Significantly Represented Taxa

BN NROF [N NRSF
G_Mufribaculacqdae_ G_2_
F_Muribaculaceae
G_Lachmospiracege_ G_14_
S_Lachnospjraceae__G_14_ bacferium_MQT_185_nov_97_638
S_Alist|pes_ondefdonkii_ngv_95_276
d Alistipes
F_Rikepellaceae
S_Muribaculaceae_[G_2_ bacterium_MQT_104_nov_92_095
S_Muribaculaceae_|G_2_ bacferium_MQT_104_noyv_96_047
F_Oscilloppiraceae
G_Acetivibrio
S_fcetivibriq_ethanolgjgnens_nov_87_843
G_Ligilacgtobacillus
S| Ligilactolacillus_muiltispecied sppll_4
G_Prevotella
F_Prevgtellaceae
5_Prevotella_sp_ MQT_128_nov_93_307
S_Muribadqulum_intestinale_noyv_96_443
S_lleibacteriym_valens
G_lleihacterium
S_Alistipes_finegoldii_nov_96_850
F_Eubacteriales_multifamily
¢_Eubactefiales_mulkifamily_multigenus
S_Eubacteriales_multifamily_multigerfjus_multispecies_spgpn50_2_nojv_87_843
S_Muribaculaceae_[G_2_ bacterium_MQT_104_nov_91_700
S_Lachnospjraceae__G_11_ bacferium_MQT 178 nov_97_255
G_Erysipelatoclostridium
G_Osdillospiracqae_ G _4_
S_Blautia) faecis_nojv_95_669
_Blautia
S| Lachnoclpstridium_fpacaense
F_Fubacteridles_ F 1_
S_Oscillospiracegde_ G_4_ Racterium (MOT_151
S_Kingothrix_alysoides_nov_97_255
G_Anagrotignum
G_Osdillospiracqae_ G_2_
G_Bufyribacter
S_Muribaculaceae_|G_2_ bacferium_MQT_104_noyv_90_909
G_HKubacteriales_ G 4_
S_Butyfibacter_intestini_nojv_95_294
S_Oscillospiraceae_|G_2_ bacterium_MQT_149 nov_94_531
G_Acqtatifactor
S_Muribaculaceae_[G_2_ bacterium_MQT_104_nov_92_490
S_Anaerotigndm_multispecies_sppn77_2_nov_88_583
G_Lachmospiracege_ G_12_
S_Anaerobium_acetethlylicum_nov_96_471
G_An@erobium
S_Lachnospjraceae__G¢_11_ bacferium_MQT_178_nov_97_638
S_Lachnospiraceae_multigenys_multispgcies_sppi102_4 nov_94 510
S_Anaerptignum_lactatifermpntans_nov_95_276
S_Lachngspiracead G_12_ hacterium_ [MOT_179
S_Lachnospiraceae_multigenys_multispgcies_sppipl15_4_nov_89_764
S_Lgchnoclostfidium_pa¢aense_nov_97_638
G_Lachnospiracqae_ G_9_
S [Neglectibficter_timgnensis_nojv_94 094
G_Breznakia
S_Brezrjakia_pachnodae_nov_92_157
S_Lawsonibacter_asacchprolyticus
G_Lachnospiracqae_ G_2_
S_Lachnjospiracege_ G_2_ Racterium |[MOT_167
S_Lachnospiraceag_multigerlus_multispecies_spgpn74_2_nov_94 488
S_Lachnoclostridjum__Closfridium_sdindens_nov_92_913
S_Hungatella_xylanplytica_nov_96_063
G_Hungatella
F_Clostridiaceae
S_Oscillospiraceae_|G_2_ bacferium_MQT_149 nov_92_969
S_Lachnospiraceae_|G_9_ bacterium_MQT_174 nov_94 118
G_Eubacteriales_ F_1__multigenus
S_Eubacteriales_ F_1| multigenus_multispecies_spgn65_2_nov_96_850
S_Lachnospiraceae_multigenys_multispgcies_spppl43_2_nov_95_276
S| Cuneatibpacter_cae¢imuris_nov_94 118
G_Roseburia
G_Cung¢atibacter
S_Lachnoclostridjum__Clostridium_sdindens_nogv_91_406
S| Frisingicqccus_caeg¢imuris_noyv_94_882
S_Lachnoclostridium__Clostridium_polysaccharolyticum_nov_93_725
G_Faeqalicatena
S_Duncaniella|freteri_noyv_95_257
G_Lachnospiracqae_ G _6_
S_Lachnospiraceae_|G_6_ bacterium_MQT_171_nov_93_333
S_Egbacterialgs__G_4_ Racterium_ [MOT_165
S_Lachnospiraceae__G_174 multispgcies_sppnl85_2_nov_93_307
G_Muricomes
S_Muficomes_intestini_nov_97_638
G_Hydrogenoanaerolacterium
S_Eubarteriales_|G_4_ bacterium_MQT_165_nogv_96_850
S_Hydrogenoanaeropacterium| saccharojorans_nov_94 094
S_Faecaglicatena_protica_noyv_96_863
S_Lachngspiraceaq G_11_ Racterium [MOT 178
b_Acetivibfio_alkalicellulosi_nov_88_189
G_Osfillibacter
S|Oscillibacker_rumingntium_noyv_94_902
S_Eubarteriales_|G_4_ bacterium_MQT_164_nov_97_638
S_Eubadterium_uniforme_nov_86_614
G_HKubacteriales_ G _3_
S_Eubarteriales_|G_3_ bacterium_MQT_163_nov_96_457
S_Lachnospiraceae_[G_7__bacterium_MQT_172_nov_93_307
G_Lachnospiracqae_ G_3_
S_Lachnjospiracege_ G_3_ hacterium |[MOT_168
S_Lachnpspira_myltipara_noyv_88_ 235
G|Anaerospprobacter
G_Lachnospiracqae_ G_7_
S_Lachnpspira_myltipara_noyv_87_451
S_Anaerospdrobacter_mobilis_noyv_96_063
S_Oscillospiraceae_|G_4_ bacferium_MQ@T_151_nov_97_638
S_RAcutalibadter_muris
S_Rosebufia_multispecies_sppn21_2_nov_95_276
G_Acutalibacter
S_Rosepuria_intestinalis_nov_92_913
S_Faecglicatena_protica_nov_95_276
S_Lachnoclostridjum__Closfridium_sdindens_nov_92_969
S Oscillospiraceae_|G_2_ bacterium_MQT 149 nov_92 578
S_Lachnospiraceae_|G_9_ bacterium_MQT_174 nov_93_359
S_Acetatifactor]f muris_nov_97_638
S_Mgrdimonas| faecis_nojv_96_457
S_Entergbacteriackae_multigenus_multispecies_jspp25_7
O_Enterpbacteralgs
C_Gammaproteobhcteria
F_Entergbacteriacgae
G_Enterpbacteriadeae_multipenus
G_Kiloniglla
F_Kiloni¢llaceae
S_Kiloniglla_lamingriae_nov |86_328
S_Entergcloster_multispecief_spp8_2
G_Akkermansia
F_Akkermansiacede
O_Verrugomicrobigles
C_Verrugomicrobige
P_Verrugomicrobid
S_Akkermansia_mpciniphila

-5.47 -4.39 —-3.31 -2.23 -1.15 -0.07 1.01

LDA SCORE (log 10)

2.09 3.17 4.25 533



