdindGenomicd
SciencesTH2010TH[THZYbUZ] 2

60 yeetingH eportfHJyetagenomicsTHyetadataHandHyetaUanalysisJHPy[QHWorkshopHatHtheH’acificH
SymposiumHonHniocomputingHZXYXVHStandardsdindGenomicdSciencesTH2010THZTH[acUbX 2

59 yethanococcusHjannaschiisenomefH evisitedVHGenomedSciencedkdTechnologyTH1996THYTH[ZeU[[d 2

58
pifferentHmolecularHmechanismsHleadHtoHsameHendpointsHwithHdifferentHfunctionfHôzrUalphaHinducesH
nonUfunctionalHoSrUYHreceptorsHonHtxUbXHcellsHinHcontrastHtoHinterferonUgammaVHJournaldofdReceptorsd
anddSignaldTransductionTH1992THYZTHaeUcX

2

57 tighUqualityHdraftHgenomeHsequencesHofHpSyHY]Yb]THpSyHYc]ecTHpSyHYaXddTHpSyHZYZ]aHandHpSyH
YbXXbfHtaxonomicHconsiderationsVHAccessdMicrobiologyTH2019THYTHeXXXXbc 1 2

56 orypticHinovirusesHareHpervasiveHinHbacteriaHandHarchaeaHacrossHqarthâ��sHbiomes 2

55 mHthermostableHoaseHwithHincreasedHlifetimeHinHhumanHplasma 2

54 senomicsTHqxometabolomicsTHandHyetabolicH’robingH evealHoonservedH’roteolyticHyetabolismHofH
andHôhreeHoandidateHSpeciesHrromHohinaHandHvapanVHFrontiersdindMicrobiologyTH2021THYZTHb[Zc[Y 5.7 2

(2021-2015)
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53 mpplicationHofHxongHSequenceH eadsHôoHumproveHsenomesHforHolostridiumHthermocellumHmpZTH
olostridiumHthermocellumHx– uTHandH’elosinusHfermentansH cVHGenomedAnnouncementsTH2016TH]TH 2

52 qstablishmentHofHcomputationalHbiologyHinHsreeceHandHoyprusfH’astTHpresentTHandHfutureVHPLoSd
ComputationaldBiologyTH2019THYaTHeYXXca[Z 5 2

51 praftHsenomeHSequencesHofHôhreeHStrainsHofHaHzovelHSpeciesHusolatedHfromHrorestHSoilVHGenomed
AnnouncementsTH2018THbTH 2

50
qvolutionHofHaHmultiUstepHphosphorelayHsignalHtransductionHsystemHinHqnsiferfHrecruitmentHofHtheH
sigmaHfactorH pozHandHaHnovelHenhancerUbindingHproteinHtriggersHacidUactivatedHgeneHexpressionVH
MoleculardMicrobiologyTH2017THYX[THdZeUd]]

4.1 1

49 oompleteHsenomeHSequenceHofHSerratiaHquinivoransHStrainHYZ] THaHracultativeHmnaerobeHusolatedH
onHOrganosolvHxigninHasHaHSoleHoarbonHSourceVHMicrobiologydResourcedAnnouncementsTH2019THdTH 1.3 1

48 yicrobialHnenthicHoommunitiesHinHtheHmegeanHSeaVHHandbookdofdEnvironmentaldChemistryTH2020THY 0.8 1

47 praftHgenomeHsequenceHofHoxUYveHPpSyHYddZZQTHisolatedHfromHtheHrhizosphereHofHtheHcoastalH
tidalUflatHplantVHStandardsdindGenomicdSciencesTH2017THYZTHba 1

46 praftHsenomeHSequenceHofHocTHusolatedHfromHSeawaterHfromHtheHyenaiHStraitsTHWalesTHünitedH
wingdomVHGenomedAnnouncementsTH2018THbTH 1

45 oompleteHsenomeHSequenceHofHspVHStrainH nuuôpTHaHnutyrateUHandHnutanolU’roducingHôhermophileVH
GenomedAnnouncementsTH2018THbTH 1

44
tighUqualityHdraftHgenomeHsequenceHofHrlavobacteriumHsuncheonenseHstZeUaPôQHPpSyHYccXcPôQQH
isolatedHfromHgreenhouseHsoilHinHSouthHworeaTHandHemendedHdescriptionHofHrlavobacteriumH
suncheonenseHstZeUaPôQVHStandardsdindGenomicdSciencesTH2016THYYTH]Z

1

43 tighHqualityHpermanentHdraftHgenomeHsequenceHofH’haseolibacterHflectensHmôooHYZccaPôQTHaHplantH
pathogenHofHrrenchHbeanHpodsVHStandardsdindGenomicdSciencesTH2016THYYTH] 1

42 tighUqualityHdraftHgenomeHsequenceHofHstrainHSôybYaaTHaHmicrosymbiontHfromHzewHoaledoniaVH
StandardsdindGenomicdSciencesTH2017THYZTHc 1

41 tighUqualityHpermanentHdraftHgenomeHsequenceHofHtheHxebeckiaHUHnodulatingHnurkholderiaH
dilworthiiHstrainHWSy[aabPôQVHStandardsdindGenomicdSciencesTH2015THYXTHb] 1

40 tighUqualityHdraftHgenomeHsequenceHofHsracilimonasHtropicaHoxUon]bZPôQHPpSyHYea[aPôQQTHisolatedH
fromHaHSynechococcusHcultureVHStandardsdindGenomicdSciencesTH2015THYXTHed 1

39
tighUqualityHpermanentHdraftHgenomeHsequenceHofHnradyrhizobiumHspVHstrainHWSyYc][HUHanH
effectiveHmicrosymbiontHofHanHundigoferaHspVHgrowingHinHmustraliaVHStandardsdindGenomicdSciencesTH
2015THYXTHdc

1

38 tighUqualityHpermanentHdraftHgenomeHsequenceHofHnradyrhizobiumHspVHmiYaUZgHaHmicrosymbiontHofH
mndiraHinermisHdiscoveredHinHoostaH icaVHStandardsdindGenomicdSciencesTH2015THYXTH[[ 1

37
senomeHsequenceHofHtheHpinkUpigmentedHmarineHbacteriumHxoktanellaHhongkongensisHtypeHstrainH
PüSôeaXcXYUXXe’PôQQTHaHrepresentativeHofHtheH oseobacterHgroupVHStandardsdindGenomicdSciencesTH
2015THYXTHaY

1

36 tighUqualityHpermanentHdraftHgenomeHsequenceHofHtheHyimosaHasperataHUHnodulatingHoupriavidusH
spVHstrainHmy’bVHStandardsdindGenomicdSciencesTH2015THYXTHdX 1
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35 tighHqualityHdraftHgenomeHsequenceHofHoorynebacteriumHulceribovisHtypeHstrainHuyyunUxY[eaPôQH
PpSyH]aY]bPôQQVHStandardsdindGenomicdSciencesTH2015THYXTHaX 1

34
tighUqualityHpermanentHdraftHgenomeHsequenceHofHnradyrhizobiumHspVHôhVbZTHaHmicrosymbiontHofH
mmphicarpaeaHbracteataHcollectedHinHvohnsonHoityTHzewHYorkVHStandardsdindGenomicdSciencesTH2015TH
YXTHZ]

1

33
tighU–ualityHpraftHsenomeHSequenceHofHpesulfovibrioHcarbinoliphilusHrWUYXYUZnTHanHOrganicH
mcidUOxidizingHSulfateU educingHnacteriumHusolatedHfromHüraniumPγuQUoontaminatedHsroundwaterVH
GenomedAnnouncementsTH2015TH[TH

1

32 senomeHsequenceHofHqnsiferHmedicaeHstrainHWSyY[begHanHeffectiveHmicrosymbiontHofHtheHannualH
legumeHyedicagoHsphaerocarposVHStandardsdindGenomicdSciencesTH2013THeTH]ZXU[X 1

31 senomeHsequenceHofHqnsiferHmedicaeHstrainHWSyYYYagHanHacidUtolerantHyedicagoUnodulatingH
microsymbiontHfromHSamothrakiTHsreeceVHStandardsdindGenomicdSciencesTH2014THeTHaY]UZb 1

30 senomeHsequenceHofHtheHchemoheterotrophicHsoilHbacteriumHSaccharomonosporaHcyaneaHtypeH
strainHPzmUY[]PôQQVHStandardsdindGenomicdSciencesTH2013THeTHZdU]Y 1

29 senomeHsequenceHofHrrateuriaHaurantiaHtypeHstrainHPwondˆ·HbcPôQQTHaHxanthomonadeHisolatedHfromH
xiliumHauratiumHxindlVHStandardsdindGenomicdSciencesTH2013THeTHd[UeZ 1

28 yeetingHreportHofHtheH zmHOntologyHoonsortiumHvanuaryHdUeTHZXYYVHStandardsdindGenomicdSciencesTH
2011TH]THZaZUb 1

27 ’ermanentHdraftHgenomeHsequenceHofHtheHglidingHpredatorHSaprospiraHgrandisHstrainHSaHgYHPiHt YQVH
StandardsdindGenomicdSciencesTH2012THbTHZYXUe 1

26 oonceptualizingHaHsenomicsHSoftwareHunstituteHPsSuQVHStandardsdindGenomicdSciencesTH2012THbTHY[bU]] 1

25 SO’HforHpathwayHinferenceHinHuntegratedHyicrobialHsenomesHPuysQVHStandardsdindGenomicdSciencesTH
2011THaTH]ZXU[ 1

24 yeetingH eportHfromHtheHsenomicHStandardsHoonsortiumHPsSoQHWorkshopHdVHStandardsdindGenomicd
SciencesTH2010TH[THe[Ub 1

23 yetagenomesHandHyetatranscriptomesHofHaHslucoseUmmendedHmgriculturalHSoilVHMicrobiologyd
ResourcedAnnouncementsTH2020THeTH 1.3 1

22 yedicagoHrootHnoduleHmicrobiomesfHinsightsHintoHaHcomplexHecosystemHwithHpotentialHcandidatesH
forHplantHgrowthHpromotionVHPlantdanddSoilTY 4.2 1

21 ôheHpOqHvsuHyetagenomeHWorkflow 1

20 praftHsenomeHSequencesHofHzewHusolatesHandHtheHwnownHSpeciesHofHtheHramilyHyicrobacteriaceaeH
mssociatedHwithH’lantsVHMicrobiologydResourcedAnnouncementsTH2018THcTH 1.3 1

19 ulluminatingHtheHγirosphereHôhroughHslobalHyetagenomicsVHAnnualdReviewdofdBiomedicaldDatad
ScienceTH2021TH]TH[beU[eY 5.6 1

18
ôheH oseibiumHalbumHPxabrenziaHalbaQHsenomeH’ossessesHyultipleHSymbiosisHractorsH’ossiblyH
ünderpinningHtostUyicrobeH elationshipsHinHtheHyarineHnenthosVHMicrobiologydResourced
AnnouncementsTH2021THYXTHeXX[ZXZY

1.3 1
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17 praftHgenomeHsequenceHofHmctinotignumHschaaliiHpSyHYaa]YôfHseneticHinsightsHintoHtheHlifestyleTH
cellHfitnessHandHvirulenceVHPLoSdONETH2017THYZTHeXYddeY] 3.7 0

16 tighHqualityHdraftHgenomeHsequenceHofHnrachymonasHchironomiHmuym]PôQHPpSyHYedd]PôQQHisolatedH
fromHaHohironomusHspVHeggHmassVHStandardsdindGenomicdSciencesTH2015THYXTHZe 0

15
tighUqualityHpermanentHdraftHgenomeHsequenceHofHqnsiferHmedicaeHstrainHWSyZ]]THaH
microsymbiontHisolatedHfromHyedicagoHpolymorphaHgrowingHinHalkalineHsoilVHStandardsdindGenomicd
SciencesTH2015THYXTHYZb

0

14 senomeHsequenceHofHtheHflexirubinUpigmentedHsoilHbacteriumHziabellaHsoliHtypeHstrainHPvSY[UdPôQQVH
StandardsdindGenomicdSciencesTH2012THcTHZYXUZX 0

13 ôheHSantoriniHγolcanicHoomplexHasHaHγaluableHSourceHofHqnzymesHforHnioenergyVHEnergiesTH2021THY]THY]Y]3.1 0

12 rrigoriflavimonasHasaccharolyticaHgenVHnovVTHspVHnovVTHaHnovelHpsychrophilicHesteraseHandHproteaseH
producingHbacteriumHisolatedHfromHmntarcticaVHAntoniedVandLeeuwenhoekTH2021THYY]THYeeYUZXXZ 2.1 0

11
ôheHsenomeHofHtheHmcidHSoilUmdaptedHStrainHO YeYHqncodesHpeterminantsHforHqffectiveHSymbioticH
unteractionHWithHnothHanHunvertedH epeatHxackingHoladeHandHaH’haseoloidHxegumeHtostVVHFrontiersd
indMicrobiologyTH2022THY[THc[aeYY

5.7 0

10 tighUqualityHdraftHgenomeHsequenceHofHylalzUYTHaHmicrosymbiontHofHPxVQHmillerHcollectedHinH
xanzaroteTHoanaryHuslandsTHSpainVHStandardsdindGenomicdSciencesTH2017THYZTHad

9 praftHgenomeHsequenceHofHpSyHZYabaHanHanaerobicTHslightlyHhalophilicHbacteriumHisolatedHfromHaH
oolombianHsalineHspringVHStandardsdindGenomicdSciencesTH2017THYZTHdb

8 senomeHsequenceHofHqnsiferHmedicaeHpiZdgHanHeffectiveHzZUfixingHmicrosymbiontHofHyedicagoH
murexHandHyVHpolymorphaVHStandardsdindGenomicdSciencesTH2014THeTH]

7 ôheHsenomeHSequenceHofHtheHzovelH hizobialHSpeciesHyicrovirgaHlotononidisHStrainHWSy[aacôH
2015THZ[aUZ]]

6 senomeHsequenceHofHtheHOrnithopusWxupinusUnodulatingHnradyrhizobiumHspVHstrainHWSy]cYVH
StandardsdindGenomicdSciencesTH2013THeTHZa]Ub[

5 mliveHandHwellHatHYXXVHStandardsdindGenomicdSciencesTH2011TH]THY

4 oompleteHgenomeHsequenceHofHyesorhizobiumHaustralicumHtypeHstrainHPWSyZXc[ôQVHStandardsdind
GenomicdSciencesTH2013THeTHYUYa

3 praftHgenomeHsequenceHofHohryseobacteriumHlimigenitumHSü ZHPxysHZdc[]QHisolatedHfromH
dehydratedHsludgeVHBraziliandJournaldofdMicrobiologyTH2018TH]eTHaUb 2.2

2 udentifyingHcandidateHstructuredH zmsHinHo uS’ HoperonsVVHRNAdBiologyTH2022THYeTHbcdUbda 4.8

1 SodalisHligniHStrainHYae HusolatedHfromHanHmnaerobicHxigninUpegradingHoonsortiumVVHMicrobiologyd
SpectrumTH2022THeXZ[]bZY 8.9
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