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Actinomyces Fusobacterium Capnocytophaga Streptococcus Prevotella Porphyromonas
Campylobacter Leptotrichia Corynebacterium Treponema Selenomonas Neisseria
Veillonella Tannerella Aggregatibacter Dialister Eubacterium Rothia
Parvimonas Gemella Kingella Synergistes Haemophilus Cardiobacterium
Filifactor Catonella Actinobaculum Propionibacterium Granulicatella Olsenella
Bergeyella Lautropia Peptostreptococcus Oribacterium Peptococcus Eikenella
Mycoplasma Shuttleworthia Others

Supplementary Figure S6. Taxonomic composition of the subgingival microbiome in healthy 
individuals from the HMPindividuals from the HMP.


