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49 RectalNswabsNareNaNreliableNmethodNofNassessingNtheNcolonicNmicrobiomeddNInternationalpJournalpofp
MedicalpMicrobiologybN2022bNighbNgkgkjo 3.7 0

48 γeneticNevaluationNofNESxLcproducingNurinaryNisolatesNinNOtagobNNewNZealanddNJAC-Antimicrobialp
ResistancebN2021bNibNdlabgjm 2.9 1

47 yompleteNγenomeNSequencesNofNspdNStrainNXESkbNspdNStrainNXγSmbNandNspdNStrainNXySibNIsolatedNfromN
XenopusNlaevisNSkinddNMicrobiologypResourcepAnnouncementsbN2021bNgfbNefgfkfhg 1.3 0

46
MucosalcassociatedNinvariantNTNcellsNandNV˛·hN˛‡˛·NTNcellsNinNcommunityNacquiredNpneumoniapN
associationNofNabundanceNinNsputumNwithNclinicalNseverityNandNoutcomedNClinicalpandpExperimentalp
ImmunologybN2020bNgoobNhfgchgk

6.2 5

45 wgriculturalNOriginsNofNaNδighlyNPersistentNLineageNofNVancomycincResistantNinNNewNZealanddNAppliedp
andpEnvironmentalpMicrobiologybN2019bNnkbN 4.8 3

44 ziverseNhydrogenNproductionNandNconsumptionNpathwaysNinfluenceNmethaneNproductionNinN
ruminantsdNISMEpJournalbN2019bNgibNhlgmchlih 11.9 54

43 IdentifyingNaccurateNmetagenomeNandNampliconNsoftwareNviaNaNmetacanalysisNofNsequenceNtoN
taxonomyNbenchmarkingNstudiesdNPeerJbN2019bNmbNelglf 3.1 22

42 EczemacprotectiveNprobioticNaltersNinfantNgutNmicrobiomeNfunctionalNcapacityNbutNnotNcompositionpN
subcsampleNanalysisNfromNaNRyTdNBeneficialpMicrobesbN2019bNgfbNkcgm 4.9 17

41 ExtensiveNUnexploredNδumanNMicrobiomeNziversityNRevealedNbyNOverNgkfbfffNγenomesNfromN
MetagenomesNSpanningNwgebNγeographybNandNLifestyledNCellbN2019bNgmlbNljocllhdehf 56.2 588

40 InvitedNyommentarypNImprovingNtheNwccessibilityNofNδumanNMicrobiomeNProjectNzataNThroughN
IntegrationNWithNRexioconductordNAmericanpJournalpofpEpidemiologybN2019bNgnnbNgfhmcgfif 3.8 2

39 bioxakerypNaNmetaVomicNanalysisNenvironmentdNBioinformaticsbN2018bNijbNghikcghim 7.2 108

38 yhthonomonadetesN2018bNgcg

37 yhthonomonadaceaeN2018bNgcg

36 yhthonomonadalesN2018bNgcg

35 MicrobialNbiogeographyNofNohkNgeothermalNspringsNinNNewNZealanddNNaturepCommunicationsbN2018bN
obNhnml 17.4 70

34 PyrinomonasN2018bNgcn

33 yhthonomonasN2018bNgcl
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32 ExperimentalNdesignNandNquantitativeNanalysisNofNmicrobialNcommunityNmultiomicsdNGenomepBiologybN
2017bNgnbNhhn 18.3 87

31 ōluorideNzepletesNwcidogenicNTaxaNinNOralNbutNNotNγutNMicrobialNyommunitiesNinNMicedNMSystemsbN
2017bNhbN 7.6 11

30 SubcclinicalNdetectionNofNgutNmicrobialNbiomarkersNofNobesityNandNtypeNhNdiabetesdNGenomepMedicinebN
2016bNnbNgm 14.4 127

29 UrbanNTransitNSystemNMicrobialNyommunitiesNzifferNbyNSurfaceNTypeNandNInteractionNwithNδumansN
andNtheNEnvironmentdNMSystemsbN2016bNgbN 7.6 73

28
TheNyhthonomonasNcalidiroseaNγenomeNIsNδighlyNyonservedNacrossNγeographicNLocationsNandN
zistinctNyhemicalNandNMicrobialNEnvironmentsNinNNewNZealandVsNTaup¯�NVolcanicNZonedNAppliedpandp
EnvironmentalpMicrobiologybN2016bNnhbNikmhcng

4.8 5

27 xiogeographyNofNtheNintestinalNmucosalNandNlumenalNmicrobiomeNinNtheNrhesusNmacaquedNCellpHostp
andpMicrobebN2015bNgmbNinkciog 23.4 185

26 SequencingNandNbeyondpNintegratingNmolecularNVomicsVNforNmicrobialNcommunityNprofilingdNNaturep
ReviewspMicrobiologybN2015bNgibNilfcmh 22.2 394

25 wssociationsNbetweenNhostNgeneNexpressionbNtheNmucosalNmicrobiomebNandNclinicalNoutcomeNinNtheN
pelvicNpouchNofNpatientsNwithNinflammatoryNbowelNdiseasedNGenomepBiologybN2015bNglbNlm 18.3 119

24 yompleteNgenomeNsequenceNofNtheNthermophilicNwcidobacteriabNPyrinomonasNmethylaliphatogenesN
typeNstrainNKhhWTXdNStandardspinpGenomicpSciencesbN2015bNgfbNgfg 13

23 γenomicNSequencingNandNOtherNToolsNforNStudyingNMicrobialNyommunitiesdNMicrobepMagazinebN2015bN
gfbNjgocjhk 3

22 wNreproducibleNapproachNtoNhighcthroughputNbiologicalNdataNacquisitionNandNintegrationdNPeerJbN
2015bNibNemog 3.1 11

21 MetaVomicNanalyticNtechniquesNforNstudyingNtheNintestinalNmicrobiomedNGastroenterologybN2014bNgjlbNgjimcgjjndeg13.3 116

20 TheNtreatmentcnaiveNmicrobiomeNinNnewconsetNyrohnVsNdiseasedNCellpHostpandpMicrobebN2014bNgkbNinhcioh23.4 1836

19 RelatingNtheNmetatranscriptomeNandNmetagenomeNofNtheNhumanNgutdNProceedingspofpthepNationalp
AcademypofpSciencespofpthepUnitedpStatespofpAmericabN2014bNgggbNEhihocin 11.5 410

18 zeterminingNmicrobialNproductsNandNidentifyingNmolecularNtargetsNinNtheNhumanNmicrobiomedNCellp
MetabolismbN2014bNhfbNmigcmjg 24.6 68

17 γutNmicrobiomeNcompositionNandNfunctionNinNexperimentalNcolitisNduringNactiveNdiseaseNandN
treatmentcinducedNremissiondNISMEpJournalbN2014bNnbNgjficgm 11.9 275

16 γenomicNanalysisNofNyhthonomonasNcalidiroseabNtheNfirstNsequencedNisolateNofNtheNphylumN
wrmatimonadetesdNISMEpJournalbN2014bNnbNgkhhcii 11.9 30

15
PyrinomonasNmethylaliphatogenesNgendNnovdbNspdNnovdbNaNnovelNgroupNjNthermophilicNmemberNofNtheN
phylumNwcidobacteriaNfromNgeothermalNsoilsdNInternationalpJournalpofpSystematicpandpEvolutionaryp
MicrobiologybN2014bNljbNhhfchhm
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14 PhyloPhlwnNisNaNnewNmethodNforNimprovedNphylogeneticNandNtaxonomicNplacementNofNmicrobesdN
NaturepCommunicationsbN2013bNjbNhifj 17.4 511

13 ōunctionalNprofilingNofNtheNgutNmicrobiomeNinNdiseasecassociatedNinflammationdNGenomepMedicinebN
2013bNkbNlk 14.4 39

12 xiodiversityNandNfunctionalNgenomicsNinNtheNhumanNmicrobiomedNTrendspinpGeneticsbN2013bNhobNkgcn 8.5 167

11 yomputationalNmetaVomicsNforNmicrobialNcommunityNstudiesdNMolecularpSystemspBiologybN2013bNobNlll 12.2 216

10 PhylogeneticNdelineationNofNtheNnovelNphylumNwrmatimonadetesNWformerNcandidateNdivisionNOPgfXN
andNdefinitionNofNtwoNnovelNcandidateNdivisionsdNAppliedpandpEnvironmentalpMicrobiologybN2013bNmobNhjnjcm4.8 19

9 ElectingNaNcandidatepNaNspeculativeNhistoryNofNtheNbacterialNphylumNOPgfdNEnvironmentalp
MicrobiologybN2012bNgjbNiflocnf 5.2 32

8 zysfunctionNofNtheNintestinalNmicrobiomeNinNinflammatoryNbowelNdiseaseNandNtreatmentdNGenomep
BiologybN2012bNgibNRmo 18.3 1668

7 wNnovelNfattyNacidbNghbgmcdimethyloctadecanoicNacidbNfromNtheNextremophileNThermogemmatisporaN
spdNWStrainNTngXdNLipidsbN2012bNjmbNlfgcgg 1.6 19

6 yhapterNghpNδumanNmicrobiomeNanalysisdNPLoSpComputationalpBiologybN2012bNnbNegffhnfn 5 310

5
yhthonomonasNcalidiroseaNgendNnovdbNspdNnovdbNanNaerobicbNpigmentedbNthermophilicNmicrocorganismN
ofNaNnovelNbacterialNclassbNyhthonomonadetesNclassisNnovdbNofNtheNnewlyNdescribedNphylumN
wrmatimonadetesNoriginallyNdesignatedNcandidateNdivisionNOPgfdNInternationalpJournalpofp
SystematicpandpEvolutionarypMicrobiologybN2011bNlgbNhjnhchjof

2.2 50

4 ōattyNwcidsNofNyhthonomonasNcalidiroseabNofNaNnovelNclassNyhthonomonadetesNfromNaNrecentlyN
describedNphylumNwrmatimonadetesdNLipidsbN2011bNjlbNggkkclg 1.6 6

3 PredictingNcombinatorialNbindingNofNtranscriptionNfactorsNtoNregulatoryNelementsNinNtheNhumanN
genomeNbyNassociationNruleNminingdNBMCpBioinformaticsbN2007bNnbNjjk 3.6 12

2 MappingNzNwcproteinNinteractionsNinNlargeNgenomesNbyNsequenceNtagNanalysisNofNgenomicN
enrichmentdNNaturepMethodsbN2005bNhbNjmcki 21.6 99

1 MicrobialNbiogeographyNofNgbfffNgeothermalNspringsNinNNewNZealand 5
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