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j Paper IF Citations

74 MendelianNrandomizationNanalysesNsupportNcausalNrelationshipsNbetweenNbloodNmetabolitesNandN
theNgutNmicrobiomeeeNNaturelGeneticscN2022cN 36.3 10

73 TheNsupraorganismN2022cNhdhp

72 TheNevolvingNmicrobialNtaxonomyN2022cNhgpdhji

71 MetagenomicsNfromNbenchNtoNbedsideNandNfromNbedsideNtoNbenchN2022cNhlndhon

70 MicrobiotaN2022cNihdlm

69  pidemiologyNinNtheNhumanNbodyN2022cNojdhgn

68 zollectingNsamplesNforNmetagenomicsN2022cNlndoh

67 ylurringNtheNlineNbetweenNopportunisticNpathogensNandNcommensalsN2022cNhjjdhll

66 xNmicrobiomeNrecordNforNlifeN2022cNhopdihj

65 NetworkNofNInteractionsNyetweenNïutNMicrobiomecNHostNyiomarkerscNandNUrineNMetabolomeNinN
zarotidNxtherosclerosiseNFrontierslinlCellularlandlInfectionlMicrobiologycN2021cNhhcNngogoo 5.9 1

64 IntegratedNgeneticNanalysesNrevealedNnovelNhumanNlongevityNlociNandNreducedNrisksNofNmultipleN
diseasesNinNaNcohortNstudyNofNhlcmlhNzhineseNindividualseNAginglCellcN2021cNigcNehjjij 9.9 7

63 TheNyaselineNïutNMicrobiotaN’irectsN’ietingdInducedNWeightNLossNTrajectorieseNGastroenterologycN
2021cNhmgcNigipdigkieehm 13.3 19

62 ïutNMicrobiotaNPerturbationNinNIgxN’eficiencyNIsNInfluencedNbyNIgxdxutoantibodyNStatuseN
GastroenterologycN2021cNhmgcNikijdikjkeel 13.3 11

61 xNtransomicNcohortNasNaNreferenceNpointNforNpromotingNaNhealthyNhumanNgutNmicrobiomeeNMedicinel
inlMicroecologycN2021cNocNhgggjp 4.3 13

60 NewNgeneticNvariantsNassociatedNwithNmajorNadverseNcardiovascularNeventsNinNpatientsNwithNacuteN
coronaryNsyndromesNandNtreatedNwithNclopidogrelNandNaspirineNPharmacogenomicslJournalcN2021cNihcNmmkdmni3.5 2

59 LifeNHistoryNRecordedNinNtheNVaginodcervicalNMicrobiomeNxlongNwithNMultidomicseNGenomicsyl
ProteomicslandlBioinformaticscN2021cN 6.5 8

58 xNgenomedwideNassociationNstudyNforNgutNmetagenomeNinNzhineseNadultsNilluminatesNcomplexN
diseaseseNCelllDiscoverycN2021cNncNp 22.3 17
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57 zervicovaginalNmicrobiomeNdynamicsNafterNtakingNoralNprobioticseNJournalloflGeneticslandlGenomicscN
2021cNkocNnhmdnim 4 4

56 OverNlgcgggNMetagenomicallyNxssembledN’raftNïenomesNforNtheNHumanNOralNMicrobiomeNRevealN
NewNTaxaeNGenomicsylProteomicslandlBioinformaticscN2021cN 6.5 7

55 ’airyNconsumptionNandNphysicalNfitnessNtestsNassociatedNwithNfecalNmicrobiomeNinNaNzhineseNcohorteN
MedicinelinlMicroecologycN2021cNhgggjo 4.3 2

54 ’iseaseNtrendsNinNaNyoungNzhineseNcohortNaccordingNtoNfecalNmetagenomeNandNplasmaNmetaboliteseN
MedicinelinlMicroecologycN2021cNhgggjn 4.3 2

53 MetagenomedgenomedwideNassociationNstudiesNrevealNhumanNgeneticNimpactNonNtheNoralN
microbiomeeNCelllDiscoverycN2021cNncNhhn 22.3 3

52 MetagenomedwideNassociationNofNgutNmicrobiome´ featuresNforNschizophreniaeNNaturel
CommunicationscN2020cNhhcNhmhi 17.4 73

51 MetagenomicNprofilingNofNtheNprodinflammatoryNgutNmicrobiotaNinNankylosingNspondylitiseNJournallofl
AutoimmunitycN2020cNhgncNhgijmg 15.5 37

50 FecalNmicrobiotaNtransplantationNresultsNinNbacterialNstrainNdisplacementNinNpatientsNwithN
inflammatoryNbowelNdiseaseseNFEBSlOpenlBiocN2020cNhgcNkhdll 2.7 8

49
TransplantationNofNmicrobiotaNfromNdrugdfreeNpatientsNwithNschizophreniaNcausesNschizophreniadlikeN
abnormalNbehaviorsNandNdysregulatedNkynurenineNmetabolismNinNmiceeNMolecularlPsychiatrycN2020cN
ilcNipgldipho

15.1 82

48 ’istinctNgutNmetagenomicsNandNmetaproteomicsNsignaturesNinNprediabeticsNandNtreatmentdnaˆflveN
typeNiNdiabeticseNEBioMedicinecN2019cNkncNjnjdjoj 8.8 44

47 SequencingNofNtheNMHzNregionNdefinesNasNtheNmajorNgeneticNriskNforNseropositiveNrheumatoidN
arthritisNinNHanNzhineseNpopulationeNAnnalsloflthelRheumaticlDiseasescN2019cNnocNnnjdnog 2.4 16

46 xNsingleNbacteriumNrestoresNtheNmicrobiomeNdysbiosisNtoNprotectNbonesNfromNdestructionNinNaNratN
modelNofNrheumatoidNarthritiseNMicrobiomecN2019cNncNhgn 16.6 55

45 hcligNreferenceNgenomesNfromNcultivatedNhumanNgutNbacteriaNenableNfunctionalNmicrobiomeN
analyseseNNaturelBiotechnologycN2019cNjncNhnpdhol 44.5 213

44 xmendmentsqNxuthorNzorrectionqNxNcatalogNofNtheNmouseNgutNmetagenomeeNNaturelBiotechnologycN
2019cNjncNhgi 44.5

43 xNnovelNaffordableNreagentNforNroomNtemperatureNstorageNandNtransportNofNfecalNsamplesNforN
metagenomicNanalyseseNMicrobiomecN2018cNmcNkj 16.6 33

42  stablishmentNofNaNMacacaNfascicularisNgutNmicrobiomeNgeneNcatalogNandNcomparisonNwithNtheN
humancNpigcNandNmouseNgutNmicrobiomeseNGigaSciencecN2018cNncN 7.6 27

41 MiningNtheNMicrobiomeNforN’rugNTargetseNMethodslinlEnzymologycN2018cNmhgcNlpdni 1.7

40 MetaPïNqNaNpipelineNforNconstructionNandNgraphicalNvisualizationNofNannotatedNpangenomeN
networkseNGigaSciencecN2018cNncN 7.6 4
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39 xNmetagenomedwideNassociationNstudyNofNgutNmicrobiotaNinNasthmaNinNUKNadultseNBMClMicrobiologycN
2018cNhocNhhk 4.5 44

38 TheNmetagenomeNofNtheNfemaleNupperNreproductiveNtracteNGigaSciencecN2018cNncN 7.6 43

37 xNgeneNcatalogueNofNtheNSpragued’awleyNratNgutNmetagenomeeNGigaSciencecN2018cNncN 7.6 41

36 MetagenomicNanalysisNofNfaecalNmicrobiomeNasNaNtoolNtowardsNtargetedNnondinvasiveNbiomarkersNforN
colorectalNcancereNGutcN2017cNmmcNngdno 19.2 488

35 ïutNmicrobiomeNandNserumNmetabolomeNalterationsNinNobesityNandNafterNweightdlossNinterventioneN
NaturelMedicinecN2017cNijcNolpdomo 50.5 627

34 TheNgutNmicrobiomeNinNatheroscleroticNcardiovascularNdiseaseeNNaturelCommunicationscN2017cNocNokl 17.4 575

33 TheNmicrobiotaNcontinuumNalongNtheNfemaleNreproductiveNtractNandNitsNrelationNtoNuterinedrelatedN
diseaseseNNaturelCommunicationscN2017cNocNonl 17.4 308

32 TaxonomicNstructureNandNfunctionalNassociationNofNfoxtailNmilletNrootNmicrobiomeeNGigaSciencecN2017
cNmcNhdhi 7.6 1155

31 TwoNdistinctNmetacommunitiesNcharacterizeNtheNgutNmicrobiotaNinNzrohnVsNdiseaseNpatientseN
GigaSciencecN2017cNmcNhdhh 7.6 40

30 xNreferenceNgeneNcatalogueNofNtheNpigNgutNmicrobiomeeNNaturelMicrobiologycN2016cNhcNhmhmh 26.6 233

29 TheNcompleteNmitochondrialNgenomeNofNtheNHoffmannVsNtwodtoedNslothNWzholoepusNhoffmanniYeN
MitochondriallDNAlPartlA:lDNAlMappingylSequencingylandlAnalysiscN2016cNincNjmmhdi 1.3 1

28 MetagenomedwideNassociationNstudiesqNfinedminingNtheNmicrobiomeeNNaturelReviewslMicrobiologycN
2016cNhkcNlgodii 22.2 244

27 ShotgunNMetagenomicsNofNilgNxdultNTwinsNRevealsNïeneticNandN nvironmentalNImpactsNonNtheNïutN
MicrobiomeeNCelllSystemscN2016cNjcNlnidlokeej 10.6 172

26 ïutNmicrobiomeNdevelopmentNalongNtheNcolorectalNadenomadcarcinomaNsequenceeNNaturel
CommunicationscN2015cNmcNmlio 17.4 614

25 TheNoralNandNgutNmicrobiomesNareNperturbedNinNrheumatoidNarthritisNandNpartlyNnormalizedNafterN
treatmenteNNaturelMedicinecN2015cNihcNopldpgl 50.5 849

24 ’ivisionNofNLaborNinNanNOligomerNofNtheN’ x’dyoxNRNxNHelicaseN’edhpeNMolecularlCellcN2015cNlpcNlkhdli 17.6 34

23 ’ynamicsNandNStabilizationNofNtheNHumanNïutNMicrobiomeNduringNtheNFirstNYearNofNLifeeNCelllHostl
andlMicrobecN2015cNhncNmpgdngj 23.4 1367

22 xNcatalogNofNtheNmouseNgutNmetagenomeeNNaturelBiotechnologycN2015cNjjcNhhgjdo 44.5 295
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21 InfluenzaNHnNpNandNHpNiNvirusesqNcoexistenceNinNpoultryNlinkedNtoNhumanNHnNpNinfectionNandN
genomeNcharacteristicseNJournalloflVirologycN2014cNoocNjkijdjh 6.6 78

20 xnNintegratedNcatalogNofNreferenceNgenesNinNtheNhumanNgutNmicrobiomeeNNaturelBiotechnologycN
2014cNjicNojkdkh 44.5 1088

19 xI’fxPOy zNdeaminasesNdisfavorNmodifiedNcytosinesNimplicatedNinN’NxNdemethylationeNNaturel
ChemicallBiologycN2012cNocNnlhdo 11.7 238

18 RNxNunwindingNbyNtheNTrfkfxirifMtrkNpolyadenylationNWTRxMPYNcomplexeNProceedingsloflthel
NationallAcademyloflSciencesloflthelUnitedlStatesloflAmericacN2012cNhgpcNnipidn 11.5 50

17 TheNRNxNhelicaseNMtrkpNmodulatesNpolyadenylationNinNtheNTRxMPNcomplexeNCellcN2011cNhklcNopgdpgh 56.2 76

16 UnwindingNbyNlocalNstrandNseparationNisNcriticalNforNtheNfunctionNofN’ x’dboxNproteinsNasNRNxN
chaperoneseNJournalloflMolecularlBiologycN2009cNjopcNmnkdpj 6.5 72

15 FunctionNofNtheNzdterminalNdomainNofNtheN’ x’dboxNproteinNMsshhmpNanalyzedNinNvivoNandNinNvitroeN
JournalloflMolecularlBiologycN2008cNjnlcNhjkkdmk 6.5 68

14 ’egradationNofNhypomodifiedNtRNxWiMetYNinNvivoNinvolvesNRNxddependentNxTPaseNactivityNofNtheN
’ xHNhelicaseNMtrkpeNRnacN2008cNhkcNhgndhm 5.8 65

13 SeptinhcNaNnewNinteractionNpartnerNforNhumanNserinefthreonineNkinaseNauroradyeNBiochemicallandl
BiophysicallResearchlCommunicationscN2005cNjjmcNppkdhggg 3.4 40

12 MdïWxSNforNtheNïutNMicrobiomeNinNzhineseNxdultsNIlluminatesNonNzomplexN’iseaseseNSSRNl
ElectroniclJournalc 1 4

11 TheNfemaleNurinaryNmicrobiotaNinNrelationNtoNtheNreproductiveNtractNmicrobiotaeNGigaBytecigigcNhdp 3

10 ShotgunNMetagenomicsNofNjmhNelderlyNwomenNrevealsNgutNmicrobiomeNchangeNinNboneNmassNloss 1

9 MdïWxSNforNtheNgutNmicrobiomeNinNzhineseNadultsNilluminatesNonNcomplexNdiseases 1

8 IdentificationNofNgutNmicrobiomeNmarkersNforNschizophreniaNdelineatesNaNpotentialNroleNofNStreptococcus 1

7 InterddeterminationNofNbloodNmetaboliteNlevelsNandNgutNmicrobiomeNsupportedNbyNMendelianNrandomization 5

6 NewNgeneticNvariantsNassociatedNwithNmajorNadverseNcardiovascularNeventsNinNpatientsNwithNacuteN
coronaryNsyndromesNandNtreatedNwithNclopidogrelNandNaspirin 1

5 TheNvaginodcervicalNmicrobiomeNasNaNwomanâ��sNlifeNhistory 4

4 xNmultidomicNcohortNasNaNreferenceNpointNforNpromotingNaNhealthyNhumanNgutNmicrobiome 7

(-2014)
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3 OverNlggggNmetagenomicallyNassembledNdraftNgenomesNforNtheNhumanNoralNmicrobiomeNrevealNnewNtaxa 3

2 MetagenomedgenomedwideNassociationNstudiesNrevealNhumanNgeneticNimpactNonNtheNoralNmicrobiome 2

1 LinkingNgutNmicrobiomeNtoNboneNmineralNdensityqNaNshotgunNmetagenomicNdatasetNfromNjmhNelderlyN
womeneNGigaBytecigihcNhdn 2
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