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l Paper IF Citations

123 ’nterotypesMofMtheMhumanMgutMmicrobiomecMNatureaM2011aMimhaMfmibne 50.4 4240

122 RichnessMofMhumanMgutMmicrobiomeMcorrelatesMwithMmetabolicMmarkerscMNatureaM2013aMkeeaMkifbl 50.4 2584

121 OceanMplanktoncMStructureMandMfunctionMofMtheMglobalMoceanMmicrobiomecMScienceaM2015aMhinaMfglfhko 33.3 1261

120 eggNOGMickpMaMhierarchicalMorthologyMframeworkMwithMimprovedMfunctionalMannotationsMforM
eukaryoticaMprokaryoticMandMviralMsequencescMNucleiclAcidslResearchaM2016aMiiaMzgnlboh 20.1 1211

119 zisentanglingMtypeMgMdiabetesMandMmetforminMtreatmentMsignaturesMinMtheMhumanMgutMmicrobiotacM
NatureaM2015aMkgnaMglgbgll 50.4 1107

118 wnMintegratedMcatalogMofMreferenceMgenesMinMtheMhumanMgutMmicrobiomecMNaturelBiotechnologyaM
2014aMhgaMnhibif 44.5 1088

117 OceanMplanktoncM’ukaryoticMplanktonMdiversityMinMtheMsunlitMoceancMScienceaM2015aMhinaMfglflek 33.3 990

116 ïumanMgutMmicrobesMimpactMhostMserumMmetabolomeMandMinsulinMsensitivitycMNatureaM2016aMkhkaMhmlbnf 50.4 977

115 StructureMandMfunctionMofMtheMglobalMtopsoilMmicrobiomecMNatureaM2018aMkleaMghhbghm 50.4 654

114 IdentificationMandMassemblyMofMgenomesMandMgeneticMelementsMinMcomplexMmetagenomicMsamplesM
withoutMusingMreferenceMgenomescMNaturelBiotechnologyaM2014aMhgaMnggbn 44.5 624

113 PotentialMofMfecalMmicrobiotaMforMearlybstageMdetectionMofMcolorectalMcancercMMolecularlSystemsl
BiologyaM2014aMfeaMmll 12.2 575

112 GenomicMvariationMlandscapeMofMtheMhumanMgutMmicrobiomecMNatureaM2013aMiohaMikbke 50.4 571

111 SaltbresponsiveMgutMcommensalMmodulatesMTfmMaxisMandMdiseasecMNatureaM2017aMkkfaMknkbkno 50.4 553

110 OceanMplanktoncMzeterminantsMofMcommunityMstructureMinMtheMglobalMplanktonMinteractomecMScienceaM
2015aMhinaMfglgemh 33.3 496

109 OceanMplanktoncMPatternsMandMecologicalMdriversMofMoceanMviralMcommunitiescMScienceaM2015aMhinaMfglfion33.3 421

108 ’cogenomicsMandMpotentialMbiogeochemicalMimpactsMofMgloballyMabundantMoceanMvirusescMNatureaM
2016aMkhmaMlnobloh 50.4 400

107 PlanktonMnetworksMdrivingMcarbonMexportMinMtheMoligotrophicMoceancMNatureaM2016aMkhgaMilkbime 50.4 392
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106 ’nterotypesMinMtheMlandscapeMofMgutMmicrobialMcommunityMcompositioncMNaturelMicrobiologyaM2018aM
haMnbfl 26.6 387

105 TowardsMstandardsMforMhumanMfecalMsampleMprocessingMinMmetagenomicMstudiescMNaturel
BiotechnologyaM2017aMhkaMfelobfeml 44.5 355

104 MetabanalysisMofMfecalMmetagenomesMrevealsMglobalMmicrobialMsignaturesMthatMareMspecificMforM
colorectalMcancercMNaturelMedicineaM2019aMgkaMlmoblno 50.5 353

103 MetagenomicMspeciesMprofilingMusingMuniversalMphylogeneticMmarkerMgenescMNaturelMethodsaM2013aM
feaMffolbo 21.6 340

102 zurableMcoexistenceMofMdonorMandMrecipientMstrainsMafterMfecalMmicrobiotaMtransplantationcMScienceaM
2016aMhkgaMknlbo 33.3 326

101 zifferentialMgeneMexpressionMduringMthermalMstressMandMbleachingMinMtheMyaribbeanMcoralM
MontastraeaMfaveolatacMMolecularlEcologyaM2008aMfmaMhokgbmf 5.7 304

100 xacterialMdiversityMandMWhiteMPlagueMziseasebassociatedMcommunityMchangesMinMtheMyaribbeanMcoralM
MontastraeaMfaveolatacMISMElJournalaM2009aMhaMkfgbgf 11.9 287

99 –unctionalMimplicationsMofMmicrobialMandMviralMgutMmetagenomeMchangesMinMearlyMstageMLbzOPwbnaˆflveM
ParkinsonTsMdiseaseMpatientscMGenomelMedicineaM2017aMoaMho 14.4 274

98 yountrybspecificMantibioticMuseMpracticesMimpactMtheMhumanMgutMresistomecMGenomelResearchaM2013aM
ghaMfflhbo 9.7 269

97 wMholisticMapproachMtoMmarineMecobsystemsMbiologycMPLoSlBiologyaM2011aMoaMefeeffmm 9.7 265

96 MarineMzNwMViralMMacrobMandMMicrodiversityMfromMPoleMtoMPolecMCellaM2019aMfmmaMffeobffghcefi 56.2 256

95 wccurateMandMuniversalMdelineationMofMprokaryoticMspeciescMNaturelMethodsaM2013aMfeaMnnfbi 21.6 234

94 ThreatenedMcoralsMprovideMunderexploredMmicrobialMhabitatscMPLoSlONEaM2010aMkaMeokki 3.7 219

93 MetagenomicMflSMrzNwMIlluminaMtagsMareMaMpowerfulMalternativeMtoMampliconMsequencingMtoMexploreM
diversityMandMstructureMofMmicrobialMcommunitiescMEnvironmentallMicrobiologyaM2014aMflaMglkobmf 5.2 200

92 OpenMscienceMresourcesMforMtheMdiscoveryMandManalysisMofMTaraMOceansMdatacMScientificlDataaM2015aMgaMfkeegh8.2 198

91 MinimumMInformationMaboutManMUncultivatedMVirusMGenomeMUMIUViGVcMNaturelBiotechnologyaM2019aM
hmaMgobhm 44.5 180

90 SymbiodiniumMtranscriptomespMgenomeMinsightsMintoMtheMdinoflagellateMsymbiontsMofMreefbbuildingM
coralscMPLoSlONEaM2012aMmaMehkglo 3.7 178

89 wMglobalMoceanMatlasMofMeukaryoticMgenescMNaturelCommunicationsaM2018aMoaMhmh 17.4 168

(2018-2018)
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88 ’xtensiveMtransmissionMofMmicrobesMalongMtheMgastrointestinalMtractcMELifeaM2019aMnaM 8.9 158

87 wssessmentMofMmetagenomicMassemblyMusingMsimulatedMnextMgenerationMsequencingMdatacMPLoSlONE
aM2012aMmaMehfhnl 3.7 157

86 yolorectalMyancerMandMtheMïumanMGutMMicrobiomepMReproducibilityMwithMWholebGenomeMShotgunM
SequencingcMPLoSlONEaM2016aMffaMeefkkhlg 3.7 147

85 MOywTpMaMmetagenomicsMassemblyMandMgeneMpredictionMtoolkitcMPLoSlONEaM2012aMmaMeimlkl 3.7 143

84 ’xploringMnucleobcytoplasmicMlargeMzNwMvirusesMinMTaraMOceansMmicrobialMmetagenomescMISMEl
JournalaM2013aMmaMflmnbok 11.9 142

83 MicrobialMabundanceaMactivityMandMpopulationMgenomicMprofilingMwithMmOTUsgcMNaturel
CommunicationsaM2019aMfeaMfefi 17.4 134

82 TranscriptomicMresponsesMtoMheatMstressMandMbleachingMinMtheMelkhornMcoralMwcroporaMpalmatacM
MarinelEcologyl-lProgresslSeriesaM2010aMiegaMombffh 2.6 126

81 MOywTgpMaMmetagenomicMassemblyaMannotationMandMprofilingMframeworkcMBioinformaticsaM2016aMhgaMgkgebh7.2 117

80 GeneM’xpressionMyhangesMandMyommunityMTurnoverMzifferentiallyMShapeMtheMGlobalMOceanM
MetatranscriptomecMCellaM2019aMfmoaMfelnbfenhcegf 56.2 113

79 GenerationMandManalysisMofMtranscriptomicMresourcesMforMaMmodelMsystemMonMtheMrisepMtheMseaM
anemoneMwiptasiaMpallidaMandMitsMdinoflagellateMendosymbiontcMBMClGenomicsaM2009aMfeaMgkn 4.5 113

78 TheMhostMtranscriptomeMremainsMunalteredMduringMtheMestablishmentMofMcoralbalgalMsymbiosescM
MolecularlEcologyaM2009aMfnaMfnghbhh 5.7 112

77 GlobalMTrendsMinMMarineMPlanktonMziversityMacrossMKingdomsMofMLifecMCellaM2019aMfmoaMfenibfeomcegf 56.2 108

76 TemporalMandMtechnicalMvariabilityMofMhumanMgutMmetagenomescMGenomelBiologyaM2015aMflaMmh 18.3 108

75 InterbindividualMdifferencesMinMtheMgeneMcontentMofMhumanMgutMbacterialMspeciescMGenomelBiologyaM
2015aMflaMng 18.3 107

74 yoralMhostMtranscriptomicMstatesMareMcorrelatedMwithMSymbiodiniumMgenotypescMMolecularlEcologyaM
2010aMfoaMffmibnl 5.7 105

73 ylassificationMandMquantificationMofMbacteriophageMtaxaMinMhumanMgutMmetagenomescMISMElJournalaM
2014aMnaMfhofbieg 11.9 102

72 OceanMplanktoncM’nvironmentalMcharacteristicsMofMwgulhasMringsMaffectMinteroceanMplanktonM
transportcMScienceaM2015aMhinaMfglfiim 33.3 100

71 SyntheticMmicrobiotaMrevealMpriorityMeffectsMandMkeystoneMstrainsMinMtheMwrabidopsisMphyllospherecM
NaturelEcologylandlEvolutionaM2019aMhaMfiikbfiki 12.3 99
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70 ViralMtoMmetazoanMmarineMplanktonMnucleotideMsequencesMfromMtheMTaraMOceansMexpeditioncM
ScientificlDataaM2017aMiaMfmeeoh 8.2 89

69 proGenomespMaMresourceMforMconsistentMfunctionalMandMtaxonomicMannotationsMofMprokaryoticM
genomescMNucleiclAcidslResearchaM2017aMikaMzkgobzkhi 20.1 74

68 RapidMevolutionMofMcoralMproteinsMresponsibleMforMinteractionMwithMtheMenvironmentcMPLoSlONEaM2011
aMlaMegehog 3.7 74

67 SubspeciesMinMtheMglobalMhumanMgutMmicrobiomecMMolecularlSystemslBiologyaM2017aMfhaMole 12.2 69

66 metaSNVpMwMtoolMforMmetagenomicMstrainMlevelManalysiscMPLoSlONEaM2017aMfgaMeefnghog 3.7 64

65 yoralMtranscriptomeMandMbacterialMcommunityMprofilesMrevealMdistinctMYellowMxandMziseaseMstatesMinM
OrbicellaMfaveolatacMISMElJournalaM2014aMnaMgiffbgg 11.9 63

64 TheMOceanMGeneMwtlaspMexploringMtheMbiogeographyMofMplanktonMgenesMonlinecMNucleiclAcidslResearch
aM2018aMilaMWgnobWgok 20.1 61

63 TaraMOceanspMtowardsMglobalMoceanMecosystemsMbiologycMNaturelReviewslMicrobiologyaM2020aMfnaMignbiik 22.2 60

62 MetagenomicMinsightsMintoMtheMhumanMgutMresistomeMandMtheMforcesMthatMshapeMitcMBioEssaysaM2014aM
hlaMhflbgo 4.1 57

61 SinglebcellMgenomicsMofMmultipleMunculturedMstramenopilesMrevealsMunderestimatedMfunctionalM
diversityMacrossMoceanscMNaturelCommunicationsaM2018aMoaMhfe 17.4 55

60 IdentificationMandMgeneMexpressionManalysisMofMaMtaxonomicallyMrestrictedMcysteinebrichMproteinM
familyMinMreefbbuildingMcoralscMPLoSlONEaM2009aMiaMeinlk 3.7 53

59 GlobalMgeneticMcapacityMforMmixotrophyMinMmarineMpicocyanobacteriacMISMElJournalaM2016aMfeaMgoilbgokm 11.9 53

58
GutMmicrobiotaMdiffersMbetweenMchildrenMwithMInflammatoryMxowelMziseaseMandMhealthyMsiblingsMinM
taxonomicMandMfunctionalMcompositionpMaMmetagenomicManalysiscMAmericanlJournalloflPhysiologyl-l
RenallPhysiologyaM2017aMhfgaMGhgmbGhho

5.1 52

57 NaturalMnoncanonicalMproteinMsplicingMyieldsMproductsMwithMdiverseM˛†baminoMacidMresiduescMScienceaM
2018aMhkoaMmmobmng 33.3 52

56 yyanobacterialMsymbiontsMdivergedMinMtheMlateMyretaceousMtowardsMlineagebspecificMnitrogenM
fixationMfactoriesMinMsinglebcelledMphytoplanktoncMNaturelCommunicationsaM2016aMmaMffemf 17.4 51

55 yonsistentMhostMandMorganMoccupancyMofMphyllosphereMbacteriaMinMaMcommunityMofMwildMherbaceousM
plantMspeciescMISMElJournalaM2020aMfiaMgikbgkn 11.9 47

54 ’scherichiaMcoliMlimitsMSalmonellaMTyphimuriumMinfectionsMafterMdietMshiftsMandMfatbmediatedM
microbiotaMperturbationMinMmicecMNaturelMicrobiologyaM2019aMiaMgflibgfmi 26.6 46

53 TranscriptomicMresponsesMtoMdarknessMstressMpointMtoMcommonMcoralMbleachingMmechanismscMCorall
ReefsaM2012aMhfaMgfkbggn 4.2 45

(2012-2017)
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52 yommunitybLevelMResponsesMtoMIronMwvailabilityMinMOpenMOceanMPlanktonM’cosystemscMGloball
BiogeochemicallCyclesaM2019aMhhaMhofbifo 5.9 42

51 MarineMmicrobialMdiversitycMCurrentlBiologyaM2017aMgmaMRinobRioi 6.3 38

50 GeneMexpressionMmicroarrayManalysisMencompassingMmetamorphosisMandMtheMonsetMofMcalcificationMinM
theMscleractinianMcoralMMontastraeaMfaveolatacMMarinelGenomicsaM2009aMgaMfiobko 1.9 37

49 wntibioticsbinducedMmonodominanceMofMaMnovelMgutMbacterialMordercMGutaM2019aMlnaMfmnfbfmoe 19.2 33

48 wMfairMcomparisoncMNaturelMethodsaM2014aMffaMhko 21.6 33

47
’volutionaryManalysisMofMorthologousMczNwMsequencesMfromMculturedMandMsymbioticMdinoflagellateM
symbiontsMofMreefbbuildingMcoralsMUzinophyceaepMSymbiodiniumVcMComparativelBiochemistrylandl
PhysiologylPartlD:lGenomicslandlProteomicsaM2009aMiaMlmbmi

2 31

46 ImportMofMwspartateMandMMalateMbyMzcuwxyMzrivesMïd–umarateMRespirationMtoMPromoteMInitialM
SalmonellaMGutbLumenMyolonizationMinMMicecMCelllHostlandlMicrobeaM2020aMgmaMoggbohlcel 23.4 28

45 wMmultiproducerMmicrobiomeMgeneratesMchemicalMdiversityMinMtheMmarineMspongecMProceedingsloflthel
NationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaaM2020aMffmaMokenbokfn 11.5 27

44 RNaseMïMwsMGeneMModifieraMzriverMofM’volutionMandMwntiviralMzefensecMFrontierslinlMicrobiologyaM
2017aMnaMfmik 5.7 26

43 MicrobiomeMmetabanalysisMandMcrossbdiseaseMcomparisonMenabledMbyMtheMSIwMywTMmachineMlearningM
toolboxcMGenomelBiologyaM2021aMggaMoh 18.3 26

42 xiogeographyMofMmarineMgiantMvirusesMrevealsMtheirMinterplayMwithMeukaryotesMandMecologicalM
functionscMNaturelEcologylandlEvolutionaM2020aMiaMflhobflio 12.3 25

41
ïyperthermicMstressbinducedMincreaseMinMtheMexpressionMofMglutamatebcysteineMligaseMandM
glutathioneMlevelsMinMtheMsymbioticMseaManemoneMwiptasiaMpallidacMComparativelBiochemistrylandl
Physiologyl-lBlBiochemistrylandlMolecularlBiologyaM2008aMfkfaMfhhbn

2.3 24

40 zisentanglingMtheMimpactMofMenvironmentalMandMphylogeneticMconstraintsMonMprokaryoticM
withinbspeciesMdiversitycMISMElJournalaM2020aMfiaMfgimbfgko 11.9 23

39 MetagenomicManalysisMofMgutMmicrobialMcommunitiesMfromMaMyentralMwsianMpopulationcMBMJlOpenaM
2018aMnaMeegflng 3 23

38 proGenomesgpManMimprovedMdatabaseMforMaccurateMandMconsistentMhabitataMtaxonomicMandMfunctionalM
annotationsMofMprokaryoticMgenomescMNucleiclAcidslResearchaM2020aMinaMzlgfbzlgk 20.1 21

37 QuantitativeMhzbimagingMforMcellMbiologyMandMecologyMofMenvironmentalMmicrobialMeukaryotescMELifeaM
2017aMlaM 8.9 20

36 GenomicMevidenceMforMglobalMoceanMplanktonMbiogeographyMshapedMbyMlargebscaleMcurrentMsystems 20

35 TheMporcelainMcrabMtranscriptomeMandMPywzaMtheMporcelainMcrabMmicroarrayMandMsequenceMdatabasecM
PLoSlONEaM2010aMkaMeohgm 3.7 19
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34 ’xpandingMTaraMOceansMProtocolsMforMUnderwayaM’cosystemicMSamplingMofMtheMOceanbwtmosphereM
InterfaceMzuringMTaraMPacificM’xpeditionMUgeflâ��gefnVcMFrontierslinlMarinelScienceaM2019aMlaM 4.5 18

33 TheMTaraMPacificMexpeditionbwMpanbecosystemicMapproachMofMtheMObomicsOMcomplexityMofMcoralMreefM
holobiontsMacrossMtheMPacificMOceancMPLoSlBiologyaM2019aMfmaMeheeeinh 9.7 17

32 MetabolicMwrchitectureMofMtheMzeepMOceanMMicrobiome 17

31 zeepMoceanMmetagenomesMprovideMinsightMintoMtheMmetabolicMarchitectureMofMbathypelagicM
microbialMcommunitiescMCommunicationslBiologyaM2021aMiaMlei 6.7 17

30 wMroadmapMforMmetagenomicMenzymeMdiscoverycMNaturallProductlReportsaM2021aMhnaMfooibgegh 15.1 17

29 GutMmicrobialMbetabglucuronidaseMandMglycerolddiolMdehydrataseMactivityMcontributeMtoMdietaryM
heterocyclicMamineMbiotransformationcMBMClMicrobiologyaM2019aMfoaMoo 4.5 16

28 wMcommunityMperspectiveMonMtheMconceptMofMmarineMholobiontspMcurrentMstatusaMchallengesaMandM
futureMdirectionscMPeerJaM2021aMoaMefeoff 3.1 14

27 yriticalMwssessmentMofMMetagenomeMInterpretationpMtheMsecondMroundMofMchallengesccMNaturel
MethodsaM2022aM 21.6 14

26 MicrobiotaMstabilityMinMhealthyMindividualsMafterMsinglebdoseMlactuloseMchallengebwMrandomizedM
controlledMstudycMPLoSlONEaM2018aMfhaMeegelgfi 3.7 11

25 yompendiumMofMkheMmetagenomebassembledMbacterialMandMarchaealMgenomesMfromMtheMpolarMwrcticM
OceancMNaturelMicrobiologyaM2021aMlaMfklfbfkmi 26.6 9

24 yrypticMandMabundantMmarineMvirusesMatMtheMevolutionaryMoriginsMofM’arthTsMRNwMviromeccMScienceaM
2022aMhmlaMfklbflg 33.3 9

23 TowardsMtheMbiogeographyMofMprokaryoticMgenesccMNatureaM2021aM 50.4 8

22 TheMplantMNwzPïMoxidaseMRxOïzMisMrequiredMforMmicrobiotaMhomeostasisMinMleavescMNaturel
MicrobiologyaM2021aMlaMnkgbnli 26.6 8

21 wMgeneralMnonbselfMresponseMasMpartMofMplantMimmunitycMNaturelPlantsaM2021aMmaMlolbmek 11.5 7

20 ScalingMofMspeciesMdistributionMexplainsMtheMvastMpotentialMmarineMprokaryoteMdiversitycMScientificl
ReportsaM2019aMoaMfnmfe 4.9 7

19 GonadalMtranscriptomicsMelucidateMpatternsMofMadaptiveMevolutionMwithinMmarineMrockfishesM
USebastesVcMBMClGenomicsaM2015aMflaMlkl 4.5 6

18 UnchartedMbiosyntheticMpotentialMofMtheMoceanMmicrobiome 6

17 –unctionalMrepertoireMconvergenceMofMdistantlyMrelatedMeukaryoticMplanktonMlineagesMabundantMinM
theMsunlitMoceancMCelllGenomicsaM2022aMgaMfeefgh 6

(2022-2019)
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16 xiosyntheticMpotentialMofMtheMglobalMoceanMmicrobiomecMNaturea 50.4 6

15 VariationMinMcellMdensitiesMandMpigmentMconcentrationsMofMsymbioticMdinoflagellatesMinMtheMcoralM
PavonaMclavusMinMtheMeasternMPacificMUyostaMRicaVcMCienciaslMarinasaM2008aMhiaMffhbfgh 1.7 5

14 ’cogenomicsMandMbiogeochemicalMimpactsMofMuncultivatedMgloballyMabundantMoceanMviruses 5

13 ’cogenomicsMofMkeyMprokaryotesMinMtheMarcticMocean 5

12
TaraMPacificM’xpeditionâ��sMwtmosphericMMeasurementsMofMMarineMwerosolsMacrossMtheMwtlanticMandM
PacificMOceanspMOverviewMandMPreliminaryMResultscMBulletinloflthelAmericanlMeteorologicallSocietyaM
2020aMfefaM’khlb’kki

6.1 5

11 miRbnegMregulatesMPanethMcellMfunctionMandMenterocyteMdifferentiationMinMtheMmouseMsmallMintestinecM
NaturelCommunicationsaM2021aMfgaMhhho 17.4 4

10 MarineMzNwMViralMMacrobandMMicrobziversityM–romMPoleMtoMPolecMSSRNlElectroniclJournalaM2019aM 1 3

9 MicrobiomeMmetabanalysisMandMcrossbdiseaseMcomparisonMenabledMbyMtheMSIwMywTMmachineblearningMtoolbox 3

8 ïighMthroughputMsequencingMprovidesMexactMgenomicMlocationsMofMinducibleMprophagesMandMaccurateM
phagebtobhostMratiosMinMgutMmicrobialMstrainscMMicrobiomeaM2021aMoaMmm 16.6 3

7 MacroscaleMpatternsMofMoceanicMzooplanktonMcompositionMandMsizeMstructurecMScientificlReportsaM2021
aMffaMfkmfi 4.9 2

6 mOTUspMProfilingMTaxonomicMyompositionaMTranscriptionalMwctivityMandMStrainMPopulationsMofM
MicrobialMyommunitiescMCurrentlProtocolsaM2021aMfaMegfn 2

5 TheMOceanMGeneMwtlaspMexploringMtheMbiogeographyMofMplanktonMgenesMonline 1

4 IndividualityMandMtemporalMstabilityMofMtheMhumanMgutMmicrobiomecMCentrallAsianlJournalloflGloball
HealthaM2013aMgaMfge 0.8 1

3 wirborneMbacteriaMoverMtheMoceansMshedMlightMonMglobalMbiogeodiversityMpatterns 1

2 TheMrumenMmicrobiomeMinhibitsMmethaneMformationMthroughMdietaryMcholineMsupplementationcM
ScientificlReportsaM2021aMffaMgfmlf 4.9 0

1 SpaceaMtimeMandMmicrodiversitypMtowardsMaMresolutionMrevolutionMinMmicrobiomicscMEnvironmentall
MicrobiologylReportsaM2021aMfhaMhfbhk 3.7
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