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Gem_Gemella.
Str_Streptococcus.

Lep_Leptotrichia.
Por_Porphyromonas.

Act_Actinomyces.
Bur_Lautropia.

Str_Streptococcaceae_Group.
Det_TG5.

Nei_Kingella.
TM7_TM7.

Com_Hylemonella.
Pre_Prevotella.
Por_Tannerella.

Act_Actinobaculum.
Unclassified

Lac_Catonella.
Rs__Rs_045_Group.

Lac_Johnsonella.
Fus_Fusobacterium.

Vei_Selenomonas.
Cor_Olsenella.

SR1_SR1.
Mic_Rothia.

Cam_Campylobacter.
Lac_Dorea.

Par_Prevotella.
Vei_Dialister.

Wil_Williamsia.
Spi_Treponema.
Cor_Atopobium.

Pep_Peptoclostridium.
Lac_Lachnospiraceae_Group.

Rum_Ruminococcaceae_Group.
Por_Paludibacter.

Sta_Staphylococcus.
Vei_Veillonella.

Aer_Abiotrophia.
Fla_Bergeyella.

Lac_Lachnoanaerobaculum.
Act_Actinomycetaceae_Group.

Nei_Eikenella.
Pas_Aggregatibacter.

Pro_Propionibacterium.
Car_Granulicatella.

Fla_Capnocytophaga.
Nei_Neisseria.

Cor_Corynebacterium.
Com_Comamonas.

Car_Cardiobacteriaceae_Group.
Pas_Haemophilus.

Car_Cardiobacterium.
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