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l Paper IF Citations

71 MultibomicsNanalysesNofNtheNulcerativeNcolitisNgutNmicrobiomeNlinkNwacteroidesNvulgatusNproteasesN
withNdiseaseNseverityccNNaturehMicrobiologyaN2022aN 26.6 13

70 xombinedNeffectsNofNhostNgeneticsNandNdietNonNhumanNgutNmicrobiotaNandNincidentNdiseaseNinNaN
singleNpopulationNcohortccNNaturehGeneticsaN2022aNjiaNfhibfig 36.3 18

69 vNgutbderivedNmetaboliteNaltersNbrainNactivityNandNanxietyNbehaviourNinNmiceccNNatureaN2022aN 50.4 25

68 MicrobiomeNandNmetabolomeNprofilesNofNhighNscreenNtimeNinNaNcohortNofNhealthyNcollegeNstudentsccN
ScientifichReportsaN2022aNfgaNhijg 4.9 0

67 zarlyNpredictionNofNincidentNliverNdiseaseNusingNconventionalNriskNfactorsNandN
gutbmicrobiomebaugmentedNgradientNboostingccNCellhMetabolismaN2022aN 24.6 2

66 SwappingNMetagenomicsNPreprocessingNPipelineNxomponentsNOffersNSpeedNandNSensitivityN
IncreasesccNMSystemsaN2022aNeefhlmgf 7.6 0

65 PhylogenybvwareNvnalysisNofNMetagenomeNxommunityNzcologyNwasedNonNMatchedNReferenceN
 enomesNwhileNwypassingNTaxonomyccNMSystemsaN2022aNeeefklgg 7.6 3

64 TheNHostbMicrobiomeNResponseNtoNHyperbaricNOxygenNTherapyNinNUlcerativeNxolitisNPatientsccN
CellularhandhMolecularhGastroenterologyhandhHepatologyaN2022aN 7.9 2

63 ’astNandNaccurateNdistancebbasedNphylogeneticNplacementNusingNdivideNandNconquercNMolecularh
EcologyhResourcesaN2021aN 8.4 3

62 zxploringNtheNxompositionNandN’unctionsNofNPlasticNMicrobiomeNUsingNWholeb enomeNSequencingcN
EnvironmentalhSciencehpamp;hTechnologyaN2021aNjjaNimnnbinfh 10.3 20

61 zMPressNznablesNTreeb uidedaNInteractiveaNandNzxploratoryNvnalysesNofNMultibomicNyataNSetscN
MSystemsaN2021aNkaN 7.6 14

60 xhallengesNinNbenchmarkingNmetagenomicNprofilerscNNaturehMethodsaN2021aNfmaNkfmbkgk 21.6 15

59 InsightNintoNtheNfunctionNandNevolutionNofNthe´ WoodbLjungdahlNpathwayNinNvctinobacteriacNISMEh
JournalaN2021aNfjaNheejbhefm 11.9 11

58
xandidateNprobioticNLactiplantibacillusNplantarumNHNUemgNrapidlyNandNconvergentlyNevolvesNwithinN
humanaNmiceaNandNzebrafishNgutNbutNdifferentiallyNinfluencesNtheNresidentNmicrobiomecNMicrobiomeaN
2021aNnaNfjf

16.6 5

57 xompositionalNandNgeneticNalterationsNinN ravesUNdiseaseNgutNmicrobiomeNrevealNspecificNdiagnosticN
biomarkerscNISMEhJournalaN2021aNfjaNhhnnbhiff 11.9 7

56 xhemicallyNinformedNanalysesNofNmetabolomicsNmassNspectrometryNdataNwithNQemistreecNNatureh
ChemicalhBiologyaN2021aNflaNfikbfjf 11.7 29

55 HighbaccuracyNlongbreadNampliconNsequencesNusingNuniqueNmolecularNidentifiersNwithNNanoporeNorN
PacwioNsequencingcNNaturehMethodsaN2021aNfmaNfkjbfkn 21.6 67
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54 vNMultibOmicsNxharacterizationNofNtheNNaturalNProductNPotentialNofNTropicalN’ilamentousNMarineN
xyanobacteriacNMarinehDrugsaN2021aNfnaN 6 6

53 zfficientNcomputationNofN’aithUsNphylogeneticNdiversityNwithNapplicationsNinNcharacterizingN
microbiomescNGenomehResearchaN2021aNhfaNgfhfbgfhl 9.7 3

52 SHO UNoNaNmodularaNaccurateNandNscalableNframeworkNforNmicrobiomeNquantificationcN
BioinformaticsaN2020aNhkaNiemmbiene 7.2 13

51 PreciseNphylogeneticNanalysisNofNmicrobialNisolatesNandNgenomesNfromNmetagenomesNusingN
PhyloPhlvnNhcecNNaturehCommunicationsaN2020aNffaNgjee 17.4 99

50 MicrobiomeNanalysesNofNbloodNandNtissuesNsuggestNcancerNdiagnosticNapproachcNNatureaN2020aNjlnaNjklbjli50.4 244

49 QIIMzNgNznablesNxomprehensiveNzndbtobzndNvnalysisNofNyiverseNMicrobiomeNyataNandNxomparativeN
StudiesNwithNPubliclyNvvailableNyatacNCurrenthProtocolshinhBioinformaticsaN2020aNleaNefee 24.2 63

48 wacterialNmodificationNofNtheNhostNglycosaminoglycanNheparanNsulfateNmodulatesNSvRSbxoVbgN
infectivityN2020aN 14

47 HomeNchemicalNandNmicrobialNtransitionsNacrossNurbanizationcNNaturehMicrobiologyaN2020aNjaNfembffj 26.6 43

46 zxpandingNmagneticNorganelleNbiogenesisNinNtheNdomainNwacteriacNMicrobiomeaN2020aNmaNfjg 16.6 18

45 xalouroNanNInteractiveaNMicrobebxentricNvnalysisNToolcNMSystemsaN2019aNiaN 7.6 20

44 zvaluatingNMetagenomicNPredictionNofNtheNMetaproteomeNinNaNicjbYearNStudyNofNaNPatientNwithN
xrohnUsNyiseasecNMSystemsaN2019aNiaN 7.6 24

43 ReproducibleaNinteractiveaNscalableNandNextensibleNmicrobiomeNdataNscienceNusingNQIIMzNgcNNatureh
BiotechnologyaN2019aNhlaNmjgbmjl 44.5 4050

42 OptimizingNsequencingNprotocolsNforNleaderboardNmetagenomicsNbyNcombiningNlongNandNshortN
readscNGenomehBiologyaN2019aNgeaNggk 18.3 24

41 ’XRNRegulatesNIntestinalNxancerNStemNxellNProliferationcNCellaN2019aNflkaNfenmbfffgcefm 56.2 151

40 PhylogenomicsNofNfeajljNgenomesNrevealsNevolutionaryNproximityNbetweenNdomainsNwacteriaNandN
vrchaeacNNaturehCommunicationsaN2019aNfeaNjill 17.4 89

39 xreatingNaNhyNmicrobialNandNchemicalNsnapshotNofNaNhumanNhabitatcNScientifichReportsaN2018aNmaNhkkn 4.9 23

38 KatharoSeqNznablesNHighbThroughputNMicrobiomeNvnalysisNfromNLowbwiomassNSamplescNMSystemsaN
2018aNhaN 7.6 74

37 vreNmicrobiomeNstudiesNreadyNforNhypothesisbdrivenNresearchtcNCurrenthOpinionhinhMicrobiologyaN
2018aNiiaNkfbkn 7.9 18

(2018-2021)
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36  enomicNinferenceNofNtheNmetabolismNandNevolutionNofNtheNarchaealNphylumNvigarchaeotacNNatureh
CommunicationsaN2018aNnaNgmhg 17.4 50

35  utNmicrobiomeNandNmagneticNresonanceNspectroscopyNstudyNofNsubjectsNatNultrabhighNriskNforN
psychosisNmayNsupportNtheNmembraneNhypothesiscNEuropeanhPsychiatryaN2018aNjhaNhlbij 6 54

34 VisualizationbassistedNbinningNofNmetagenomeNassembliesNrevealsNpotentialNnewNpathogenicN
profilesNinNidiopathicNtravelersUNdiarrheacNMicrobiomeaN2018aNkaNgef 16.6 10

33 zvaluatingNtheNInformationNxontentNofNShallowNShotgunNMetagenomicscNMSystemsaN2018aNhaN 7.6 175

32 MetagenomicsbwasedaNStrainbLevelNvnalysisNofN’romNaNTimebSeriesNofNMicrobiomeNSamplesN’romNaN
xrohnUsNyiseaseNPatientcNFrontiershinhMicrobiologyaN2018aNnaNgjjn 5.7 24

31 MicrobialNeffectsNofNlivestockNmanureNfertilizationNonNfreshwaterNaquacultureNpondsNrearingNtilapiaN
VOreochromisNshiranusWNandNNorthNvfricanNcatfishNVxlariasNgariepinusWcNMicrobiologyOpenaN2018aNlaNeeelfk3.4 13

30 vmericanN utoNanNOpenNPlatformNforNxitizenNScienceNMicrobiomeNResearchcNMSystemsaN2018aNhaN 7.6 336

29 westNpracticesNforNanalysingNmicrobiomescNNaturehReviewshMicrobiologyaN2018aNfkaNifebigg 22.2 668

28 MethodsNforNphylogeneticNanalysisNofNmicrobiomeNdatacNNaturehMicrobiologyaN2018aNhaNkjgbkkf 26.6 43

27 TheNoriginNofNxhineseNdomesticNhorsesNrevealedNwithNnovelNmtyNvNvariantscNAnimalhSciencehJournalaN
2017aNmmaNfnbgk 1.8 9

26 OriginNofNmicrobialNbiomineralizationNandNmagnetotaxisNduringNtheNvrcheancNProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaN2017aNffiaNgflfbgflk 11.5 66

25 ReplyNtoNWangNandNxhenoNvnNancientNoriginNofNmagnetotacticNbacteriacNProceedingshofhthehNationalh
AcademyhofhScienceshofhthehUnitedhStateshofhAmericaaN2017aNffiaNzjefnbzjege 11.5 1

24 vNcommunalNcatalogueNrevealsNzarthUsNmultiscaleNmicrobialNdiversitycNNatureaN2017aNjjfaNijlbikh 50.4 1076

23 OnNtheNprobabilityNofNdinosaurNfleascNBMChEvolutionaryhBiologyaN2016aNfkaNn 3 6

22 ’leasNVSiphonapteraWNareNxretaceousaNandNevolvedNwithNTheriacNMolecularhPhylogeneticshandh
EvolutionaN2015aNneaNfgnbhn 4.1 66

21 wartonellaNsppcNinNfruitNbatsNandNbloodbfeedingNzctoparasitesNinNMadagascarcNPLoShNeglectedh
TropicalhDiseasesaN2015aNnaNeeeehjhg 4.8 52

20 RNvoNvnNzxpandingNViewNofN’unctionNandNzvolutioncNEvolutionaryhBioinformaticsaN2015aNffaNllbn 1.9

19 H TectoroNanNautomatedNmethodNfacilitatingNgenomebwideNdiscoveryNofNputativeNhorizontalNgeneN
transferscNBMChGenomicsaN2014aNfjaNlfl 4.5 62
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18 HorizontalNtransfersNandNgeneNlossesNinNtheNphospholipidNpathwayNofNbartonellaNrevealNcluesNaboutN
earlyNecologicalNnichescNGenomehBiologyhandhEvolutionaN2014aNkaNgfjkbkn 3.9 14

17 ImprovedNaccuracyNofNsupervisedNxRMNdiscoveryNwithNinterpolatedNMarkovNmodelsNandN
crossbspeciesNcomparisoncNNucleichAcidshResearchaN2011aNhnaNnikhblg 20.1 27

16 MotifbblindaNgenomebwideNdiscoveryNofNcisbregulatoryNmodulesNinNyrosophilaNandNmousecN
DevelopmentalhCellaN2009aNflaNjkmbln 10.2 51

15 QIIMzNgoNReproducibleaNinteractiveaNscalableaNandNextensibleNmicrobiomeNdataNscience 36

14 QIIMzNgoNReproducibleaNinteractiveaNscalableaNandNextensibleNmicrobiomeNdataNscience 138

13 zxpandingNmagneticNorganelleNbiogenesisNinNtheNdomainNwacteria 1

12 xhemicallybinformedNvnalysesNofNMetabolomicsNMassNSpectrometryNyataNwithNQemistree 3

11 zarlyNpredictionNofNliverNdiseaseNusingNconventionalNriskNfactorsNandNgutNmicrobiomebaugmentedN
gradientNboosting 10

10 ReferenceNdataNbasedNinsightsNexpandNunderstandingNofNhumanNmetabolomes 4

9 xombinedNeffectsNofNhostNgeneticsNandNdietNonNhumanNgutNmicrobiotaNandNincidentNdiseaseNinNaN
singleNpopulationNcohort 4

8 zMPressNenablesNtreebguidedaNinteractiveaNandNexploratoryNanalysesNofNmultibomicNdatasets 5

7 vmericanN utoNanNOpenNPlatformNforNxitizenbScienceNMicrobiomeNResearch 11

6 zvaluatingNtheNinformationNcontentNofNshallowNshotgunNmetagenomics 3

5 znablingNhighbaccuracyNlongbreadNampliconNsequencesNusingNuniqueNmolecularNidentifiersNwithN
NanoporeNorNPacwioNsequencing 24

4 O UsNenableNeffectiveaNphylogenybawareNanalysisNofNevenNshallowNmetagenomeNcommunityNstructures 7

3 MultibomicsNprofilingNofNzarthâ��sNbiomesNrevealsNthatNmicrobialNandNmetaboliteNcompositionNareN
shapedNbyNtheNenvironment 3

2 vPPLzSbgoN’asterNandNMoreNvccurateNyistancebbasedNPhylogeneticNPlacementNusingNyivideNandNxonquer 1

1 yzPPoNyeepNLearningNznablesNzxtendingNSpeciesNTreesNusingNSingleN enes 9

(-2014)
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