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Clostridium estertheticum DSM 8809

Veillonella parvula strain AF04-47

Escherichia coli 907357

Kiebsiella oxytoca 10-5249

Raoultella omithinolytica 10-5246

Coprococcus catus MGYG-HGUT-01714

Ruminococcus sp. OM05-7

Ruminococcus sp. AF31-88H

Lachnospiraceae bacterium Chocoss

Ruminococcus sp. AF27-3

Collinsella sp. AF19-TAC

Bilophila wadsworthia 3_1_6

Clostridiales bacterium MGYG-HGUT-02340

Ruminococcaceae bacterium AF10-16

Blautia obeum AM32-10AC

Roseburia sp. OM02-15

Clostridium sp. TMOG-18

Blautia obeum AF35-14AC

Anaerobutyricum hallii AM48-238H

Anaerobutyricum hallii DSM 3353
uminococcus gnavus AF13-14A

R
Flavonifractor plautii 1_3_S0AFAA
Pseudoflavonifracor capillosus ATCC 29799
| Hungatella hathewayi 12489931

|||| Dorea longicatena AM25_9

|| Enterocloster bolteae ATCC BAA-613

Lachnoanaerobaculum saburreum FO468
Clostridium citroniae WAL-19142
Fitmicutes bacterium OMO7-11
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Lachnospiraceae bacterium AM23-2L8
Clostridium scindens ATCC 35704
Anaerotruncus colihominis DSM 17241
Enterocloster asparagiformis AF04-15
Peptostreptococcaceae bacterium AS15
Lancefieldella rimae ATCC 49626
Pseudoleptotrichia goodfellowii F0264
Veillonella sp. F0422
Enterobacteriaceae bacterium 9_2_54FAA
Edwardsiella tarda ATCC 23685
Clostridioides difficile DSM 27638
Blautia producta PMF1
Fusobacterium ulcerans 1218
Clostridium sp. 7_2_43FAA
Clostridium celatum DSM 1785
Clostridium perfringens JP838
Clostridium beijerinckii WB53
Clostridium beijerinckii NCIMB 8052
Clostridium botulinum NCTC 8266
Clostridium taeniosporum 1/k
Clostridium scatologenes ATCC 25775
Clostridium botulinum 8742
Clostridium sp. DLVl
Lachnoclostridium phytofermentans ISDg
Enterococcus faecalis TX0027
Clostridium sp. AF32-12BH
Anaerotruncus sp. AF02-27
Olsenella profusa FO195
Olsenella sp. F0356
|| colinsella tanakaei TF08-14
Lachnotalea sp. AF33-28
1 [Jl Clostridium sp. D5
F Hungatella hathewayi WAL-18680
\I il Anaerostipes sp. AF04-45

Lacrimispora saccharolytica WM1
Oribacterium sinus F0268
Ruminococcous sp. AF18-22

Clostridium sp. AF19-22AC

Clostridium sp. AF15-17L8.
Butyricicoccus pulicaecorum 1.2
Oribacterium parvum ACB8

Olsenella sp. HMSC062G07 (cluster1)
Olsenella sp. HMSC062G07 (cluster2)
Olsenella sp. F0356

Olsenella sp. AF21-51

Synergistes sp. 3_1_syn1

Clostrigium hylemonae DSM 15053
Heliobacterium modesticaldum Ice1
Mitsuokella sp. W9106

Clostridium sp. SY8519

Centipeda penoduniu DSM 2178
Oribacterium sp

Dorea sp. D:

Anaemsnpes mamnosworans 1y2
Clostridium autoethanogenum DSM 10061
Clostridium novyi 150557 plasmid pCN1
Eubacterium sp. AM05-23
Anaerococcus hydrogenalis MJR7738A
Anaerococcus tetradius ATCC 35098
Desulfosporosinus orientis DSM 765
Desulfosporosinus meridiei DSM 13257
Desulfosporosinus acidiphilus SJ4
Desulfosporosinus youngiae DSM 17734
Clostridium tyrobutyricum W428
Candidatus Formimonas warabiya DCMF
Acetobacterium woodii DSM 1030
Peptoniphilus indolicus ATCC 20427
Cetobacterium somerae ATCC BAA-474
Peptoanaerobacter stomatis ACC19a
Clostridium argentinense 89G
Aeromonas veronii AER397

Morganella sp. HMSC11D09
Atopobium sp. F0494 (clustert)
Atopobium sp. F0494 (cluster2)
Fusobacterium mortiferum OMOS-15BH
Fusobacterium varium TMO7-10
Megasphaera sp. MJR8396C
Megasphaera sp. AM44-1BH



