Significantly Represented Taxa
I Final_ E_+PMA I Final_E_-PMA

C_Bacilli
O_Lactobacillales
G_Strepfococcus
F| Streptocqccaceae
P_Fifmicutes
S_[Streptocofcus_sp_ HMT_423
S_Streptococcus_oralis
b_Streptodoccus_multispecies [spp53_2
O_Fusobacteriales
C_Fusopacteriia
P_Fusg@bacteria
G_Granulicatella
F_[Carnobacteriaceae
S_Granllicatella_pdiacens
S_Strepfococcus_dalivarius
S_Flisobacterijum_periodonticum
G_Fusobhcterium
A Fusobactieriaceae
S_Neisseria_flavescens
S [Veillonellg_atypica

S _[Streptocogcus_sp_ HMT_064
S_Streptococqus_parasgnguinis_clade_411
G_Fikenella
S_Hikenella_cprrodens

D_Actinonycetales

-n

|Actinomy¢etaceae
G |Schaalia
S_Strepfococcus_danguinis
S_Streptococcus|gordonii
S_Schaalia_odontolytica
S_Skreptococqus_mitis
G_Campylobacter
F_Cgmpylobacferaceae
O_Campylobacterales
C_Epgilonproteqbacteria
F_Gemellaceae
G|Gemella
S_Stregtococcus |australis
S_Campjlobacter |concisus
IG_Aggreggtibacter
S_S$treptocodcus_oralis| subsp__tigurinus_clade_070
S_PAggregatibacter_aprophilus
O_Bacillales
S_|Gemella_danguinis
G_Leptotrichia
F_Leptotrichiaceae
S_[Streptocofcus_sp_ HMT_066
S_Leptotrichia_sp_ HMT_215
S_Streptpcoccus_dristatus_clade_578
S_S$treptocodcus_oralis| subsp__tigurinus_clade_071
S_Neisseria_plongata
S_Rothia_muc|laginosa
S_Streptococfus_oralis[subsp__dentisani_clade_058
S_Haempphilus_piftmaniae
S_Stregtococcus finfantis_clade_431
S_Gemella_mofbillorum
S_Schaalia_sp__ HMT_180
S_Veillgnella_tobgtsuensis
S| Campylopacter_comcisus_noy 96 963
S_Aggregatibgcter_sp_ HMT_513
b_Schaalid_lingnae
S_Schaalia_sp_ HMT 172
S_[Streptocogcus_sp_ HMT_057
G_Actihomyces
F_Prevotellaceae
S_Haermophilus_gputorum
b_Streptodoccus_multispecies [spp29_2
S_Germella_haemolysans
3_Actinomyces_sp_ HMT_175
S_[Streptocofcus_sp_ HMT_061
S_Fusobgcterium_hwasookii
4 _Haemophilus_haermolyticus
F_Lachnosppiraceae
C_C(lostridia
O_Eubgcteriales
9 Haemophilus_sp_ IHMT_036
C_Erysipglotrichia
G_Solobpcterium
F_Hrysipelotr|chaceae
S_Solgbacteriunp_moorei
O| Erysipelgtrichales

G_Orib

hcterium
S_PhylloBacterium myrsinac¢arum
S_Novosphingobiurn_clariflajum
S_Campylobacter_ghowae
F_PhylloQacteriacege
G_Phyllobacterium

G_Novosphingobiu

>

O_Hyphomicrobialgs
G_Prevotglla
S_Prevotglla_melarfinogenica
G_Mycolifibacterium
F_Mycobgcteriaceae
O_Burkhglderiales
O_Coryng¢bacterialgs
S_Mycoli¢ibacteriumn_multispecies_spp3l_2
O_Sphindomonadales

F_Sphingpmonadageae
C_Alphagroteobactgria
G_Staphylococcus
F_Staphyllococcacepe
F_Moraxgllaceae
G_Acinetpbacter
G_Serratfa

F_Yersinigceae

S_Neissefia_flava
S_Cutibagterium_agnes
G_Cutibacterium
F_Propionjibacteriageae
O_Propiohibacteriales
O_Pseudpmonadalgs
S_Klebsiglla_pneunponiae

G_Klebsi¢lla

F_Enterobacteriacqae
O_Enterobacterale

P_Proteobacteria

-5.68 —4.54 —3.40 —2.26 —1.12 0.02 1.16 2.30 3.44 458 5.72
LDA SCORE (log 10)



