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» « 0 «(0) sP25 Akkermansia muciniphila (30.27%]0.28%0.72%|48.92%)|34.15%5.16%]0.15%0.16%0.01%|

e ° o o o o o GPI45 Desulfovibrio fairfieldensis (0.10%|0.15%]|0%|0.02%]|0.05%]0.13%]0.01%|0.04%

° e o 0 e o o o O o o SP35 Helicobacter typhlonius (5.59%]|0.05%0.46%|0.90%|2.47%|2.76%]|0.009
e e o o e o o o o o o GSP8) Helicobacter ganmani (7.06%]0.11%]0.13%|1.69%|0.55%|0.44%]0.00%
© e ° e e o o o o o o GP144 Sphingomonas limnosediminicola (0%]0%|0.06%|0%]|0.24%]0.08%]|0.2
° e o o e o o o o o o GSpP394 Devosiainsulae (0%]|0%|0%]|0%|0.34%|0.09%]|0.04%]0%|0%]|0.11%]0°¢
e o ° o e o o o o o o GpP333Rhizobium endophyticum (0%|0%]|0%|0%]|0.02%]|0.04%|0%|0%|0%]0.

© e« o o s o o o o o o 5p337 Dokdonella immobilis (0%]0%]0.54%|0%|0%|0%]|0%|0%|0%)]|0%| 0%l

® ° o o o e o o o o o o GpgQ) Ramlibacter monticola (0%|0%]|0%]|0%|0.68%0.22%|0.03%|0°¢

‘ —— ¢ ° o o o e o o o o o o GPI06 Schlegelella aquatica (0%]0.00%|0.01%|0%|0%|0%|0%]|0.01%

e e ° o o o o o o o o o GSP56 Ralstonia pickettii (0%]0.11%|0%|0%|0%]|0%]|0%]|0%]|0.07%]0.
® ¢ o o o o o o o o o o GP]3Turicimonas muris (0.08%|0.08%]|0.22%]|0.64%]|0.63%]0.!
e e e o e o o o o o o o GP2]5 Marinobacter persicus (0%]|0%|0%]|0%|0%|0%]|0%|0%]|0%|0%]|0.1C

e e o e o o o o o o o GpP224 Aeromonas veronii (0%]0%|0%]0%|0%]|0.03%]|0.45%|0%|0%]|0.15¢

° O °  SP6 Rodentibacter pneumotropicus (0.20%|74.91%|37.59%|0.
° ° SP29 Enterobacter cloacae (0%]0%]|0.21%|0%|0%|0.09%]|0.37%]|0%|
° SP84 Klebsiella pneumoniae (0%|0%]0.97%]0%]0.02%]|0.12%]|0.03
° SP122 Klebsiella variicola (0%]0%]0.45%]0%|0.06%|0.13%]0.02%|

® ¢ ° o ¢ o o o o o o SP536 Photobacterium halotolerans (0%]0%|0.51%|0%]|0%|0%|0%|
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SP44 Triticum aestivum (0.02%]0.09%|0.06%|0.07%)|0.00%|0.01%)|0.(
—— ¢ e s 0 o s o o o o o o SP3Alistipes sp. MOT-127 (1.27%]0.28%|0.39%|1.25%]0.61°¢

— ©® ¢ o o o e o o o o o o GPp8] Alistipes timonensis (2.20%|0.31%]|0.11%]|0.41%]|0.00%|(
® ¢ o o o e o o o o o 0 SGP43 Prevotella sp. MOT-128 (2.67%]|0.16%]|0.18%]|0.&

B ® ¢ ¢ 0 o e o o o o o o SP7 Muribaculum intestinale (2.64%]|0.31%]|0.42%]|2.83%
© ° ¢ O e @ o o o o o o GPE2 Muribaculaceae [G-1] bacterium_MOT-129

® ° o o o e o o o o o o GpPR3 Duncaniella freteri (0.39%]0.01%|0%]|0.13%]|0%
* e e o 0o @ o o o o o o SP45 Parabacteroides goldsteinii (0.18%]0.36%]|1.77%]0.1
—— °* ® o o o e o o o o o o SPQYPhocaeicola sartorii (0.47%|3.97%|1.12%|0.80%|0
—— * ° ° ° e e o o o o o o GpPBY2 Phocaeicola vulgatus (0%]|0%|0%|0%]|0%|0%]0.
® e o o o e o o o o o o Gp45] Bacteroides uniformis (0%|0%|0.77%|0%]|0%]|0%|C

* ° o o o e o o o o o o GPR] Bacteroides caecimuris (0.27%]|0.04%]0.04%]|0.14

e e e o o e o o o o o o GP? Bacteroides acidifaciens (0.85%|0.42%|0.69%]|0.49

® ° o o o e o o o o o o Gp538 Bacteroides thetaiotaomicron (0%|0%]0.43%]|0%

e e ° o e o o o o o o o GP304 Bacteroides fragilis (0%]|0%]|1.21%|0%]|0%|0%)|
SP161 Adlercreutzia mucosicola (0.06%]|0.28%]|0.08%|0%|0.28%]0..
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SP282 Adlercreutzia caecimuris (0.02%0.06%]|0.07%|0%|0%|0.06%
° SP10 Bifidobacterium pseudolongum (0.21%|0.34%]0.49%]0.179
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SP72 Cutibacterium acnes (0.00%]0.14%|0.03%|0%]|0.01%|0.02%|C
* ° © o o e o o o o o o Gp39 Corynebacterium mastitidis (0.01%|0.41%|2.05%0.01%]0.2"
e e o o e o o o o o o o GPA]7 Cryobacterium psychrotolerans (0%]0%|0%]|0%]0.12%]|0.(

—— * ° o ° o e o o o o o o Gp2Q0] Rothia nasimurium (0%]0.04%|0%]0%|0%]|0%|0%]|0.05%]0.(
® o o o o e o o o o o o Gp]JQ5 Eubacteriales [G-4] bacterium_MOT-165 (0.16%|0%]|0.17%|

* ° o ° o e o o o O o o GPAQ Eubacteriales [G-4] bacterium_MOT-164 (0.19%]|0.02%|0.49%|

® o o o o e o o o o o o GP2? Eubacteriales [G-2] bacterium_MOT-162 (1.15%]|0%|0.49%]0..

* ¢ ¢ o o e o o o o o o Gp38FEubacteriales [G-1] bacterium_MOT-159 (0.12%|0%]0.69%|

e e e o e o o o o o o o GP322 Fubacteriales [G-1] bacterium_MOT-160 (0%|0%]0.38%]|0%

e e e o e o o o o o o o GPO? QOscillospiraceae [G-2] bacterium_MOT-149 (0.41%]|0.03%|0%]|0.3

© e e« o s o o o o o o 5P303Flavonifractor plautii (0%|0%]|2.11%|0%)|0%|0%|0%)|0%|0%|0%]

— * ¢ e o o e o o o o o o GPp4g6 Oscillospiraceae [G-3] bacterium_MOT-150 (0.23%|0.04%]|0.38%|

e o ¢ o o e o o o o o o GP555 Acutalibacter muris (0.28%|0%]0%|0.03%|0.02%|0%]|0%|0%|
® ° o o o e o o o o o o Gp]]6 Ruminococcus bromii (0%]0%]|0.14%|0%|0.41%|0.38%]0.07%|!
—— * ° ® ° ¢ e o o o o o o GPI257 Ruminococcus callidus (0%]|0%]|1.97%|0%|0%]|0%]|0%|0%|0%|
—— * ° ° ° o e o o o o o o GpP]10Q8 Oscillospiraceae_[G-7] bacterium_MOT-154 (0.69%|0.06%]0.1

* o o o o e o o o o o o Gp37(Q Oscillospiraceae_[G-6] bacterium_MOT-153 (0.36%|0.01%]|0¢
e ° @ o o o o o o o o o GP]25 Faecalibacterium prausnitzii (0%|0%]|4.41%|0%|0%]|0%|

—— * ° ¢ o o e o o o o o o Gp]24 Ruthenibacterium lactatiformans (0%|0.23%]|0.68%]|0%]|0.
® o o o o e o o o o o o GpP02 Peptococcaceae [G-1] bacterium_MOT-146 (0.31%]|0.03%]|0.009
e ° ° ° e s o o o o o o 5P22] Paenibacillus aceris (0%]|0%|0%|0%]0.08%]|0.07%|0%|0%|0%|

— ¢ ¢ ¢ o o e o o o o o o GP345 pgenibacillus endophyticus (0%|0%|0%|0%|0.09%]|0.14%|0%|0%

® o o o o e o o o o O o SGpP33Gemellasp. MOT-043 (0%]0.18%|0%]|0%]|0.01%|0%|0%|!
I__ ¢« oo 0@ - ° ° o o o SP24Erysipelatoclostridium [Clostridium] cocleatum (O
® o o o o o o o0 o o o o Gp2] Erysipelatoclostridium ramosum (3.39%]|0.04%]|0%

° ° ° o o

° o o o SP117 Erysipelatoclostridium [Clostridium] innocuur

— @ o 0 OO' °© o o O * O SP8 Erysipelotrichaceae_[G-1] bacterium_MOT-
————— °* ° ¢ ° o e o o o o o o GPJq|leibacterium valens (0.27%]|0.319

® ¢ o o o e o o o o o o GP53 Faecalibaculum rodentium (0.07%]0.1
e e e o e e o o o o o o GP]126 Staphylococcus ureilyticus (0%]0.09%|0.06%|0%]|0%|0%]|0%

* ° ® o o e o o o o o o GpP23 Carnobacteriaceae [G-1] bacterium _MOT-198 (0%]0.47%|1.7
—— ® ° ° ° o e o o o o o o GpPQEnterococcus faecalis (0.04%]|0.35%]|0.07%|0.04%|0.02%|C
— °® ® e o o o o O O + (O spP15 Streptococcus danieliae (0.18%|3.41%]|1.13%]|0.11%
—— * ° ° o o e O o o o o o GP]]9 Streptococcus thoraltensis (0%]0%|0.92%|0%]|0%
® e o o o e o o o o o o GpO3|gactobacillus intestinalis (0.33%]|0.03%|0.16%|0.24¢

® e ° o e o o o o o o GPYG Lactobacillus johnsonii (0.79%]|0.10%]|0.56%]0.25%|0

{ ® ° ° ° o ¢ o o o o o o 5P576 Lactobacillus iners (0%]|0%]|0.52%|0%|0%|0%|0%!
* ¢ ° o o e o o o o o o GPAQ |actobacillus taiwanensis (0.69%|0.02%]|0.19%|0.079

* ° e o e o o o o o o o GP]109 Terrisporobacter petrolearius (0%|0.00%|0%]|0%|0%]0%|0%|C

—— °* ° © o o e o o o o o o GPO4 Anaerostipes caccae (0%|0.06%]|1.95%|0%|0.21%|0.07%|0%|0.04

0.4

* ° o o o e o o o o o o SP208 Lachnospiraceae_[G-2] bacterium_MOT-167 (0.32%|0%]|0%]0.1
* c e o o o o o o o o o GP277 Fusicatenibacter saccharivorans (0%|0%|1.63%|0%]|0%]|0%]

® ¢ o o o e o o o o o o GP]34 Enterocloster aldenensis (2.53%]|0.06%|0%]|0.55%]|0%|0%|0%
® e o ©° o o o o o o o o SPAA] Blautia wexlerae (0%]|0%]|0.87%]|0%|0%]|0%]|0.02%|0%]0%|C

e o o o e o o o o o o o GP]158 Blautia faecis (0%]0%]0.91%|0%]|0%]0%|0%|0%|0%]|0%]|0%

* o o o o e o o o o o o Gp385 Drancourtella massiliensis (0%|0%]0.34%]|0%|0%]|0%|0%]0
® e o o o o o o o o o o GPJ47 |achnospiraceae_[G-3] bacterium_MOT-168 (0.34%|0.17%|0

I: e ° @ o e o o o o o o o GP309 Mediterraneibacter [Ruminococcus] gnavus (0%|0%]|1.63%]0
* ° e o e e o o o o o o GpPRJ3 Lachnoclostridium [Clostridium] scindens (0%]0%|0%]0.

® ¢ o o o o o o o o o o GP34Robinsoniella peoriensis (0%|0.22%|0%|0%]|0%]|0%|0%|0%]0.0%

* ° ® o o e o o o o o o GP]]1]1 Roseburia inulinivorans (0%|0%]|3.49%]0%|0%]0%]|0.05%|0%

e e e o e o o o o o o o GPP75 Roseburia faecis (0%|0%]0.58%]|0%|0%]0.03%|0.15%|0%|0

— °® ° ° o e e o o o o o o Gp34] |actobacillus rogosae (0%|0%]|1.28%]|0%]|0%|0%|0%]|0%]|0%

® o e o o e o o o o o o GP]37lachnospiraceae [G-1] bacterium_MOT-166 (0.28%]|0.(
® ° o o o e o o o o o o GPO5|[achnospiraceae [G-12] bacterium_MOT-179 (0.57%|0%
_E ® ° o o o e o o o o o o GP8K Lachnospiraceae [G-11] bacterium_MOT-178 (1.16%]0.04"
|| ® ° e o e o o o o o o o GP2]12 |achnospiraceae_[G-11] bacterium_MOT-177 (0.37%|0%|
—— °® ° ° ° e e o o o o o o GpP229 |achnospiraceae [G-9] bacterium_MOT-174 (0.47%|0%]|0%|

_E ® ° o o o e o o o o o o GP55]3achnospiraceae [G-14] bacterium_MOT-185 (0.58%|0.03%
¢ o e o o o o o o o o o GP7] |achnospiraceae [G-14] bacterium_MOT-184 (1.56%|0.04¢




