Significantly Represented Taxa
B Final_ H_+PMA B Final_H_-PMA

P_Firmicutes
G_Veillonella
F_Veilldnellaceae
O_Veillonellales
C_Negativicutes
F_Pastelirellaceae
O_Pasteurellales
C_Bacilli
G_Ha¢mophilus
S| Haemophilus_parainfluenzae
O_Lactgbacillales
G_Streptococcus
F_Streptoqoccaceae
S_Veillonella_mpltispecieg_spp25_2
S_Streptococcus [salivarius
C|Betaprotgobacteria
F_Neidseriaceae
O_Ngisseriales
S_Neisseria_flavescens
9 Veillonella_atypica
S_Streptdcoccus_mpltispecieg_spp53_2
P_Actinobacteria
C_Actimomycetia
O_Fusoblacteriales
C_Fuspbacteriia
P_Fugobacteria
G_Fusopacterium
F_Fusobadteriaceae
G_Granulicatella
F| Carnobagteriaceae
S_Grafpulicatellal adiacens
9 Veillonella_parvula
S_Fusobactefium_perigdonticum
G_Rothia
F_Microqoccaceae
O_Micrococcales
G| Eikenella

S [Eikenella_fcorrodens
4 Neisserig_perflava
G_Aggregatibacter
S_ptreptocodcus_paraganguinis_flade_411
S_Rothia_dentocariosa
S_Str¢ptococcu$_gordonii
S_$treptocodcus_oralis
O|Bacillales
S| Veillonellg_rogosae
O_Actinomycetales
f_Actinomycetaceae
S_Streptococcus [sanguinis
F_Gemellaceae
G_Gemella
S Aggregafibacter_aphrophilus
G_Schaalia
9 Gemella]sanguinis
S_Strgptococcug _australis
S_S¢haalia_odpntolytica
S_Veillonella_multispeci¢s_spp6_3
9 Streptocpccus_sp_|HMT_066
S_Agdregatibacfer_segnis
S_Veillonella_toletsuensis
S| Neisseria| elongata
O_Bacteroidales
C_Bpcteroidia
P_Bacteroidetes
S_Rothia_mufilaginosa
F_Leptotrichiaceae
G_Lgptotrichia

S_Streptdcoccus_mpltispecieg_spp29_2

S_Veillonglla_dispar
S_Leptotfichia_sp_|HMT_215
S_Haemophilus_gittmaniae
S_Fusobgcterium_njucleatum
S_Porphyromongs_pasteri
F_Pgqrphyromonadaceae
G_Porphlyromonas
F_Jampylobafteraceae
O] Campylobacterales
G_Camgpylobacter
C_Epsilonprotgobacteria

S_Aggregatibacter_sp_|HMT_513

S_Campylobactel_concisus
9 Streptocpccus_sp_|HMT_064
S_Gemella_mgrbillorum
S_Strepgtococcus [cristatus_¢lade_578
9 Streptocpccus_sp_|HMT_057
C/[Clostridia
O_Eubacteriales
F_Lachndspiraceae
G_Actinomyces
S_Ggmella_hagmolysans

S_Schaalia_sp_|HMT_172

%)

| Streptocdccus_oralis_subsp__kigurinus_glade_070
S_Strgptococcug_infantis_¢lade_431

S_Stomatobaqulum_sp_|HMT_097
G_Stomatpbaculum
S_Schaalia_sp_|HMT_180
b_Neisserip_mucosa
S_Actinomyces_sp_|HMT_175
F_Prev¢tellaceae

S_Hagmophilus [sputorum

S_|Streptocofcus_oralis_subsp__@lentisani_glade_058
S_Fusobjacterium_hwasookii
S_Prevotella_melaninogenica

G_Prevotella

(2]

| Streptocqccus_oralis_subsp__Figurinus_glade_071
S_Actinomyces_sp_[HMT_169
S_Schaalla_lingnae
S_Haemophilus_sp_|HMT_036
|HMT_204

| Fusobact

Erium_sp_|

S_Cutibacterium_agcnes
F_Propignibacterigceae
G_Cutibpcterium

O_Propipnibacterigles

C_Alphaproteobadteria
F_Burkhlolderiacege
G_Lautrppia

S_Lautrgpia_mirabilis

S_Strepfococcus_gp_ HMT 423

C_Gammaproteobfacteria
P_Protegbacteria
F_Enterpbacteriaceae

O_Enterpbacteralgs

-5.75 —4.62 —3.49 —2.36 —1.23 —0.10 1.03 2.16 3.29 4.42 5.55
LDA SCORE (log 10)



