
0.2 0.4 0.6 0.8 1.0

AUC by Study

s__Clostridium_symbiosum

g__Solobacterium

o__Enterobacteriales

s__Peptostreptococcus_stomatis

s__Clostridium_hathewayi

g__Peptostreptococcus

s__Gemella_morbillorum

f__Clostridiales_Family_XI_Incertae_Sedis

s__Fusobacterium_nucleatum

s__Clostridium_bolteae

g__Parvimonas

s__Streptococcus_anginosus

s__Parvimonas_unclassi�ed

p__Proteobacteria

c__Gammaproteobacteria

s__Parvimonas_micra

t__Clostridium_hathewayi_unclassi�ed

g__Klebsiella

p__Fusobacteria

f__Bacillales_noname

g__Fusobacterium

s__Clostridiales_bacterium_1_7_47FAA

g__Clostridiales_noname

o__Actinomycetales

f__Fusobacteriaceae

t__Clostridium_clostridioforme_unclassi�ed

f__Clostridiales_Family_XIII_Incertae_Sedis

s__Clostridium_clostridioforme

s__Lachnospiraceae_bacterium_5_1_57FAA

s__Lachnospiraceae_bacterium_3_1_57FAA_CT1

s__Granulicatella_adiacens

s__Actinomyces_graevenitzii

s__Atopobium_parvulum

s__Porphyromonas_asaccharolytica

s__Methanobrevibacter_unclassi�ed

s__Prevotella_intermedia

g__Eikenella

t__Eikenella_corrodens_unclassi�ed

f__Leptotrichiaceae

s__Pantoea_unclassi�ed

g__Pantoea

o__Neisseriales

s__Streptococcus_oligofermentans

s__Streptococcus_constellatus

g__Clostridiaceae_noname

t__GCF_000154365

s__Anaerostipes_unclassi�ed

g__Leptotrichiaceae_unclassi�ed

s__Streptococcus_cristatus

s__Leptotrichia_unclassi�ed

s__Lactobacillus_gasseri

g__Leptotrichia

g__Oribacterium

s__Streptococcus_peroris

s__Actinomyces_cardi�ensis

g__Clostridiales_Family_XIII_Incertae_Sedis_noname

s__Oribacterium_sinus

s__Clostridium_methylpentosum

s__Streptococcus_tigurinus

s__Lactobacillus_vaginalis

o__Cardiobacteriales

g__Cardiobacteriaceae_unclassi�ed

g__Stomatobaculum

s__Clostridium_hylemonae

s__Lactobacillus_reuteri

s__Lachnospiraceae_bacterium_ICM7

s__Olsenella_uli

g__Filifactor

s__Actinomyces_sp_ICM47

g__Cardiobacterium

g__Anaerofustis

s__Selenomonas_sputigena

s__Holdemania_sp_AP2

s__Eubacterium_saphenum

s__Coprobacillus_sp_29_1

t__GCF_000160095

g__Bulleidia

s__Enterobacter_mori

s__Treponema_denticola

s__Fusobacterium_necrophorum

g__Proteus

s__Olsenella_profusa

g__Cryptobacterium

s__Pediococcus_unclassi�ed

g__Eggerthia

s__Lactobacillus_helveticus

s__Oribacterium_sp_oral_taxon_078

s__Providencia_rettgeri

f__Bacillaceae

g__Siphoviridae_noname

s__Clostridium_sp_L2_50

s__Butyrivibrio_crossotus

g__Butyrivibrio

s__Ruminococcus_callidus

t__GCF_000162015

g__Adlercreutzia

s__Clostridium_bartlettii

f__Bacteroidales_noname

t__Ruminococcus_obeum_unclassi�ed

s__Roseburia_hominis

s__Ruminococcus_lactaris

o__Burkholderiales

g__Peptostreptococcaceae_noname

g__Parasutterella

s__Lachnospiraceae_bacterium_5_1_63FAA

s__Bacteroides_intestinalis

s__Eubacterium_rectale

s__Lachnospiraceae_bacterium_1_1_57FAA

t__Bacteroides_xylanisolvens_unclassi�ed

s__Roseburia_intestinalis

s__Anaerostipes_hadrus

s__Roseburia_inulinivorans

s__Bacteroides_xylanisolvens

s__Bi�dobacterium_pseudocatenulatum

t__Bacteroides_uniformis_unclassi�ed

t__GCF_000166035

s__Bacteroides_uniformis

s__Bacteroides_cellulosilyticus

f__Eubacteriaceae

g__Eubacterium

t__Bacteroides_cellulosilyticus_unclassi�ed

t__Faecalibacterium_prausnitzii_unclassi�ed

g__Roseburia

Taxa Associated with Health and Disease (p < .05)
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Relative Abundance

Distribution of core Taxa When They are Present
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