Significantly Represented Taxa

: C_Bacill
O_| Lactobacillales
F Streptococcaceae
G Streptococcus
S multlspeC|es sppll 20
P Saccharlbacter‘la _TM7_
C_ Saccharlbacterla TM7 _C1_
O_ Saccharibac'teria TM7 01
F Saccharlbacterla TM7 F1
O Actmomycetales
P Actmobacterla
G_ Saccharlbacterla TM7 _ G.1_
T C Actmobactena
S_mucilaginosa
F_Microccf)ccaceae
G_Rothia
F_. Carnobacterlaceae
G Granullcatella
S multlspeC|es spp134 2
Fé_PeptostreptococcaCeae XI_
F: Actmomycetaceae
S_| bacterlum HMT 352
O_| BaC|I|aIes
G mult|genus
G Saccharlbacterla TM7 G 3_
S_b_acterlum_!—iMT_351
G_Porphy:romonas
5_moorei
S_mfultispeciefs_sppS_Z
G Solobacterium
O_| Nelssenales
F_Nelsserlaceae
G_:Neisseria
G_F:’eptostrepitococcus
: S_E_stomatis
F_multifamily
G mhltigenus
S multlspeaes spp118 2|
S_| bactenum HMT 075
G Rummococcaceae G 1_
G . Gemella
F Staphylococcaceae
F_Po:.‘phyromor?adaceae
S haeﬁnolysans
F_ Gemellaceae
G: : Gemella
S_| bactenum HMT 346
F Peptonlphllaceae
S muIt|speC|es sppl8_3
G_| Parwmonas
S_| bactenum HMT 349
K Bacteria
G Saccharlbacterla TM7 G 5_
F_Saccharibacteria TM7 F2
S bactenum HMT 356
: : 5_pasteri
G_Peptc:bstreptocdccaceae EXI _G_1_
S_| Eubacterlum __sulci
N endodontahs
S multlspeues spp27_2
F FIavobacterlaceae
:O_Flavobacterlales
: C_Flavoibacteriia
S_%;anguinis
C_multiclass
S multlspeC|es spp113 2 |
S_multlspeC|e5'spp17 4
: C_ Molllcutes
O Mycoplasmatales
S: faucium
F_?Vlycoplasr'hataceae
G Mycoplasma
S_ bactenum HMT 346_| nov 97_968
G Bergeyella
G_Peptc§>streptocoiccaceae_EXI_G_4
S_bacterium_HMT 369
S_biacterium_i—|MT_905
EG_Erysipe:lotrichace:ae_G_l
S_multispecies_spp8_3
G_Mogibiacterium
S_sp_ Oral_Taxon 274
F_| éacteroidaies F2
G_| Bactermdales G 2_
S | Eubacterlum y__brachy
G Gracmbacterla GNO2 G 2_
S_| bacterlum HMT 085
O_GraciIibact:eria_GNO.2_0_2
P Gracilibacteria_ GNO2_
C_GraciIibactEeria_GNOEZ_C_Z
G_Peptéstreptocdccaceae EXI G 9
F_ Gracmbacterla GN02 __F2_
S_| bacterlum HMT 873
G_Tannerella
S fforsythia
F_Tannerellaceae
F_Aerococcaceae
S_defectiva
G_Abiotrophia
S Ieadbetten
S multlspeues spp95_4
G Stomatdbaculum
G Capnocytophaga
S sp_ HMT 322 |
S sp_| HMT 097

G Massmprevotella

S_ maSS|IIenS|s

S_ shahu-

S | beOI’mlS

O_| Desulfowbrlonales
C Deltaproteobacterla
G B|I0ph1Ia

F_| Desulfowbrlonaceae
S wadsWorthla

S therm@phllus

S faecis .

(%]
=
C
3
>
Q)
>3
[=
c
|3
=}
o
<
o
w
o
Y
©

| S_muris_nov_96_ 599

G Acutal]bacter :

G_| Medlterrane|bacter

S splanchnlcus

F_ Odorlbacteraceae

G Odorlbacter :

S_ saccharlvorans nov 97 279
B multlspeues sppl 2

S aIy50|des_nov_96_614

S fragilisi .
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G_Oscillibacter

S_caccae
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| S formmgenerans :
G unclas_smed_Rumlnococcaceae
S sp__ sté D16_noiv_93_243§

S caIIlduS : .

G_| Duodembacnlus

F Sutter{ellaceae :

S massiliensis

§ S_ S|raeum

S_copri_| nov 97_ 397
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S termitifdis_nov_9b_562
S_hallii . :
S prausmtzu nov_ 97 964
S | |ntest|na||s
P Tenerlcutes
G Roseb,urla
C MoIIicuiltes
F Anaeréplasmataceae
F_ Rikene:llaceae ;
G Allstlpes
S_ bactenum HMT _ 402 _nov_ 91 011
| S_ anaeroblum nov 80_300
G Asterqleplasma :
G Monogilobus .
o Anaerbplasmatafles
S elongatum nov_ 92 081
G Acetanaerobacterlum
G_Eubacterium
| S_ callldus nov_94 . 369
S | |nu||n|vorans
S_oralis_nov_92 641
o Burkholderlales:
S_catus : :
S_rava_| nov 92 857
S mult|speC|es spp14 2
| S_ merdae
S_luti
G_ Rumlnoclostrldlum
S methylpentosum nov_89 462
G_Butyrivibrio :
S_crosso?:us
G_Butyri\:/ibrio
S_| massiliensis novf 90_766
S_sp_| HMT 090_ nov 92 795
S pacaense nov_ 96 145
G_Lachnoclostndlum
G_Alloprievotella :
F_Peptos?treptococc::aceae
S_timonensis :
| G_ Rombout5|a :
S_f desmolans nov_ 97 738
G_| Duncamella
F_Munbacculaceae
S_freteriinov_87_0569
S_bacterium_HMT_085_nov_92_809
S copros:tanoligenés nov_97:059
S_ bactenum HMT | 085 nov_ 91 _422
G_| Parabacter0|des
G_| Klneothrlx
S coprostanollgenes nov_ 95 711
S_longum :
S_termitidis_nov_92_584
G Agathobaculum
S | bactenum HMT 085 nov_ 93 _946
S_sterco_rea_nov_9;7_403
S_ | Clostrzidium spi:roforme né)v 93_ 333;
S mult|speC|es sppn2 2 nov 91_216 :
S_ rectale
S mult|speC|es spp12 2
G Ery5|pelatoclostr|d|um
S_| bactenum HMT_ 402 _nov_ 89 038
S faeas
§ S_ saccharlvorans
O_Enterqbacterales
S_multispi)ecies_sppiaZB_S
F_Entero:bacteriace:ae
G_multigenus
S_eligens_nov_94_785
G_ Succiriivibrio
S dextrmosolvens :nov_97_ 079
F Succm]wbrlonaceae
O_Aeromonadales :
G_Clostridium
S_ bromu
S mult|speC|es sppn27 2_| nov 97 959
F Clostrldlaceae :
| S_ blformls nov_ 97 .854
S multlspeues sppnl 2 nov 95 023
G L|g|lactobaC|IIus .
S_| rummls
S_vulgatus
G_Phoca%eicola :
P Verruc'omicrobia:
| O Verrucomlcroblales
F_Akkermansmceae
G_Akkerrénansia .
F Lachnéspiraceae: XIVa_
S multlspeues spp29 2
G_| BIautla
S_sp_SS3_4
S muamphlla
C Verrucomlcroblae
S coprostanollgenes nov_ 92 777
G_| Rumln.ococcus :
G_| Fu5|caten|bacter:
S rogosae
G_| Lactobacnlus
| G Sporobacter :
G Methanobrewba:\:ter
K Archaea :
C Methahobacterla
F_| Methanobacterlaceae
S_ sm|thu
O_| Methanobacterlales
P Euryarchaeota
G_| Holdemanella
S_| rum|nant|um nov 94_ 144
S_stercorea : :
G Lacrirr;ispora :
S xylanQIytlca nov 97_285
S ellgens :
| G_ Bacter0|des
G_multlg:enus
F_multifaimily
F_Christénsenellacéae
F Clostrie::!iales F_ 1
G Clostrldlales F_l_G_2_
S multlspeues spp19 2
S eutactus
S Ionglcatena
S_| rum|nant|um nov 92 601
G_Blautla : :
G_Rosebiuria
F_Coriob:acteriaceaie
G_Collinsella
| S_ aerofaaens :
G_Chnst,ensenella
G_Eubaciterium .
F Eubacferiaceae EXV_
G Catenrbacterlum
S_| m|tsuoka|
C Gammaproteobactena
G_| Dorea
G Subdohgranulum
S varlablle
F_Velllon:ellaceae
S_comesé :
G_Ruminiococcus
G_Dialister
S succmatlphllus nov 96_ 360
G_| Lacnoclostr|d|um
F_| Lactobacﬂlaceae
G Lachnosp|ra
F_Bacteroidaceae
F_Bifidold:acteriace&:ie
O_Bifidobacteriales
G_Bifidoti;acterium
O_multiofrder
G_Eubac:terium
F_Eubacferiaceae
G_Oscillié)acter :
G_Coprococcus
S_prausnitzii
G_Faecal:ibacteriurrfm
S_copri :
F_Lachnéspiraceaei
F Ruminbcoccaceaie
F Lachnosplraceae XlVa_
G_| Prevotella :
F Osclllosplraceae
F_| Prevotellaceae
P_Bacterpldetes
§ C_| Bactermdla
O_Bactel:mdales
O_Clostrédiales

O_Eubac'teriales

; C_Clostridia : : : :
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-6.0 48 -3.6 -24 -1.2 0.0 12 24 36 4.8 6.0
LDA SCORE (log 10)



