Significantly Represented Taxa

*C_Bacilli
O_Lactoi)acillales
: G_Strepitococcus
F Streptocbccaceae
- S multlspeC|es sppll 20 |
O_Sécchar|bacter|a_TM;7_O_1
: P_Sacc:haribacteréia_TM7
C_Saccharibacteria_TM7__C_1_
F Saccharlbacterla TM7 F1
D Actmomycetales
: P Actmobacterla
G_! Saccharlbacterla TM7 _ G.1_
C Actmobacterla
: G_Rothla
F_Microcéccaceae
: S_mucéilaginosa
_ G_Granfulicatella
F :Carnobacieriaceae
F Peptostreptococcaceae XI_
S multlspeues spp134 2
F;Actmomy.cetaceae
S_b'acterium_i-iMT_352
. O_| :Bacillales
G mult|genus
G_! Saccharlbacterla TM7 G 3_
: K Bacterla
G Porphyromonas
S_ bacterlum HMT 351
S moorei
G_Solobacterium
S_n@ultispecie:s_spps_z
S_:stomatis
G_I%eptostrepitococcus
S_muliispecies_é.pplls_z
. F_méjltifamily
G_mhltigenus
G_iNeisseria
O_Neisseriales
F_Neisseriaceae
G_Rumirilococcace%ae_G_l
S_bacterium_HMT_075
F_Po%phyromoréadaceae
F_Staphylocéccaceae
: GLGemeIIa
F_Gerr;‘\ellaceae
S_hae?nolysans
G . Gemella
S_| bacterlum HMT 346
- C Actmomycetla
S mult|speC|es sppl8_3
F Peptostreptococcaceae XII_
G_| Parwmonas
S mult|speC|es spp27_2
;O_FIavoba:cteriaIes
C_Flavdbacteriia
Fé_FIavobacéeriaceae
S_bacterium_ HMT 349
. S _pasteri
S_ bactenum HMT 356
F Saccharlbactena TM7 F2
G_ S'acchariba(:teria TM7 _ G 5_
G Peptostreptococcaceae Xl G 1_
S_| Eubactenum _sulci
S endpdontalls
S sangumls
S multlspeaes sppl7_4
C_ mult|class
G Bergeyella
S_| bactenum HMT 346_ nov 97_968
G Mycoplasma
C_ Molhcutes
O Mycoplasmatales
F_Mycoplasmataceae
: S faucium
S_ bacterlum HMT 369
G Peptostreptococcaceae Xl G 4
S multlspeaes spp113 2 |
S_defectlva
F_E;acteroidaies_F_Z
S_sb_OraI_Téxon_274
G_| B:aacteroidal:es G 2_
G Erysmelotrlchaceae G 1_
: G Ablotrophla
F_ Gracmbacterla GN02 _F2
F Aerococcaceae
S_| bacterlum HMT 085
P_GraC|I|bacter|a_GN02
S_bacterium_HMT_905
S_EuEbacterium: brachy
© G Moglbracterlum
S multlspeaes spp8_. 3
(0] Graullbacterla GN02 02
: G Tannerella
C Gracmbacterla GN02 _C2_
: F_Tannerellaceae
S_| bacterlum HMT 873
G Graullbacterla GN02 G 2_
S forsythla
G Peptostreptococcaceae XI G 9
S_ Ieadbetterl
G Capnocytophaga
G_Oribacterium
S_multispecies.spp95 4
S_sp_ HMT_322
S sp_ HMT 097 |

G Stomatqbaculum

S shahii :
G Massiliprevotellé

C Deltaproteobacterla

G BllophJIa

F_| Desulfowbrlonaceae

| S_ wadsworthla

O_| Desulfowbrlonales

S_ b|form¢s

S rumlnantlum_noi/_93_049
S massiliensis : :
G_| Meditérraneibac.ter
S_muris_ nov 96__ 599

| G Acutahbacter

S thermophllus

S faeas

S mult|speC|es sppl 2

F Odorlbacteraceae

G Odonbacter

S splanchnlcus

| S aIysmdes nov_ 96 614

S rumlnantlum_noy_97_279
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G OSC|II|bacter
S saccharworans nov 97 279
S formlclgenerans
S caccae; :
S fragilis:
S_ S|raeum
S_| bacterlum HMT 402 _nov_ 91 011
S term|t[d|s nov 90 562
G_Eubacterium
s_hallii : :
S copri_rflov_97_39:7
| S_ callldus :
G_ unclassmed Rumlnococcaceae
S sp__ str D16_| nov 93_. 243
G Duodenlbacnlus
S_massiliensis
F_ Sutteréllaceae .
S eIongatum nov_ 92 081
G Roseburla
S pect|nrlyt|cus n0'v 90_ 112
S merda_e
Sluti
S massiliensis_novL90_766
G Acetarﬁaerobactérium '
F Anaeroplasmataceae
C_| Molllcutes
G_Allstlp_es
F Rikeneillaceae
O_Anaerbplasmatafles
P_Teneriicutes :
S_intestil:ﬁalis
G Butyri\'/ibrio
| S_ crossotus
S catus
G_Monogilobus
G_Asterd:leplasma
S_inulini\.i/orans . :
S anaerébium nov: 80_300
S_ bactenum HMT 085 nov_ 91 422
S_rava_| nov 92 857
S_multlspeC|es_spp14_2
G_AIIoprtEevoteIIa .
S_termitidis_nov 92 584
S_pacaerélse_nov_956_145
G_Lachnoclostridium
F_Muribaculaceae :
S_freteri:nov_87_069
G_| Duncarmella :
S coprostanollgenes nov_ 97 . 059
S_oralis_nov_92_641 :
S_calliduis_nov_94_é369
S_prausr1:itzii_nov_§7_964
O_Burkhelderiales :
G_Parabécteroidesé
G_ Rumirfoclostrididm
B methylpentosum. nov_89 462
S bacter)um HMT 085 nov 92 809
S mult|speC|es sppn2 2 nov 91_216
S | bacterlum HMT 085 nov 93_946
S_ desmolans nov_ 97 738
G_| Rombout5|a
F Peptostreptococcaceae
S tlmonenSIS
S coprostanollgenes nov_ 95 711
G_Kineothrix .
S Iongum
G Ery5|pelatoclostr|d|um
S_Clostridium_spifoforme_nbv_93_333
S_: sterco'rea _Nnov_ 9:7 403 :
| G Agathobaculum
S_sacchanvorans
G Butyri\:/ibrio :
S_ rectale
S sp_| HMT 090_| nov 92 795
S_bacter?um_HMT_}402_nov_§9_038
S_biform:is_nov_97i854
B _faecis
F_Succm)wbrionacéae
S_ruminiis
G_Ligilactobacillus:
O_Aeromonadales :
S multlspeC|es spp26 5
G multlgenus
F Enterobacterlaceae
O_Enterqbacterales
S_multisé)ecies_spélZ_Z
S_dextririosolvens_fnov_97_0;]9
G_Succiniivibrio : :
S_bromiié
F_ Clostridiaceae
| G Akkerman5|a :
F Akkermansmceae
G Clostrldlum
S_ellgens_nov_94_.785
C Verruciomicrobia:e
S multlspeC|es sppn27 2| nov 97 959
G Sporobacter : :
O Verrucomlcroblales
S multlspemes sppnl 2 nov 95 023
G_| Phocaelcola
S_vulgatUS
P_Verruciomicrobiaé
S_mucint:phila .
G_| Holdefnanella
| S_ sm|thu
C Methanobacterla
F_Methanobacterlqceae
O_Metha.hobacteriéles
K_Archaei.a :
G_Methainobrevibaicter
P Euryar'chaeota
B multlspeoes spp29 2
F Lachnqsplraceae:
G_| Blautla .
S rummantlum noS/ 94_ 144
S coprostanollgenes nov_ 92 777
G_| Fusmatembacter‘
G_| Rumlr‘rococcus :
1 G Chnstensenella
S sp_ SS3 4
F_ Clostr|d|ales F_ 1
G Clostrldlales F_1_G_2_
S_rogosae
G_Lactob:acillus
G Lacrirriispora
S xylanolytlca nov 97 285
G_| Bactermdes :
S multlspeoes spp19 2
G mu|t|genus
F_multlfqmlly
F_Christé:nsenellacfeae
S_ stercor"ea :
S rum|nant|um nov 92 601
S_aerofa;lens :
G_CoIIinsieIIa :
F_Coriobécteriacea.e
G_BIautiaél :
S_eligené
S Iongicétena
S eutactus
G_| Rosebuna
F_ Eubacterlaceae XV
G Eubacterlum :
C Gammaproteobactena
G_| Dorea
S_mltsuqkai
G_Cateni:bacteriumi
S_variabile
G_Subdo:ligranulunrél
F VeiIIonEeIIaceae
S_i comes :
S succmatlphllus nov 96_ 360
G_| D|aI|ster
| G_ Rumlnococcus :
F_| Lactobacnlaceae
G_| Lacnoclostr|d|um
F_Bactermdaceae
G_Lachné)spira :
0_Bifidobacteriales
G_Bifidobacterium
F_Bifidobfacteriaceée
G_Eubac:terium :
F_Eubactéeriaceae
O_multiozrder
G_OscillilErJacter
G_Coproi:occus
S_prausnitzii
S_copri
G_| Faecahbactenum
F_ Rummococcaceae
F_Lachnosplraceaer
G_Prevotéella :
F Lachndspiraceaé XIVa_
F Osclllosplraceae
F_| Prevotellaceae
P_Bacterpldetes
§ C_| Bactermdla
O_Bactel:mdales
O_Clostrédiales

O_Eubac'teriales

: C_Clostridia :
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