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k Paper IF Citations

52 TheNimpactNofNmaternalNasthmaNonNtheNpretermNinfantsUNgutNmetabolomeNandNmicrobiomeNVMyPN
studyWeeNScientificmReportscN2022cNhicNmkjn 4.9 1

51 ’ompositionallyNywareNPhylogeneticNzetadDiversityNMeasuresNzetterNResolveNMicrobiomesN
yssociatedNwithNPhenotypeeeNMSystemscN2022cNeggglgii 7.6 0

50 EvaluationNofNtheNEffectNofNStorageNMethodsNonNFecalcNSalivacNandNSkinNMicrobiomeN’ompositioneN
MSystemscN2021cNmcN 7.6 6

49 EMPressNEnablesNTreedGuidedcNInteractivecNandNExploratoryNynalysesNofNMultidomicNDataNSetseN
MSystemscN2021cNmcN 7.6 14

48 ’oinfectionNandNinfectionNdurationNshapeNhowNpathogensNaffectNtheNyfricanNbuffaloNgutNmicrobiotaeN
ISMEmJournalcN2021cNhlcNhjlpdhjnh 11.9 1

47 ReplyNtorNExaminingNmicrobedmetaboliteNcorrelationsNbyNlinearNmethodseNNaturemMethodscN2021cNhocNkgdkh21.6 2

46 NaturalizationNofNtheNmicrobiotaNdevelopmentalNtrajectoryNofN’esareandbornNneonatesNafterNvaginalN
seedingeeNMedcN2021cNicNplhdpmkeel 31.7 8

45 MicrobiomeNanalysesNofNbloodNandNtissuesNsuggestNcancerNdiagnosticNapproacheNNaturecN2020cNlnpcNlmndlnk50.4 244

44 ’omparativeNynalysesNofNVertebrateNGutNMicrobiomesNRevealN’onvergenceNbetweenNzirdsNandN
zatseNMBiocN2020cNhhcN 7.8 79

43 ’onsumptionNofNFermentedNFoodsNIsNyssociatedNwithNSystematicNDifferencesNinNtheNGutNMicrobiomeN
andNMetabolomeeNMSystemscN2020cNlcN 7.6 33

42 zacterialNmodificationNofNtheNhostNglycosaminoglycanNheparanNsulfateNmodulatesNSyRSd’oVdiN
infectivityN2020cN 14

41 HomeNchemicalNandNmicrobialNtransitionsNacrossNurbanizationeNNaturemMicrobiologycN2020cNlcNhgodhhl 26.6 43

40 EarlydlifeNgutNdysbiosisNlinkedNtoNjuvenileNmortalityNinNostricheseNMicrobiomecN2020cNocNhkn 16.6 10

39 IsNthereNconvergenceNofNgutNmicrobesNinNblooddfeedingNvertebratesweNPhilosophicalmTransactionsmofm
themRoyalmSocietymB:mBiologicalmSciencescN2019cNjnkcNighogikp 5.8 11

38 MajorNshiftsNinNgutNmicrobiotaNduringNdevelopmentNandNitsNrelationshipNtoNgrowthNinNostricheseN
MolecularmEcologycN2019cNiocNimljdimmn 5.7 31

37 EvolutionaryNtrendsNinNhostNphysiologyNoutweighNdietaryNnicheNinNstructuringNprimateNgutN
microbiomeseNISMEmJournalcN2019cNhjcNlnmdlon 11.9 132

36 ReproduciblecNinteractivecNscalableNandNextensibleNmicrobiomeNdataNscienceNusingNQIIMENieNNaturem
BiotechnologycN2019cNjncNolidoln 44.5 4050
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35 LearningNrepresentationsNofNmicrobedmetaboliteNinteractionseNNaturemMethodscN2019cNhmcNhjgmdhjhk 21.6 79

34 EngineeringNtheNmicrobiomeNforNanimalNhealthNandNconservationeNExperimentalmBiologymandmMedicinecN
2019cNikkcNkpkdlgk 3.7 33

33 ReproducibilitycNstabilitycNandNaccuracyNofNmicrobialNprofilesNbyNfecalNsampleNcollectionNmethodNinN
threeNdistinctNpopulationseNPLoSmONEcN2019cNhkcNegiiknln 3.7 10

32 TraceNEvidenceNPotentialNinNPostmortemNSkinNMicrobiomesrNFromNDeathNSceneNtoNMorgueeNJournalm
ofmForensicmSciencescN2019cNmkcNnphdnpo 1.8 19

31 yreNmicrobiomeNstudiesNreadyNforNhypothesisddrivenNresearchweNCurrentmOpinionminmMicrobiologycN
2018cNkkcNmhdmp 7.9 18

30 QIIMENirNReproduciblecNinteractivecNscalablecNandNextensibleNmicrobiomeNdataNscienceN2018cN 78

29 ymericanNGutrNanNOpenNPlatformNforN’itizenNScienceNMicrobiomeNResearcheNMSystemscN2018cNjcN 7.6 336

28 zalanceNTreesNRevealNMicrobialNNicheNDifferentiationeNMSystemscN2017cNicN 7.6 177

27 yNcommunalNcatalogueNrevealsNEarthUsNmultiscaleNmicrobialNdiversityeNNaturecN2017cNllhcNklndkmj 50.4 1076

26 TheNhumanNmicrobiomeNinNevolutioneNBMCmBiologycN2017cNhlcNhin 7.3 136

25 TheNEffectsNofN’aptivityNonNtheNMammalianNGutNMicrobiomeeNIntegrativemandmComparativemBiologycN
2017cNlncNmpgdngk 2.8 169

24 EvaluatingNtheNimpactNofNdomesticationNandNcaptivityNonNtheNhorseNgutNmicrobiomeeNScientificm
ReportscN2017cNncNhlkpn 4.9 64

23 PrevalenceNandNgeneticNdiversityNofNzlastocystisNinNfamilyNunitsNlivingNinNtheNUnitedNStateseNInfection,m
GeneticsmandmEvolutioncN2016cNklcNpldpn 4.5 23

22 TinyNmicrobescNenormousNimpactsrNwhatNmattersNinNgutNmicrobiomeNstudiesweNGenomemBiologycN2016cN
hncNihn 18.3 86

21 MicrobialNcommunityNassemblyNandNmetabolicNfunctionNduringNmammalianNcorpseNdecompositioneN
SciencecN2016cNjlhcNhlodmi 33.3 256

20 WallsNtalkrNMicrobialNbiogeographyNofNhomesNspanningNurbanizationeNSciencemAdvancescN2016cNicNehlghgmh14.3 47

19 PartialNrestorationNofNtheNmicrobiotaNofNcesareandbornNinfantsNviaNvaginalNmicrobialNtransfereNNaturem
MedicinecN2016cNiicNilgdj 50.5 536

18 StressNresponsecNgutNmicrobialNdiversityNandNsexualNsignalsNcorrelateNwithNsocialNinteractionseNBiologym
LetterscN2016cNhicN 3.6 33
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17 PreservationNMethodsNDifferNinNFecalNMicrobiomeNStabilitycNyffectingNSuitabilityNforNFieldNStudieseN
MSystemscN2016cNhcN 7.6 250

16 TheNzeeNMicrobiomerNImpactNonNzeeNHealthNandNModelNforNEvolutionNandNEcologyNofNHostdMicrobeN
InteractionseNMBiocN2016cNncNegihmkdhl 7.8 145

15 FromNSampleNtoNMultidOmicsN’onclusionsNinNunderNkoNHourseNMSystemscN2016cNhcN 7.6 45

14 TheNOralNandNSkinNMicrobiomesNofN’aptiveNKomodoNDragonsNyreNSignificantlyNSharedNwithNTheirN
HabitateNMSystemscN2016cNhcN 7.6 41

13 UsingNtheNgutNmicrobiotaNasNaNnovelNtoolNforNexaminingNcolobineNprimateNGINhealtheNGlobalmEcologym
andmConservationcN2016cNncNiildijn 2.8 48

12 TheNmicrobiomeNofNuncontactedNymerindianseNSciencemAdvancescN2015cNhcN 14.3 517

11 ’onvergenceNofNgutNmicrobiomesNinNmyrmecophagousNmammalseNMolecularmEcologycN2014cNijcNhjghdhn 5.7 179

10 ydvancingNourNunderstandingNofNtheNhumanNmicrobiomeNusingNQIIMEeNMethodsminmEnzymologycN2013cN
ljhcNjnhdkkk 1.7 373

9 HowNdeliveryNmodeNandNfeedingNcanNshapeNtheNbacterialNcommunityNinNtheNinfantNguteNCmajcN2013cN
holcNjnjdk 3.5 45

8 ’ohabitingNfamilyNmembersNshareNmicrobiotaNwithNoneNanotherNandNwithNtheirNdogseNELifecN2013cNicNeggklo8.9 616

7 QIIMENirNReproduciblecNinteractivecNscalablecNandNextensibleNmicrobiomeNdataNscience 36

6 QIIMENirNReproduciblecNinteractivecNscalablecNandNextensibleNmicrobiomeNdataNscience 138

5 EarlydlifeNgutNdysbiosisNlinkedNtoNmassNmortalityNinNostriches 1

4 EMPressNenablesNtreedguidedcNinteractivecNandNexploratoryNanalysesNofNmultidomicNdatasets 5

3 ymericanNGutrNanNOpenNPlatformNforN’itizendScienceNMicrobiomeNResearch 11

2 MultidomicsNprofilingNofNEarthâ��sNbiomesNrevealsNthatNmicrobialNandNmetaboliteNcompositionNareN
shapedNbyNtheNenvironment 3

1 MultiomicNynalysesNofNNascentNPretermNInfantNMicrobiomesNDifferentiationNSuggestNOpportunitiesN
forNTargetedNInterventioneNAdvancedmBiologycihghjhj 0
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