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P_Firmicutes
G_)eillonella
F_Veillgnellaceae
O_Veillonellales
C_Nedativicutes|
F_Paste{irellaceae
O_Pastjeurellales
G_Ha¢mophilus

9 Haemophilus_parainfluenzae
S_Veiflonella_mpultispecieg_spp25_2
S_Streptococcus [salivarius|
$_Veillonella_atypica
S_Streptdcoccus_mlultispecie$_spp53_2
$_Neisserig_perflava
O_Fusobjacteriales,
C_Fuspbacteriia
P_Fugobacteria
9_Veillonella_parvula
G_Grafulicatella
H Carnobagteriaceae
S_Grapulicatella] adiacens|
G_Fusopacterium
F_Fusobagteriaceae
G| Eikenella
S_|[Eikenella_korrodens
S_Fusobactefium_perigdonticum
P_Actinobacteria
C_Actimomycetia
G_Aggregatibacter|
S_Streptococcup_gordonii
S_Pptreptocoqcus_paraganguinis_flade_411
F_Actinomycetaceae
O_Actinonycetales|
S_Streptococcus [sanguinis
S| Veillonellg_rogosae
G_Schaalia
9 Aggregatibacter_aphrophilus
G_Gemella
F_Gemellaceae
S_Strgptococcug_australis
O[Bacillales
S_S¢haalia_odpntolytica
G_Rothia
F_Microqoccaceae|
O_Micrococcales
9 Gemella]sanguinis
9 Streptocpccus_sp_[HMT_066
S_Vgillonella_multispeci¢s_spp6_3
S_Agdregatibacter_segnis|
S_$treptocodcus_oralis
S_Veillonella_tohetsuensis
S Neisserig elongata
S_Rothia_mufilaginosa
S_Streptdcoccus_mlultispecie$_spp29_2

S_Haemophilus_gittmaniae,

S_Rothia_demMtocariosa
O_Bacteroidales|
C_Bpcteroidia
P_Bacteroidetes|
G_Lgptotrichia
F_Leptotyichiaceae|
S_Veillonglla_dispar
S_Leptotrichia_sp_|HMT_215
G_Porphlyromonas
F_Pgrphyromdnadaceae
S_Porphyromongs_pasteri
F_dampylobakteraceae|
G_Camgpgylobacter
C_Epsilonprotgobacteria
Of Campylobacterales

9 Streptocpccus_sp_|HMT_064
S_Aggregatidacter_sp_[HMT 513
S_Fusobacterium_nucleatum
S_Campylobacter _concisus
S_Streftococcus |cristatus_flade_578
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G_Actinomyces
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O_Eubacteriales|
C|Clostridia
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S_Actinomyces_sp_|HMT_169
S_Hagmophilus |sputorum
S_Actinomyces_sp_|HMT_175
S_Stomatobaqulum_sp_|HMT_097
G_Stomatpbaculum
S |Streptocofccus_oralip_subsp__flentisani_flade_058
S_Schaalla_lingnae
S_Aggregatiljacter_sp_[HMT_458
S_FusoHacterium_hwasookii
F_Prevotellaceae
G_%accharibgcteria_ TNI7__ G_1 |
S_Actinpmyces_gfaevenitzii
G_Prevotella
S_Saccharibagteria_ TMy__ G_1_ bacterium|HMT_352

S_Prevotella_melanlinogenica

%)

| Streptocqccus_oral{s_subsp__ftigurinus_flade_071
S_Haemophilus_sp_|HMT_036
S_Haemophilus_haemg@lyticus_nqv_97_947
S_Campylpbacter_concisus_nqv_96_963
C_Erysipelotrichia
S_Sdlobacterium_moorei
G_Solopacterium

D_Erysipelotrichales

-n

|Erysipeloffrichaceae
S_Streptococgus_multispecies_sppnll_2_nqv_97_976
G_Langefieldella
O_%accharibgcteria_ TNI7__ O_1 |
O_Coriobacteriales
S_Lancefieldella_parvula
F_Atopobiaceae
C_%$accharibgcteria_ TM7__ C_1_|
P_Sacgharibacteria_ TM7_|

-n

_PBaccharibacteria_ TM7__ F_1_|
C_Coripbacteriia
S_Haemophilus_hagmolyticus
S| Fusobacterium_sp_| HMT_204

S_Streptococdus_downii
G_Laghnoanaerobaculum

S_Laghnoanaerpbaculum]gingivalis|

b_Alloprevptella_sp_|HMT_473
G_Alloprevotella
S_Campylobactgr_showae
G_%$accharibgcteria_ TNI7___ G_6 |
S_Saccharibadteria_ TMy__ G _6__bacterium|HMT_870
S| Leptotrichia_sp_ HWIT 215 nqv_96_963

G|Catonella

S_Catonglla_morbi

O_Hyphpmicrobia
G_Agrobpacterium
S_AgroHacterium_|
F_Rhizopiaceae

G_Cutibpcterium
F_Propignibacterig

O_Propipnibacteri

S_Cutibgacterium_
S_Phylidbacteriuni
F_Phylldbacteriacg
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P_Protepbacteria
F_Enterpbacteriac

O_Enterpbacteralg
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