Significantly Represented Taxa

Il SST Baseline_ PMA+

G_Haemophilus
[_Pasteurg¢llaceae
O_Pasteyrellales
S_Haemophilys_parainfluenzae
C_Gampmaproteobacteria
P_Proteobacteria
S_Haemophilus_pitjmaniae
S_Campylobacter fshowae
S_Schaalia_odorftolytica
F_Actinomycetaceae

g Actinomycetales

G_Ychaalia

—5.36 —4.26 —3.16 —2.06 —0.96 0.14

IS_Streptofoccus_orglis_subsp| tigurinug _clade_071
_Rothia
F Microcofcaceae
O_Microcdccales
S_Rothia_g¢lentocaridsa
IS_Streptofoccus_orglis_subsp| tigurinug _clade_070
_Sacchafibacteria| TM7__ G| 6_
S_Sacchatibacteria_| TM7___G|6__bactefium_HMT|870
S_Streptogoccus_gofdonii
S_Gemellg_sanguinip
F Gemellgceae
_Gemella
O_Bacillales
IS_Gemellg_haemolylans
S_Prevote|la_nanceignsis
S_Granuli¢atella_adjacens
_Granulifatella
F_Carnobgcteriaceag
IS_Allopre\otella_sp_ | HMT_477
_Allopreyotella
S_Neisserfa_sicca
_Lautroplia
F Burkholferiaceae
O_Burkholderiales
S_Lautropja_mirabilis
S_Veillone]la_tobetsyensis
S_Veillonefla_dispar
S_Veillonefla_multispecies_spp6_3
IS_Neisserfa_elongatp
S_Aggregatibacter_gegnis
IS_Porphyrpmonas_pgsteri
_Porphyfomonas
F_Porphyrpmonadadeae
IS_Neisserfa_mucosq
O_Bacterdidales
_Bacterdfidia
P_Bacterojdetes
S_Veillone|la_parvulg
S_Veillone€fla_rogosale
S_Veillone]la_atypic
S_Veillone|la_multispecies_spg25_2
S_Neisserfa_flava
F_Neisserijaceae
O_Neisserjales
_Betaprdteobacter
_Neisserja
P_Firmicutfles
_Veillongl
F_Veillonellaceae
O_Veillongllales

_Negativficutes

I SST Final A_PMA+

1

Q

a

124 234 3.44 454 5.64

LDA SCORE (log 10)



