A

Actinomyces naeslundii c7
Bifidobacterium adolescentis c1
Bifidobacterium adolescentis c7

Bifidobacterium animalis c4

Bifidobacterium animalis c7

Bifidobacterium bifidum c4_1
Bifidobacterium bifidum c4_2
Bifidobacterium bifidum c7
Bifidobacterium breve c1
Bifidobacterium breve c3_1
Bifidobacterium breve c3_2
Bifidobacterium breve c4
Bifidobacterium breve c7
Bifidobacterium dentium c3
Bifidobacterium dentium c4
Bifidobacterium longum c1_1
Bifidobacterium longum c1_2

Bifidobacterium longum c2

Bifidobacterium longum c3

Bifidobacterium longum c4

Bifidobacterium longum c5

Bifidobacterium longum c7

Bifidobacterium pseudocatenulatum c1
Bifidobacterium pseudocatenulatum c7

Actinomycetota

Bifidobacterium scardovii c4
Collinsella aerofaciens c1
Collinsella aerofaciens c3
Collinsella aerofaciens ¢7

Collinsella intestinalis c¢7
Collinsella tanakaei c7
Cutibacterium acnes c4
Eggerthella lenta c1
Eggerthellalenta c2_1
Eggerthellalenta c2_2
Eggerthella lenta c5

Eggerthella lenta c6_1
Eggerthella lenta c6_2
Eggerthella timonensis c3
Gordonibacter pamelaeae c1
Gordonibacter urolithinfaciens c4
Paraeggerthella hongkongensis c7
Raoultibacter massiliensis c3
Schaalia turicensis c1
Varibaculum anthropi c1
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Victivallis vadensis cl{

Lentisphaerota
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Citrobacter werkmanii c4
Desulfovibrio desulfuricans ¢7
Enterobacter cloacae c1
Enterobacter hormaechei c1
Enterobacter ludwigii c1
Enterobacter tabaci c1
Escherichia fergusonii c2
Escherichia fergusonii c4
Escherichia fergusonii c5
Escherichia fergusonii c6
Escherichia fergusonii c7
Escherichia marmotae c1_1
Escherichia marmotae c1_2
Klebsiella aerogenes c1
Klebsiella grimontii c1
Klebsiella grimontii c4
Klebsiella oxytoca c1
Klebsiella oxytoca c2
Klebsiella pneumoniae c7
Sutterella wadsworthensis c1
Sutterella wadsworthensis c6

Pseudomonadota
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Akkermansia muciniphila c1. .
Akkermansia muciniphila c2.
Akkermansia muciniphila c34 [lil
Akkermansia muciniphila c6{ il

Akkermansia muciniphila c7

Verrucomicrobia D
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Bacteroidota

Alistipes finegoldii c1

Alistipes finegoldii c2

Alistipes finegoldii c4

Alistipes finegoldii c5_1
Alistipes finegoldii c5_2
Alistipes finegoldii c6

Alistipes ihumii c7

Alistipes onderdonkii c1
Alistipes onderdonkii c6
Alistipes onderdonkii c7
Alistipes shahii c6

Alistipes shahii c7

Bacteroides caccae c1
Bacteroides caccae c2
Bacteroides caccae c7
Bacteroides cellulosilyticus c6_1
Bacteroides cellulosilyticus c6_2
Bacteroides cellulosilyticus c6_3
Bacteroides finegoldii c7
Bacteroides fragilis c2
Bacteroides kribbi ¢5
Bacteroides kribbi c6
Bacteroides nordii c6
Bacteroides ovatus c2
Bacteroides ovatus c6
Bacteroides ovatus c7
Bacteroides salyersiae c1
Bacteroides stercoris c1
Bacteroides stercoris ¢6_1
Bacteroides stercoris c6_2
Bacteroides stercoris ¢7
Bacteroides thetaiotaomicron c1
Bacteroides uniformis c1
Bacteroides uniformis c4_1
Bacteroides uniformis c4_2
Bacteroides uniformis c6_1
Bacteroides uniformis c6_2
Bacteroides uniformis c6_3
Bacteroides uniformis ¢7
Bacteroides xylanisolvens c6
Parabacteroides distasonis c4
Parabacteroides distasonis c5_1
Parabacteroides distasonis c5_2
Parabacteroides distasonis c7
Parabacteroides merdae c1
Parabacteroides merdae c6
Parabacteroides merdae c7
Phocaeicola dorei c2
Phocaeicola vulgatus c1
Phocaeicola vulgatus c2
Phocaeicola vulgatus c4
Phocaeicola vulgatus c5
Phocaeicola vulgatus c6
Phocaeicola vulgatus c7
Prevotella copri ¢7
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Bacillota

[Clostridium] innocuum ¢2
[Clostridium] innocuum c3
[Clostridium] innocuum c4
[Clostridium] innocuum ¢5_1
[Clostridium] innocuum ¢5_2
[Clostridium] innocuum c6
[Clostridium] scindens c6
[Clostridium] scindens c7
[Clostridium] symbiosum c1
[Clostridium] symbiosum c2
[Clostridium] symbiosum c4
[Clostridium] symbiosum c6
[Clostridium] symbiosum c¢7
[Desulfotomaculum] guttoideum c5
[Eubacterium] hallii c5
[Ruminococcus] gnavus c3
[Ruminococcus] gnavus c5
[Ruminococcus] torques ¢5
[Ruminococcus] torques c6
Aminipila butyrica c6
Anaerococcus rubeinfantis c3
Anaerococcus vaginalis 3
Anaerococcus vaginalis ¢5
Anaerococcus vaginalis c6
Anaerostipes caccae c2
Anaerostipes caccae c3
Anaerostipes caccae c5
Anaerotruncus colihominis ¢2
Anaerotruncus colihominis ¢5
Bacillus nealsonii c5

Bacillus subtilis c2

Bacillus wiedmannii c4
Blautia faecis ¢7

Blautia hominis ¢3

Blautia hominis c4

Blautia hominis c7

Blautia luti c1

Blautia luti ¢7

Blautia obeum c6

Blautia producta c1

Blautia producta c6
Butyricicoccus faecihominis c4
Carnobacterium divergens c7
Catenibacterium mitsuokai c7
Christensenella hongkongensis c1
Christensenella hongkongensis c6
Clostridioides difficile c2
Clostridioides difficile c4
Clostridium baratii c1
Clostridium butyricum c4
Clostridium butyricum ¢7
Clostridium cadaveris c4
Clostridium paraputrificum c1
Clostridium paraputrificum c2
Clostridium paraputrificum c5
Clostridium perfringens c1
Clostridium perfringens c4
Clostridium perfringens c7
Clostridium tertium c1
Clostridium tertium c2
Clostridium tertium c3
Clostridium tertium c6_1
Clostridium tertium c6_2
Coprobacillus cateniformis c5
Coprobacillus cateniformis ¢7
Coprococcus eutactus ¢l
Dielma fastidiosa c3
Eisenbergiella massiliensis c4
Eisenbergiella massiliensis c5.
Eisenbergiella massiliensis c6_1
Eisenbergiella massiliensis c6_2
Eisenbergiella tayi c1
Eisenbergiella tayi c2
Eisenbergiella tayi c3
Eisenbergiella tayi c5
Eisenbergiella tayi c6
Enterocloster aldenense c2
Enterocloster aldenense c3
Enterocloster aldenense c4
Enterocloster aldenense c5
Enterocloster aldenense c6
Enterocloster bolteae c1
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Bacillota

Enterocloster bolteae c2
Enterocloster bolteae c5
Enterocloster bolteae c¢6_1
Enterocloster bolteae c¢6_2
Enterocloster citroniae ¢1
Enterocloster citroniae c5
Enterocloster clostridioforme c2
Enterocloster clostridioforme c3
Enterocloster clostridioforme c4
Enterocloster clostridioforme c5
Enterocloster clostridioforme c7
Enterocloster lavalense c5
Enterocloster lavalense c6
Enterococcus avium ¢2_1
Enterococcus avium ¢2_2
Enterococcus avium c5
Enterococcus avium c7
Enterococcus faecalis c4
Enterococcus faecalis ¢6_1
Enterococcus faecalis c6_2
Enterococcus hirae c1
Enterococcus hirae ¢3
Erysipelatoclostridium ramosum c1
Erysipelatoclostridium ramosum c2
Erysipelatoclostridium ramosum c3
Erysipelatoclostridium ramosum c5
Erysipelatoclostridium saccharogumia c1 EEN EER [ ]
Extibacter muris c3
Faecalibacterium prausnitzii c2 n
Faecalibacterium prausnitzii c3
Faecalicatena contorta c4
Finegoldia magna c6
Flavonifractor plautii c1_1
Flavonifractor plautii c1_2
Flavonifractor plautii c2
Flavonifractor plautii c3
Flavonifractor plautii c4

Flavonifractor plautii c5 Degradation
Flavonifractor plautii c6 100
Flavonifractor plautii c7

75

Holdemanella biformis c7
Holdemania filiformis c2 50
Holdemania filiformis c5

Hungatella effluvii c2
Hungatella effluvii c4 0
Hungatella effluvii c5
Hungatella effluvii c6
Hungatella effluvii c7 [ ]
Hungatella hathewayi c3
Hungatella hathewayi c6 ]

25

Intestinibacillus massiliensis c2
Intestinibacillus massiliensis c6
Intestinibacter bartlettii c1
Intestinibacter bartlettii c2
Intestinibacter bartlettii c3
Intestinibacter bartlettii c6
Intestinimonas butyriciproducens c6
Lachnoclostridium pacaense c5
Lacrimispora celerecrescens c2
Lacrimispora celerecrescens c3
Lacticaseibacillus rhamnosus c4 | B [ B | [ | EEER
Lactococcus lactis ¢7
Lactonifactor longoviformis c1
Lactonifactor longoviformis c6 4 il [ ]
Merdimonas faecis c4
Mobilitalea sibirica c4
Murimonas intestini ¢3
Neglecta timonensis c4 [ ]
Oscillibacter ruminantium c4
Oscillibacter ruminantium c5
Oscillibacter ruminantium c6
Oscillibacter valericigenes c2 ] ]
Oscillibacter valericigenes c4
Oscillibacter valericigenes c5
Paeniclostridium sordellii c1 [ ] [ N | [ ]
Paeniclostridium sordellii c7 [ | | B | [ | [ |
Paraclostridium benzoelyticum c7
Peptoniphilus coxii c4
Peptoniphilus gorbachii c5
Peptoniphilus harei c6
Peptoniphilus lacrimalis c4

Pseudoflavonifractor phocaeensis c6_1 [N | [ ] [ ]
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Bacillota

Pseudoflavonifractor phocaeensis c6_2 [ ] [ N | [ ] [ N |
Robinsoniella peoriensis c3 [ ] [ ] ]
Roseburia faecis ¢2
Roseburia faecis ¢3
Ruminococcus faecis ¢7
Ruminococcus gauvreauii c7
Ruthenibacterium lactatiformans c2 [ | [ ] [ ]
Sellimonas intestinalis c2
Sellimonas intestinalis c4
Sellimonas intestinalis c5
Sellimonas intestinalis c6
Staphylococcus aureus c4
Staphylococcus capitis c2
Staphylococcus hominis c1
Staphylococcus hominis c2
Staphylococcus hominis c6

Staphylococcus pasteuri ¢3 Degradation
Staphylococcus petrasii ¢3 100
Staphylococcus warneri ¢5
Staphylococcus warneri ¢7 »
Streptococcus anginosus c¢7 50
Streptococcus equinus ¢2
Streptococcus koreensis ¢7 [N | %
Streptococcus lutetiensis c2 0
Streptococcus mutans c1
Streptococcus oralis ¢7 [ ] [ ]

Streptococcus parasanguinis c4
Streptococcus parasanguinis ¢7
Streptococcus rubneri c4_1
Streptococcus rubneri c4_2 [}
Streptococcus rubneri ¢7 [}

Streptococcus salivarius c1
Streptococcus salivarius c4
Streptococcus salivarius ¢7
Streptococcus sanguinis ¢7
Tyzzerellanexiisc2 /@@ HEE EEEEEEEEEENR Em

Tyzzerella nexilis c4 4 |l N | ] [ B | [ ]
Veillonella dispar c2_1
Veillonella dispar c2_2
Veillonella dispar c4
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