S_

wn

I SST C Final PMA-

accharibaqteria_ TM/__ G_1_ pacterium{ HMT_352

Significantly Represented Taxa

P_Proteobacterig
C_Gammaproteobacterig
F_Pasteprellacead
O_Pasfeurellaleq
G_Haemophilug

4 _Haemophilus_parafnfluenzag
G_|Veillonelld
F_Veillpnellacead
O_Velllonellaleg
C_Negativicuteq
S_Velllonella_multispeciep_spp25_2
S_Streptgcoccus_multispeciep_spp53_2
O_Fusobacterialeq
C_Fugobacteriig
P_Fupobacterig
G_Fusdbacterium
F_Fusobafteriaceadq
b_Veillonella_atypicd
S _[Fusobactgrium_peripdonticum
G_Campylobacte
F_Qampylobgcteraceaq
Q Campylopacteraleq
C_Epsilonprotgobacterig
$_Veillonella_parvuld
S_Campylobactef_concisug
$_Aggregatibacter_aphrophilug
G_Grajpulicatelld
f_Carnobafteriaceaq
S_Grgnulicatellg_adiacend
S |Streptocofcus_paraganguinis clade_41]
S_Fusobpcterium_pucleatun]
G_Léptotrichid
F_Leptofyrichiaceaq
S_Leptofrichia_sp_| HMT_215
S_Veillonella_tobetsuensig
S_Neissqria_sp_ HMT_020_n¢v_94_07(
S_Campylobacter_cpncisus_npv_96_963
G_Alldprevotellg
S_Schaalia_lingnag
5_Allopreotella_sp_| HMT_473
S_pggregatilpacter_sp { HMT_513
9 _Neisserig_elongatd
S |Streptocofcus_mitig
S_Haemophilus_sp_| HMT_034
S_Grjanulicatella_elegang
b_Streptodoccus_sp_| HMT_057
S_Schaalia_sp_| HMT_172
S Leptotrichia_sp_ HMT_215_n¢v_96_963
S_Carppylobacter_showad

G_paccharibacteria_ TM7__ G_1|

G_Soldbacterium

-n

| Erysipelofrichaceagq
O_Erysipe]otrichaleg
C_Erysipelotrichig

S_Sglobacteriym_moore

-n

_[Saccharibpcteria_ TM7___F_1 |
O_paccharibacteria_ TM7__ O_1 |

C_paccharibacteria_ TM7___ C 1|

P_Sadcharibactgria_ TM7 |

G_Rothfa

P_Firmigutes

C_Bacilli

—5.44 —-4.38 —3.32 —-2.26 —1.20 —-0.14 0.92

LDA SCORE (log 10)

S_Streptococcus_ganguinis |nov_97_782
S_Streptococcus_pp_ HMT_p61
S_Streptococcus_jnfantis_clpde_431
S_Gemella_sanguinis
S_Rothip_mucilagjnosa

S _Streptococcus gp_ HMT_064

S_Streptococcus_multispecijes_spp29]2
S_Rothip_dentocgriosa
P_Actinpbacteria

C_Actinbmycetia

F_Micrococcacead
O_Micrgcoccales
S_Streptococcus_panguinis

S_Streptococcus_kalivarius

S_Streptococcus pp_ HMT_$23

O_Lactgbacillales

G_Stregtococcus

F_Streptococcacefpe

I SST D Final_PMA-

S_Streptococcus_pralis_subpp__tigurifus_clade 070

198 3.04 4.10 5.16



