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i Paper IF Citations

85 MultiaomicsMdataMintegrationMrevealsMmetabolomeMasMtheMtopMpredictorMofMtheMcervicovaginalM
microenvironmentbbMPLoSlComputationallBiologyYM2022YMemYMeeddnmlk 5 0

84 zxperiencesMandMlessonsMlearnedMfromMtwoMvirtualYMhandsaonMmicrobiomeMbioinformaticsMworkshopsbM
PLoSlComputationallBiologyYM2021YMelYMeeddndik 5 0

83 LeptospiraMinMriverMandMsoilMinMaMhighlyMendemicMareaMofMzcuadorbMBMClMicrobiologyYM2021YMfeYMel 4.5 5

82 yesigningMInclusiveMHPVMxancerMVaccinesMandMIncreasingMUptakeMamongMNativeMvmericansavM
xulturalMPerspectiveMReviewbMCurrentlOncologyYM2021YMfmYMgldiaglek 2.8 2

81 xigaretteMSmokingMandMOpiumMUseMinMRelationMtoMtheMOralMMicrobiotaMinMIranbMMicrobiologylSpectrumYM
2021YMnYMeddegmfe 8.9 3

80 ImpactMofMyifferentMzxerciseMModalitiesMonMtheMHumanMGutMMicrobiomebMSportsYM2021YMnYM 3 15

79 vnMzarlyMPandemicMvnalysisMofMSvRSaxoVafMPopulationMStructureMandMyynamicsMinMvrizonabMMBioYM
2020YMeeYM 7.8 18

78 TheMxancerMMicrobiomeoMyistinguishingMyirectMandMIndirectMzffectsMRequiresMaMSystemicMViewbMTrendsl
inlCancerYM2020YMkYMenfafdh 12.5 79

77 QIIMzMfMznablesMxomprehensiveMzndatoazndMvnalysisMofMyiverseMMicrobiomeMyataMandMxomparativeM
StudiesMwithMPubliclyMvvailableMyatabMCurrentlProtocolslinlBioinformaticsYM2020YMldYMeedd 24.2 63

76 MicrobiotypingMtheMSinonasalMMicrobiomebMFrontierslinlCellularlandlInfectionlMicrobiologyYM2020YMedYMegl 5.9 8

75 PhylogeneticMfarmingoMxanMevolutionaryMhistoryMpredictMcropMrotationMviaMtheMsoilMmicrobiometbM
EvolutionarylApplicationsYM2020YMegYMenmhaennn 4.8 9

74 ReproduciblyMsamplingMSvRSaxoVafMgenomesMacrossMtimeYMgeographyYMandMviralMdiversitybM
F1000ResearchYM2020YMnYMkil 3.6 7

73 OralMmicrobialMcommunityMcompositionMisMassociatedMwithMpancreaticMcanceroMvMcaseacontrolMstudyMinM
IranbMCancerlMedicineYM2020YMnYMlnlamdk 4.8 19

72 vssociationMofMwodyMMassMIndexMwithM’ecalMMicrobialMyiversityMandMMetabolitesMinMtheMNorthernM
’inlandMwirthMxohortbMCancerlEpidemiologylBiomarkerslandlPreventionYM2020YMfnYMffmnaffnn 4 6

71 zffectsMofMursodeoxycholicMacidMonMtheMgutMmicrobiomeMandMcolorectalMadenomaMdevelopmentbM
CancerlMedicineYM2019YMmYMkelakfm 4.8 33

70 RapidlyMProcessedMStoolMSwabsMvpproximateMStoolMMicrobiotaMProfilesbMMSphereYM2019YMhYM 5 11

69 yomesticMcaninesMdoMnotMdisplayMevidenceMofMgutMmicrobialMdysbiosisMinMtheMpresenceMofM
xlostridioidesMUxlostridiumVMdifficileYMdespiteMcellularMsusceptibilityMtoMitsMtoxinsbMAnaerobeYM2019YMimYMigalf2.8 13
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68 LongatermMbenefitMofMMicrobiotaMTransferMTherapyMonMautismMsymptomsMandMgutMmicrobiotabM
ScientificlReportsYM2019YMnYMimfe 4.9 240

67 ReproducibleYMinteractiveYMscalableMandMextensibleMmicrobiomeMdataMscienceMusingMQIIMzMfbMNaturel
BiotechnologyYM2019YMglYMmifamil 44.5 4050

66 SpeciesMabundanceMinformationMimprovesMsequenceMtaxonomyMclassificationMaccuracybMNaturel
CommunicationsYM2019YMedYMhkhg 17.4 22

65 xurrentMunderstandingMofMtheMhumanMmicrobiomebMNaturelMedicineYM2018YMfhYMgnfahdd 50.5 823

64 OptimizingMtaxonomicMclassificationMofMmarkerageneMampliconMsequencesMwithMQIIMzMfTsM
qfafeatureaclassifierMpluginbMMicrobiomeYM2018YMkYMnd 16.6 1227

63 vnMIntroductionMtoMvppliedMwioinformaticsoMaMfreeYMopenYMandMinteractiveMtextbMThelJournalloflOpenl
SourcelEducationYM2018YMeYM 1.2 9

62 qfasampleaclassifieroMmachinealearningMtoolsMforMmicrobiomeMclassificationMandMregressionbMJournall
oflOpenlSourcelSoftwareYM2018YMgYM 5.2 56

61 QIIMzMfoMReproducibleYMinteractiveYMscalableYMandMextensibleMmicrobiomeMdataMscienceM2018YM 78

60 qfalongitudinaloMLongitudinalMandMPairedaSampleMvnalysesMofMMicrobiomeMyatabMMSystemsYM2018YMgYM 7.6 104

59 QiitaoMrapidYMwebaenabledMmicrobiomeMmetaaanalysisbMNaturelMethodsYM2018YMeiYMlnkalnm 21.6 231

58 SpeciesalevelMfunctionalMprofilingMofMmetagenomesMandMmetatranscriptomesbMNaturelMethodsYM2018YM
eiYMnkfankm 21.6 608

57 MicrobiotaMTransferMTherapyMaltersMgutMecosystemMandMimprovesMgastrointestinalMandMautismM
symptomsoManMopenalabelMstudybMMicrobiomeYM2017YMiYMed 16.6 595

56 SignificantMImpactsMofMIncreasingMvridityMonMtheMvridMSoilMMicrobiomebMMSystemsYM2017YMfYM 7.6 80

55 MultiaomicsMvnalysisMofMPeriodontalMPocketMMicrobialMxommunitiesMPreaMandMPosttreatmentbM
MSystemsYM2017YMfYM 7.6 35

54 mockrobiotaoMaMPublicMResourceMforMMicrobiomeMwioinformaticsMwenchmarkingbMMSystemsYM2016YMeYM 7.6 55

53 GeographyMandMLocationMvreMtheMPrimaryMyriversMofMOfficeMMicrobiomeMxompositionbMMSystemsYM
2016YMeYM 7.6 84

52 KeemeioMcloudabasedMvalidationMofMtabularMbioinformaticsMfileMformatsMinMGoogleMSheetsbMGigaScienceYM
2016YMiYMfl 7.6 16

51 GhostatreeoMcreatingMhybridageneMphylogeneticMtreesMforMdiversityManalysesbMMicrobiomeYM2016YMhYMee 16.6 30
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50 OpenaSourceMSequenceMxlusteringMMethodsMImproveMtheMStateMOfMtheMvrtbMMSystemsYM2016YMeYM 7.6 120

49 cualaidoMGloballyMUniqueYMxorrectableYMandMHumana’riendlyMSampleMIdentifiersMforMxomparativeM
OmicsMStudiesbMMSystemsYM2016YMeYM 7.6 4

48 vccurateMzstimationMofM’ungalMyiversityMandMvbundanceMthroughMImprovedMLineageaSpecificMPrimersM
OptimizedMforMIlluminaMvmpliconMSequencingbMAppliedlandlEnvironmentallMicrobiologyYM2016YMmfYMlfelalffk4.8 180

47 QuantitativeMmicrobialMecologyMthroughMstableMisotopeMprobingbMAppliedlandlEnvironmentall
MicrobiologyYM2015YMmeYMlildame 4.8 143

46 UsingMQIIMzMtoMzvaluateMtheMMicrobialMxommunitiesMWithinMHydrocarbonMznvironmentsbMSpringerl
ProtocolsYM2015YMmnaeeg 0.3 1

45 StabilityMofMoperationalMtaxonomicMunitsoManMimportantMbutMneglectedMpropertyMforManalyzingM
microbialMdiversitybMMicrobiomeYM2015YMgYMfd 16.6 88

44 xontinentalascaleMvariationMinMseaweedMhostaassociatedMbacterialMcommunitiesMisMaMfunctionMofMhostM
conditionYMnotMgeographybMEnvironmentallMicrobiologyYM2015YMelYMhdlmamm 5.2 88

43 GutMmicrobialMandMshortachainMfattyMacidMprofilesMinMadultsMwithMchronicMconstipationMbeforeMandMafterM
treatmentMwithMlubiprostonebMAnaerobeYM2015YMggYMggahe 2.8 37

42 xonductingMaMmicrobiomeMstudybMCellYM2014YMeimYMfidafkf 56.2 428

41 IndividualMdietMhasMsexadependentMeffectsMonMvertebrateMgutMmicrobiotabMNaturelCommunicationsYM
2014YMiYMhidd 17.4 330

40 vdvancingMtheMmicrobiomeMresearchMcommunitybMCellYM2014YMeinYMfflagd 56.2 50

39 TheMpersonalMhumanMoralMmicrobiomeMobscuresMtheMeffectsMofMtreatmentMonMperiodontalMdiseasebM
PLoSlONEYM2014YMnYMemkldm 3.7 66

38 SubsampledMopenareferenceMclusteringMcreatesMconsistentYMcomprehensiveMOTUMdefinitionsMandM
scalesMtoMbillionsMofMsequencesbMPeerJYM2014YMfYMeihi 3.1 395

37 TemporalMvariabilityMisMaMpersonalizedMfeatureMofMtheMhumanMmicrobiomebMGenomelBiologyYM2014YMeiYMige 18.3 255

36 vMhybridMyNvMextractionMmethodMforMtheMqualitativeMandMquantitativeMassessmentMofMbacterialM
communitiesMfromMpoultryMproductionMsamplesbMJournalloflVisualizedlExperimentsYM2014YM 1.6 16

35 PredictiveMfunctionalMprofilingMofMmicrobialMcommunitiesMusingMekSMrRNvMmarkerMgeneMsequencesbM
NaturelBiotechnologyYM2013YMgeYMmehafe 44.5 5270

34 vdvancingMourMunderstandingMofMtheMhumanMmicrobiomeMusingMQIIMzbMMethodslinlEnzymologyYM2013YM
igeYMgleahhh 1.7 373

33 QualityafilteringMvastlyMimprovesMdiversityMestimatesMfromMIlluminaMampliconMsequencingbMNaturel
MethodsYM2013YMedYMilan 21.6 2167
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32 xohabitingMfamilyMmembersMshareMmicrobiotaMwithMoneManotherMandMwithMtheirMdogsbMELifeYM2013YMfYMeddhim8.9 616

31 xrossabiomeMmetagenomicManalysesMofMsoilMmicrobialMcommunitiesMandMtheirMfunctionalMattributesbM
ProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaYM2012YMednYMfegndai 11.5 956

30 TheMWesternMznglishMxhannelMcontainsMaMpersistentMmicrobialMseedMbankbMISMElJournalYM2012YMkYMedmnang 11.9 140

29 SequencingMourMwayMtowardsMunderstandingMglobalMeukaryoticMbiodiversitybMTrendslinlEcologylandl
EvolutionYM2012YMflYMfggahg 10.9 322

28 TheMwiologicalMObservationMMatrixMUwIOMVMformatMoroMhowMIMlearnedMtoMstopMworryingMandMloveMtheM
omeaomebMGigaScienceYM2012YMeYMl 7.6 484

27 UltraahighathroughputMmicrobialMcommunityManalysisMonMtheMIlluminaMHiSeqMandMMiSeqMplatformsbM
ISMElJournalYM2012YMkYMekfeah 11.9 5059

26 HumanMgutMmicrobiomeMviewedMacrossMageMandMgeographybMNatureYM2012YMhmkYMfffal 50.4 4616

25 xomparisonMofMIlluminaMpairedaendMandMsingleadirectionMsequencingMforMmicrobialMekSMrRNvMgeneM
ampliconMsurveysbMISMElJournalYM2012YMkYMeflgak 11.9 79

24 GlobalMpatternsMofMekSMrRNvMdiversityMatMaMdepthMofMmillionsMofMsequencesMperMsamplebMProceedingsl
oflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaYM2011YMedmMSupplMeYMhiekaff 11.5 4742

23 MovingMpicturesMofMtheMhumanMmicrobiomebMGenomelBiologyYM2011YMefYMRid 18.3 723

22 HostaassociatedMandMfreealivingMphageMcommunitiesMdifferMprofoundlyMinMphylogeneticMcompositionbM
PLoSlONEYM2011YMkYMeekndd 3.7 21

21 PrimerProspectoroMdeMnovoMdesignMandMtaxonomicManalysisMofMbarcodedMpolymeraseMchainMreactionM
primersbMBioinformaticsYM2011YMflYMeeinake 7.2 273

20 QIIMzMallowsManalysisMofMhighathroughputMcommunityMsequencingMdatabMNaturelMethodsYM2010YMlYMggiak 21.6 22879

19 PyNvSToMaMflexibleMtoolMforMaligningMsequencesMtoMaMtemplateMalignmentbMBioinformaticsYM2010YMfkYMfkkal 7.2 2728

18 yetectingMcoevolutionMwithoutMphylogeneticMtreestMTreeaignorantMmetricsMofMcoevolutionMperformM
asMwellMasMtreeaawareMmetricsbMBMClEvolutionarylBiologyYM2008YMmYMgfl 3 24

17 IntrinsicMevaluationMofMtextMminingMtoolsMmayMnotMpredictMperformanceMonMrealisticMtasksbMPacificl
SymposiumlonlBiocomputinglPacificlSymposiumlonlBiocomputingYM2008YMkhdaie 1.3 20

16 RapidMpatternMdevelopmentMforMconceptMrecognitionMsystemsoMapplicationMtoMpointMmutationsbM
JournalloflBioinformaticslandlComputationallBiologyYM2007YMiYMefggain 1 7

15 Mutation’inderoMaMhighaperformanceMsystemMforMextractingMpointMmutationMmentionsMfromMtextbM
BioinformaticsYM2007YMfgYMemkfai 7.2 106

(2007-2013)
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14 PyxogentoMaMtoolkitMforMmakingMsenseMfromMsequencebMGenomelBiologyYM2007YMmYMRele 18.3 151

13 INTRINSIxMzVvLUvTIONMO’MTzXTMMININGMTOOLSMMvYMNOTMPRzyIxTMPzR’ORMvNxzMONM
RzvLISTIxMTvSKSM2007YM 4

12 zrrorMminimizationMandMcodingMtripletcbindingMsiteMassociationsMareMindependentMfeaturesMofMtheM
canonicalMgeneticMcodebMJournalloflMolecularlEvolutionYM2005YMkeYMinlakdl 3.1 24

11 ReproduciblyMsamplingMSvRSaxoVafMgenomesMacrossMtimeYMgeographyYMandMviralMdiversitybM
F1000ResearchYnYMkil 3.6 1

10 QIIMzMfoMReproducibleYMinteractiveYMscalableYMandMextensibleMmicrobiomeMdataMscience 36

9 QIIMzMfoMReproducibleYMinteractiveYMscalableYMandMextensibleMmicrobiomeMdataMscience 138

8 OptimizingMtaxonomicMclassificationMofMmarkerMgeneMampliconMsequences 4

7 SpeciesMabundanceMinformationMimprovesMsequenceMtaxonomyMclassificationMaccuracy 2

6 yefiningMtheMPandemicMatMtheMStateMLeveloMSequenceawasedMzpidemiologyMofMtheMSvRSaxoVafMvirusM
byMtheMvrizonaMxOVIyaenMGenomicsMUnionMUvxGUV 5

5 qfalongitudinaloMaMQIIMzMfMpluginMforMlongitudinalMandMpairedasampleManalysesMofMmicrobiomeMdata 8

4 LackMofMzvidenceMthatMUrsodeoxycholicMvcidâ��sMzffectsMonMtheMGutMMicrobiomeMInfluenceMxolorectalM
vdenomaMRisk 1

3 qfasampleaclassifieroMmachinealearningMtoolsMforMmicrobiomeMclassificationMandMregression 4

2 TheMinternationalMsinonasalMmicrobiomeMstudyMUISMSVoMaMmultiacentreYMmultianationalMcollaborationM
characterisingMtheMmicrobialMecologyMofMtheMsinonasalMcavity 2

1 MicrobiotypingMtheMsinonasalMmicrobiome 1
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