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C_Actinobacteria
P_Actinbbacteria
S_acnes
0_Actinomycetales
F_Propionibacteriaceae
G. Propionibacterium
O_Rhizobiales
C_Alphaproteobacteria
F_Moraxellaceae
G_Acinetobacter

O: Pseudomonadales
O_Propionibacteriales
S_acnes

G_ Cutibacterlum

F Proplonlbacterlaceae
S_Johnsonu

G Bradyrhlzoblum
F'Bradyrhlzbblaceae

- S_lupini

S flnegotdu nov_ 92 600

S_sp__ Oral _Taxon A28 nov_ 92 _634
(0] Alphaproteobacterla O_ :

G Alphaproteobacterla G_

F Clostrldlaceae

S sp__ str D16_ nov 94 605

F AIphaproteobactErla F_

S sp_ str D16_| nov 90_ 249

G BarneSleIIa

F_ Barne9|e||aceae

(0] AnaerOpIasmataIes

S | bactenum HMT ¢ 911 nov 84 854
G Anaerotruncus

G Acetlwbrlo

S bacterlum HMT 911 nov 78 835
C_ Molhcutes

F Anaeroplasmata&eae
G_Anaeroplasma

S bacterium HMT 911 nov 85 127
P Tenencutes

G Lachnoclostrldlu:m

S| bactenum HMT_ 911 _nov_ 85 853
FNA

G_FaecaF:icatena
S_sanguifnis_nov_9'5_833

G Turicik;acter :

S orotlca nov_92 218

S_ bacteruum HMT 351 _nov_ 94 004
S_bacter]um_HMT_'351_nov_92_706
G_Sacch%aribacteriaé_TM7_¢_3_
S_celIuloiyticus_no:\/_84_058

S senegélensis noi/ 94 _| 073E

S bacter)um HMT_ 911 _nov 84 423
S_sp__stf__contl_ 66 nov_97.744
S_bacter)um_HMT4911_nov_84_660
S sp__ sté contl_ 66

(6] Saccharlbacterla T™M7 b_l_

| F AIcallgenaceae :
G_Sutterella
S_finego[:dii_nov_9$_690 :

s bacterium HMT '911 _nov 85 742
| G_ uncla55|f|ed Rumlnococcaceae
C Saccharlbacterla T™7 C_l_

| F multlfamlly : :

S_ bacterlum HMT _ 911 _nov_ 86 127
| G Gabonla .

S | bacterlum HMT 911 _nov 85 910
F Lachnosplraceae

P Verrucom|crob|a-

S ma55|l|en5|s nov 86_704
G_Akkerman5|a :

o Verruc:omicrobiafles

S mucmlphlla

| F Akkerman5|aceae

S senegalen5|s nov 93_ 846
C_Verruqomlcrobla.e

P_ Sacchéribacteria: T™7_

F Saccharlbacterla . TM7 F;_l_
G Al|st|pes :

F leenellaceae :

S | bactenum HMT 911 _nov_ 85 352
S_bacter?um_HMT_.Bl1_n0v_§3_268
F_Bacter:oidetes_lf_l_ :
G_Bacteréoidetes_c:Sj_
O_Bacterfoidetes_(f)_l_
C_Bacteréoidetes_(;“._l_

P_Bacteroidetes :
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