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Figure S5:M EstimationM ofM theM realM abundanceM ofM archaeaM andM bacteriaM fromM 0TSM rRNAM geneM copyM
numbersMoverMallMsamplesDMAdjustmentMofMtheMabundanceMwasMperformedMbyMinformationMofMvaryingM0TSM
rRNAMgeneMcopyMnumbersMperMgenomeMatMrrnDBDMOTUsMwereMclusteredMatMjL.MsimilarityMlevelMandMonlyM
OTUsM withM aM relativeM abundanceM ≥M 0DL.M inM atM leastM oneM ofM allM samplesM areM displayedDM InnerM ringM xM
phylumMlevel%MmiddleMringMxMgenusMorMnearestMclassifiableMlevelD

0TSMrRNAMgeneMabundance AdjustedMabundance


