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m Paper IF Citations

113 GutNmicrobiotaNdysbiosisNcontributesNtoNtheNdevelopmentNofNhypertensioneNMicrobiomecN2017cNlcNhk 16.6 652

112 zIRIqNanNefficientNandNunbiasedNalgorithmNforNdeNnovoNcircularNRNxNidentificationeNGenomehBiologycN
2015cNhmcNk 18.3 572

111 MetagenomedwideNanalysisNofNantibioticNresistanceNgenesNinNaNlargeNcohortNofNhumanNgutN
microbiotaeNNaturehCommunicationscN2013cNkcNihlh 17.4 436

110 zompleteNKhoisanNandNyantuNgenomesNfromNsouthernNxfricaeNNaturecN2010cNkmjcNpkjdn 50.4 342

109 °ysbiosisNsignatureNofNfecalNmicrobiotaNinNcolorectalNcancerNpatientseNMicrobialhEcologycN2013cNmmcNkmidng 4.4 286

108 zircularNRNxNidentificationNbasedNonNmultipleNseedNmatchingeNBriefingshinhBioinformaticscN2018cNhpcNogjdohg13.4 247

107
PolarNandNbrownNbearNgenomesNrevealNancientNadmixtureNandNdemographicNfootprintsNofNpastN
climateNchangeeNProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericacN
2012cNhgpcNαijoidpg

11.5 243

106 SequencingNtheNnuclearNgenomeNofNtheNextinctNwoollyNmammotheNNaturecN2008cNklmcNjondpg 50.4 242

105 MetagenomicNprofileNofNtheNbacterialNcommunitiesNassociatedNwithNIxodesNricinusNtickseNPLoShONEcN
2011cNmcNeilmgk 3.7 182

104 zomprehensiveNidentificationNofNinternalNstructureNandNalternativeNsplicingNeventsNinNcircularNRNxseN
NaturehCommunicationscN2016cNncNhigmg 17.4 170

103 °ysbiosisNofNmaternalNandNneonatalNmicrobiotaNassociatedNwithNgestationalNdiabetesNmellituseNGutcN
2018cNmncNhmhkdhmil 19.2 168

102
GeneticNdiversityNandNpopulationNstructureNofNtheNendangeredNmarsupialNSarcophilusNharrisiiN
VTasmanianNdevilWeNProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericacN
2011cNhgocNhijkodlj

11.5 164

101 MetagenomicNsequencingNrevealsNmicrobiotaNandNitsNfunctionalNpotentialNassociatedNwithN
periodontalNdiseaseeNScientifichReportscN2013cNjcNhokj 4.9 158

100 SaccharinaNgenomesNprovideNnovelNinsightNintoNkelpNbiologyeNNaturehCommunicationscN2015cNmcNmpom 17.4 154

99 zonvergentNαvolutionNofNRumenNMicrobiomesNinNHighdxltitudeNMammalseNCurrenthBiologycN2016cNimcNhonjdp6.3 136

98 αxpandedNαxpressionNLandscapeNandNPrioritizationNofNzircularNRNxsNinNMammalseNCellhReportscN2019cN
imcNjkkkdjkmgeel 10.6 115

97 zircxtlasqNanNintegratedNresourceNofNoneNmillionNhighlyNaccurateNcircularNRNxsNfromNhgngNvertebrateN
transcriptomeseNGenomehBiologycN2020cNihcNhgh 18.3 109
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96 HTQzqNaNfastNqualityNcontrolNtoolkitNforNIlluminaNsequencingNdataeNBMChBioinformaticscN2013cNhkcNjj 3.6 104

95 mirToolsqNmicroRNxNprofilingNandNdiscoveryNbasedNonNhighdthroughputNsequencingeNNucleichAcidsh
ResearchcN2010cNjocNWjpidn 20.1 98

94 zomparativeNandNβunctionalNGenomicsNofNxnoxygenicNGreenNyacteriaNfromNtheNTaxaNzhlorobicN
zhloroflexicNandNxcidobacteriaeNAdvanceshinhPhotosynthesishandhRespirationcN2012cNkndhgi 1.7 83

93 TheNmitochondrialNgenomeNsequenceNofNtheNTasmanianNtigerNVThylacinusNcynocephalusWeNGenomeh
ResearchcN2009cNhpcNihjdig 9.7 83

92 zomputationalNStrategiesNforNαxploringNzircularNRNxseNTrendshinhGeneticscN2018cNjkcNjopdkgg 8.5 82

91 TheNfirstNmetagenomeNofNactivatedNsludgeNfromNfulldscaleNanaerobicfanoxicfoxicNVxiOWNnitrogenNandN
phosphorusNremovalNreactorNusingNIlluminaNsequencingeNJournalhofhEnvironmentalhSciencescN2015cNjlcNhohdhpg6.4 73

90
αxtensiveNlysineNacetylationNoccursNinNevolutionarilyNconservedNmetabolicNpathwaysNandN
parasitedspecificNfunctionsNduringNPlasmodiumNfalciparumNintraerythrocyticNdevelopmenteNMolecularh
MicrobiologycN2013cNopcNmmgdnl

4.1 67

89 PhagedbacteriaNinteractionNnetworkNinNhumanNoralNmicrobiomeeNEnvironmentalhMicrobiologycN2016cN
hocNihkjdlo 5.2 67

88 zharacterizationNofNtheNsmallNRNxNtranscriptomesNofNandrogenNdependentNandNindependentN
prostateNcancerNcellNlineNbyNdeepNsequencingeNPLoShONEcN2010cNlcNehllhp 3.7 64

87 inGxPdsvqNaNnovelNschemeNtoNidentifyNandNvisualizeNstructuralNvariationNfromNpairedNendNmappingN
dataeNNucleichAcidshResearchcN2011cNjpcNWlmndnl 20.1 63

86 ReconstructionNofNfulldlengthNcircularNRNxsNenablesNisoformdlevelNquantificationeNGenomehMedicinecN
2019cNhhcNi 14.4 59

85 xccurateNquantificationNofNcircularNRNxsNidentifiesNextensiveNcircularNisoformNswitchingNeventseN
NaturehCommunicationscN2020cNhhcNpg 17.4 58

84 LargedScaleNzomparativeNxnalysesNofNTickNGenomesNαlucidateNTheirNGeneticN°iversityNandNVectorN
zapacitieseNCellcN2020cNhoicNhjiodhjkgeehj 56.2 57

83 inGxPqNanNintegratedNnextdgenerationNgenomeNanalysisNpipelineeNBioinformaticscN2010cNimcNhindp 7.2 52

82 xNcloseNphylogeneticNrelationshipNbetweenNSipunculaNandNxnnelidaNevidencedNfromNtheNcompleteN
mitochondrialNgenomeNsequenceNofNPhascolosomaNesculentaeNBMChGenomicscN2009cNhgcNhjm 4.5 51

81 zompositiondbasedNclassificationNofNshortNmetagenomicNsequencesNelucidatesNtheNlandscapesNofN
taxonomicNandNfunctionalNenrichmentNofNmicroorganismseNNucleichAcidshResearchcN2013cNkhcNej 20.1 47

80 MetaSortNuntanglesNmetagenomeNassemblyNbyNreducingNmicrobialNcommunityNcomplexityeNNatureh
CommunicationscN2017cNocNhkjgm 17.4 43

79 zomparativeNanalysisNofNfattyNacidNdesaturasesNinNcyanobacterialNgenomeseNComparativehandh
FunctionalhGenomicscN2008cNioklgo 42

(2008-2013)
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78 SingledcellNmetagenomicsqNchallengesNandNapplicationseNProteinhandhCellcN2018cNpcNlghdlhg 7.2 41

77 MagicViewerqNintegratedNsolutionNforNnextdgenerationNsequencingNdataNvisualizationNandNgeneticN
variationNdetectionNandNannotationeNNucleichAcidshResearchcN2010cNjocNWnjidm 20.1 41

76
TheNcompleteNmitochondrialNgenomeNofNtheNridgetailNwhiteNprawnNαxopalaemonNcarinicaudaN
HolthuiscNhplgNVzrustaceanqN°ecapodaqNPalaemonidaeWNrevealedNaNnovelNrearrangementNofNtRNxN
geneseNGenecN2009cNkjncNhdo

3.8 38

75 SoilNbacterialNcommunitiesNshapedNbyNgeochemicalNfactorsNandNlandNuseNinNaNlessdexploredNareacN
TibetanNPlateaueNBMChGenomicscN2013cNhkcNoig 4.5 35

74 zomprehensiveNprofilingNofNcircularNRNxsNwithNnanoporeNsequencingNandNzIRIdlongeNNatureh
BiotechnologycN2021cNjpcNojmdokl 44.5 34

73 SequencingNandNgeneticNvariationNofNmultidrugNresistanceNplasmidsNinNKlebsiellaNpneumoniaeeNPLoSh
ONEcN2010cNlcNehghkh 3.7 33

72 GenomedwideNanalysisNofNrestrictiondmodificationNsystemNinNunicellularNandNfilamentousN
cyanobacteriaeNPhysiologicalhGenomicscN2006cNikcNhohdpg 3.6 33

71 TheNmeconiumNmicrobiotaNsharesNmoreNfeaturesNwithNtheNamnioticNfluidNmicrobiotaNthanNtheN
maternalNfecalNandNvaginalNmicrobiotaeNGuthMicrobescN2020cNhicNhnpkimm 8.8 33

70 gcMetaqNaNGlobalNzatalogueNofNMetagenomicsNplatformNtoNsupportNtheNarchivingcNstandardizationN
andNanalysisNofNmicrobiomeNdataeNNucleichAcidshResearchcN2019cNkncN°mjnd°mko 20.1 33

69 PhycobilisomesNlinkerNfamilyNinNcyanobacterialNgenomesqNdivergenceNandNevolutioneNInternationalh
JournalhofhBiologicalhSciencescN2007cNjcNkjkdkl 11.2 31

68 PopulationNGenomicsNRevealsNSpeciationNandNIntrogressionNbetweenNyrownNNorwayNRatsNandNTheirN
SiblingNSpecieseNMolecularhBiologyhandhEvolutioncN2017cNjkcNiihkdiiio 8.3 30

67
PhylogeneticNrelationshipNanalysesNofNcomplicatedNclassNSpirotricheaNbasedNonNtranscriptomesNfromN
threeNdiverseNmicrobialNeukaryotesqNUroleptopsisNcitrinacNαuplotesNvannusNandNProtocruziaNtuzetieN
MolecularhPhylogeneticshandhEvolutioncN2018cNhipcNjjodjkl

4.1 30

66 GenomedwideNsurveyNofNputativeNserinefthreonineNproteinNkinasesNinNcyanobacteriaeNBMChGenomicscN
2007cNocNjpl 4.5 30

65 TzRklassqNaNnewNKdstringdbasedNalgorithmNforNhumanNandNmouseNTzRNrepertoireNcharacterizationeN
JournalhofhImmunologycN2015cNhpkcNkkmdlk 5.3 29

64 °etectioncNannotationNandNvisualizationNofNalternativeNsplicingNfromNRNxdSeqNdataNwithN
SplicingViewereNGenomicscN2012cNppcNhnodoi 4.3 29

63 SmallNRNxNtranscriptomeNinvestigationNbasedNonNnextdgenerationNsequencingNtechnologyeNJournalh
ofhGeneticshandhGenomicscN2011cNjocNlgldhj 4 28

62 cTβbaseqNaNdatabaseNforNcomparativeNgenomicsNofNtranscriptionNfactorsNinNcyanobacteriaeNBMCh
GenomicscN2007cNocNhgk 4.5 28

61 zombinationalNbiosynthesisNofNaNfluorescentNcyanobacterialNholodalphadphycocyaninNinNαscherichiaN
coliNbyNusingNoneNexpressionNvectoreNAppliedhBiochemistryhandhBiotechnologycN2007cNhkicNlidp 3.2 28
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60 PhylogenomicsNofNnondmodelNciliatesNbasedNonNtranscriptomicNanalyseseNProteinhandhCellcN2015cNmcNjnjdjol7.2 26

59 αvidenceNforNpositiveN°arwinianNselectionNofNVipNgeneNinNyacillusNthuringiensiseNJournalhofhGeneticsh
andhGenomicscN2007cNjkcNmkpdmg 4 25

58 zodonNusageNpatternsNandNadaptiveNevolutionNofNmarineNunicellularNcyanobacteriaNSynechococcusN
andNProchlorococcuseNMolecularhPhylogeneticshandhEvolutioncN2012cNmicNigmdhj 4.1 24

57 xNnewNpheromoneNtraildbasedNgeneticNalgorithmNforNcomparativeNgenomeNassemblyeNNucleichAcidsh
ResearchcN2008cNjmcNjklldmi 20.1 24

56 αxpressionNofN˛†dcaroteneNhydroxylaseNgeneNVcrtRdyWNfromNtheNgreenNalgaNHaematococcusNpluvialisNinN
chloroplastsNofNzhlamydomonasNreinhardtiieNJournalhofhAppliedhPhycologycN2007cNhpcNjkndjll 3.2 23

55 ScaledupNofNfermentationNandNpurificationNofNrecombinantNallophycocyaninNoverdexpressedNinN
αscherichiaNcolieNProcesshBiochemistrycN2005cNkgcNjhpgdjhpl 4.8 23

54 RiboβRdSeqqNaNnovelNapproachNtoNlinkingNhmSNrRNxNampliconNprofilesNtoNmetagenomeseNNucleichAcidsh
ResearchcN2016cNkkcNepp 20.1 20

53 NodeomicsqNpathogenNdetectionNinNvertebrateNlymphNnodesNusingNmetadtranscriptomicseNPLoShONEcN
2010cNlcNehjkji 3.7 20

52 TracingNtheNaccumulationNofNinNvivoNhumanNoralNmicrobiotaNelucidatesNmicrobialNcommunityN
dynamicsNatNtheNgatewayNtoNtheNGINtracteNGutcN2020cNmpcNhjlldhjlm 19.2 19

51 zharacterizationNofNhumanN˛–˛†TzRNrepertoireNandNdiscoveryNofN°d°NfusionNinNTzR˛†NchainseNProteinh
andhCellcN2014cNlcNmgjdhl 7.2 18

50 TrackingNtheNpastqNinterspersedNrepeatsNinNanNextinctNxfrotherianNmammalcNMammuthusN
primigeniuseNGenomehResearchcN2009cNhpcNhjokdpi 9.7 18

49 SpeciesN°ivergenceNvseNβunctionalNzonvergenceNzharacterizesNzrudeNOilNMicrobialNzommunityN
xssemblyeNFrontiershinhMicrobiologycN2016cNncNhilk 5.7 18

48 WholeNgenomicN°NxNsequencingNandNcomparativeNgenomicNanalysisNofNxrthrospiraNplatensisqNhighN
genomeNplasticityNandNgeneticNdiversityeNDNAhResearchcN2016cNijcNjildjo 4.5 17

47 GeneticNbasisNforNtheNestablishmentNofNendosymbiosisNinNParameciumeNISMEhJournalcN2019cNhjcNhjmgdhjmp11.9 17

46 αvolutionaryNanalysisNofNphycobiliproteinsqNimplicationsNforNtheirNstructuralNandNfunctionalN
relationshipseNJournalhofhMolecularhEvolutioncN2006cNmjcNjjgdkg 3.1 14

45 zRISPRsNprovideNbroadNandNrobustNprotectionNtoNoralNmicrobialNfloraNofNgingivalNhealthNagainstN
bacteriophageNchallengeeNProteinhandhCellcN2015cNmcNlkhdlkl 7.2 13

44 PrioritizationNandNfunctionalNassessmentNofNnoncodingNvariantsNassociatedNwithNcomplexNdiseaseseN
GenomehMedicinecN2018cNhgcNlj 14.4 13

43 yreakSeekqNaNbreakpointdbasedNalgorithmNforNfullNspectralNrangeNIN°αLNdetectioneNNucleichAcidsh
ResearchcN2015cNkjcNmnghdhj 20.1 13

(2015-2015)
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42 xrgonauteNproteinsNfromNhumanNgastrointestinalNbacteriaNcatalyzeN°NxdguidedNcleavageNofNsingledN
andNdoubledstrandedN°NxNatNjnN´°zeNCellhDiscoverycN2019cNlcNjo 22.3 12

41 zomparativeNmolecularNpopulationNgeneticsNofNphycoerythrinNlocusNinNProchlorococcuseNGeneticacN
2007cNhipcNiphdp 1.5 12

40 xdaptiveNevolutionNofNcryNgenesNinNyacillusNthuringiensisqNimplicationsNforNtheirNspecificityN
determinationeNGenomicsvhProteomicshandhBioinformaticscN2007cNlcNhgidhg 6.5 12

39 xNnovelNcodondbasedNdeNyruijnNgraphNalgorithmNforNgeneNconstructionNfromNunassembledN
transcriptomeseNGenomehBiologycN2016cNhncNiji 18.3 11

38 °eterministicNtransitionNofNenterotypesNshapesNtheNinfantNgutNmicrobiomeNatNanNearlyNageeNGenomeh
BiologycN2021cNiicNikj 18.3 11

37
zompleteNmitochondrialNgenomeNofNMembraniporaNgrandicellaNVyryozoaqNzheilostomatidaWN
determinedNwithNnextdgenerationNsequencingqNtheNfirstNrepresentativeNofNtheNsuborderN
MalacosteginaeNComparativehBiochemistryhandhPhysiologyhParthD:hGenomicshandhProteomicscN2012cNncNikodlj

2 10

36 PGxkgenomicsNforNcomparativeNgenomeNassemblyNbasedNonNgeneticNalgorithmNoptimizationeN
GenomicscN2009cNpkcNiokdm 4.3 10

35 PrecisionNMedicineqNWhatNzhallengesNxreNWeNβacingveNGenomicsvhProteomicshandhBioinformaticscN
2016cNhkcNiljdimh 6.5 9

34 TranslocationNofNvaginalNmicrobiotaNisNinvolvedNinNimpairmentNandNprotectionNofNuterineNhealtheN
NaturehCommunicationscN2021cNhicNkhph 17.4 9

33 TheNcombinationNofNdirectNandNpairedNlinkNgraphsNcanNboostNrepetitiveNgenomeNassemblyeNNucleich
AcidshResearchcN2017cNklcNekj 20.1 8

32 LineagedspecificNdomainNfusionNinNtheNevolutionNofNpurineNnucleotideNcyclasesNinNcyanobacteriaeN
JournalhofhMolecularhEvolutioncN2008cNmncNoldpk 3.1 8

31 TheNValueNandNSignificanceNofNMetagenomicsNofNMarineNαnvironmentseNPrefaceeNGenomicsvh
ProteomicshandhBioinformaticscN2015cNhjcNinhdk 6.5 7

30 xncestryNofNtheNxustralianNtermitivorousNnumbateNMolecularhBiologyhandhEvolutioncN2013cNjgcNhgkhdl 8.3 7

29 zomparisonNofNenvelopedrelatedNgenesNinNunicellularNandNfilamentousNcyanobacteriaeNComparativeh
andhFunctionalhGenomicscN2007cNiggncNilnlh 7

28 PhylomitogenomicNanalysesNstronglyNsupportNtheNsisterNrelationshipNofNtheNzhaetognathaNandN
ProtostomiaeNZoologicahScriptacN2016cNklcNhondhpp 2.5 7

27 °etectionNandNReconstructionNofNzircularNRNxsNfromNTranscriptomicN°ataeNMethodshinhMolecularh
BiologycN2018cNhnikcNhdo 1.4 6

26 αvidenceNforNpositiveNselectionNinNphycoerythrinNgenesNofNredNalgaeNandNcyanobacteriaN
ProchlorococcusNandNSynechococcuseNPhotosyntheticacN2005cNkjcNhkhdhkm 2.2 6

25 VisualizationNofNcircularNRNxsNandNtheirNinternalNsplicingNeventsNfromNtranscriptomicNdataeN
BioinformaticscN2020cNjmcNipjkdipjl 7.2 5
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24 αvidenceNofNextensiveNhomologousNrecombinationNinNtheNcoreNgenomeNofNrickettsiaeNComparativeh
andhFunctionalhGenomicscN2009cNlhging 5

23 MyRidgeqNanNaccurateNandNcostdeffectiveNmethodNforNprofilingN°NxNmethylomeNatNsingledbaseN
resolutioneNJournalhofhMolecularhCellhBiologycN2015cNncNippdjhj 6.3 4

22 GenomedwideNidentificationNandNdivergentNtranscriptionalNexpressionNofNStxRdrelatedNlipidNtransferN
VSTxRTWNgenesNinNteleostseNGenecN2013cNlhpcNhodil 3.8 4

21 PlasmoGβqNanNintegratedNsystemNforNcomparativeNgenomicsNandNphylogeneticNanalysisNofN
PlasmodiumNgeneNfamilieseNBioinformaticscN2008cNikcNhihndig 7.2 4

20 TheNrecombinationNandNexpressionNofNtheNallophycocyaninNbetaNsubunitNgeneNinNtheNchloroplastNofN
zhlamydomonasNreinhardtiieNWorldhJournalhofhMicrobiologyhandhBiotechnologycN2006cNiicNhghdhgj 4.4 4

19 TheNrepertoireNandNevolutionNofNxTPdbindingNcassetteNsystemsNinNSynechococcusNandN
ProchlorococcuseNJournalhofhMolecularhEvolutioncN2009cNmpcNjggdhg 3.1 3

18 circVxMPjN°rivesNzxPRINhNPhaseNSeparationNandNInhibitsNHepatocellularNzarcinomaNbyNSuppressingN
cdMycNTranslationeeNAdvancedhSciencecN2022cNeihgjohn 13.6 3

17 MicrobiotadgutdbrainNaxisNinNautismNspectrumNdisordereNJournalhofhGeneticshandhGenomicscN2021cNkocNnlldnmi4 3

16 GenomicNanalysisNofNfieldNpennycressNVThlaspiNarvenseWNprovidesNinsightsNintoNmechanismsNofN
adaptationNtoNhighNelevationeNBMChBiologycN2021cNhpcNhkj 7.3 3

15 βlyPhyqNaNphylogenomicNanalysisNplatformNforN°rosophilaNgenesNandNgeneNfamilieseNBMCh
BioinformaticscN2009cNhgcNhij 3.6 2

14 zloningcNexpressionNandNcharacterizationNofNphycoerythrinNgeneNfromNzeramiumNboydenneNDNAh
SequencecN2006cNhncNhipdjl 2

13 HeterologousNαxpressionNandNPurificationNofNRecombinantNxllophycocyaninNinNMarineNStreptomycesN
speNIsolateNMgpneNWorldhJournalhofhMicrobiologyhandhBiotechnologycN2006cNiicNlildlip 4.4 2

12 VariationNofNtheNVaginalNMicrobiomeN°uringNandNafterNPregnancyNinNzhineseNWomeneeNGenomicsvh
ProteomicshandhBioinformaticscN2022cN 6.5 2

11 zhangesNtoNgutNaminoNacidNtransportersNandNmicrobiomeNassociatedNwithNincreasedNαfINratioNinNzhdoN
mouseNmodelNofNxS°dlikeNbehavioreeNNaturehCommunicationscN2022cNhjcNhhlh 17.4 2

10 MiningNtheNhiddenNtreasuresNfromNcanidNgenomeseNNationalhSciencehReviewcN2019cNmcNhik 10.8 1

9 ScreeningNLinearNandNzircularNRNxNTranscriptsNfromNStressNGranuleseeNGenomicsvhProteomicshandh
BioinformaticscN2022cN 6.5 1

8 ReconstructionNofNcircularNRNxsNusingNIlluminaNandNNanoporeNRNxdseqNdatasetseNMethodscN2021cN
hpmcNhndii 4.6 1

7 TheNhiddenNgenomicNdiversityNofNciliatedNprotistsNrevealedNbyNsingledcellNgenomeNsequencingeeNBMCh
BiologycN2021cNhpcNimk 7.3 1

(2021-2009)
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6 LargedscaleNmicrobiomeNdataNintegrationNenablesNrobustNbiomarkerNidentificationeNNatureh
ComputationalhSciencec 1

5 HaemaphysalisNlongicorniseNTrendshinhGeneticscN2021cNjncNipidipj 8.5 0

4 xnNefficientNmetatranscriptomicNapproachNforNcapturingNRNxNviromeNandNitsNapplicationNtoN
SxRSdzoVdieNJournalhofhGeneticshandhGenomicscN2021cNkocNomgdomi 4 0

3 zharacterizingNzircularNRNxsNUsingNNanoporeNSequencingeNTrendshinhBiochemicalhSciencescN2021cNkmcNnoldnom10.3 0

2 zolorectalNzancerNPatientd°erivedNi°NandNj°NModelsNαfficientlyNRecapitulateNInterdNandN
IntratumoralNHeterogeneityeNAdvancedhScienceciighljp 13.6 0

1 ReplyNtoNαvidenceNthatNmicrobesNidentifiedNasNtickdborneNpathogensNareNnutritionalNendosymbiontseN
CellcN2021cNhokcNiimhdiimi 56.2
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