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Species P value

Parvimonas micra [ref_mOTU_v2_1145] 2.27x10-13

Prevotella copri [ref_mOTU_v2_4448] 6.55x10-11

unknown Clostridiales [meta_mOTU_v2_5411] 2.96x10-9 
Gemella morbillorum [ref_mOTU_v2_4513] 1.39x10-8 

Fusobacterium nucleatum s. animalis [ref_mOTU_v2_0776] 2.09x10-7 
unknown Faecalibacterium [meta_mOTU_v2_6631] 2.79x10-6

unknown Clostridiales [meta_mOTU_v2_5669] 2.84x10-6

Coprococcus catus [ref_mOTU_v2_4874] 3.29x10-6

Peptostreptococcus stomatis [ref_mOTU_v2_4614] 3.66x10-6
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Dorea longicatena [ref_mOTU_v2_2893] 6.48x10-6 

unknown Clostridiales [meta_mOTU_v2_7061] 1.34x10-5 
bacterium LF-3 [ref_mOTU_v2_3608] 1.53x10-5 

unknown Clostridiales [meta_mOTU_v2_5712] 1.56x10-5 
unknown Clostridiales [meta_mOTU_v2_6832] 2.04x10-5 
unknown Eubacterium [meta_mOTU_v2_6657] 2.08x10-5

Faecalibacterium prausnitzii [ref_mOTU_v2_4211] 2.29x10-5 
unknown Clostridiales [meta_mOTU_v2_7093] 2.58x10-5 

unknown Ruminococcaceae [meta_mOTU_v2_6905] 2.62x10-5

Holdemanella biformis [ref_mOTU_v2_4395] 3.05x10-5 
unknown Clostridiales [meta_mOTU_v2_6049] 3.24x10-5

Fusobacterium periodonticum [ref_mOTU_v2_1402] 4.01x10-5

unknown Clostridiales [meta_mOTU_v2_7031] 4.31x10-5 
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Oscillibacter sp. 57_20 [meta_mOTU_v2_5351] 8.63x10-5

Oscillibacter sp. ER4 [ref_mOTU_v2_3624] 8.64x10-5 
uncultured Clostridium sp. [meta_mOTU_v2_6381] 1.02x10-4

unknown Clostridiales [meta_mOTU_v2_6916] 1.41x10-4

unknown Clostridiales [meta_mOTU_v2_5603] 1.64x10-4

Ruminococcus torques [ref_mOTU_v2_4718] 1.96x10-4

Eubacterium ramulus [ref_mOTU_v2_2795] 2.33x10-4

Megamonas funiformis/rupellensis [ref_mOTU_v2_0502] 2.42x10-4

unknown Clostridiales [meta_mOTU_v2_7527] 3.32x10-4

unknown Clostridiales [meta_mOTU_v2_6808] 3.46x10-4

unknown Tyzzerella [meta_mOTU_v2_5947] 3.64x10-4

Eubacterium hallii [ref_mOTU_v2_4207] 3.65x10-4

Blautia obeum [ref_mOTU_v2_4719] 3.66x10-4

unknown Ruminococcaceae [meta_mOTU_v2_6478] 3.67x10-4

unknown Peptostreptococcaceae [meta_mOTU_v2_7331] 3.91x10-4

unknown Clostridiales [meta_mOTU_v2_6819] 3.96x10-4

unknown Clostridiales [meta_mOTU_v2_5417] 4.07x10-4

unknown Clostridiales [meta_mOTU_v2_5826] 411x10-4

unknown Clostridiales [meta_mOTU_v2_6088] 4.78x10-4



111 

 
  

unknown Clostridiales [meta_mOTU_v2_6044] 4.88x10-4

unknown Clostridium [meta_mOTU_v2_6792] 4.89x10-4

unknown Clostridiales [meta_mOTU_v2_6926] 5.63x10-4

Blautia obeum [ref_mOTU_v2_4202] 6.02x10-4

Dorea longicatena [ref_mOTU_v2_4203] 6.26x10-4

unknown Clostridiales [meta_mOTU_v2_7157] 6.32x10-4

unknown Clostridiales [meta_mOTU_v2_6575] 6.33x10-4

uncultured Clostridium sp. [meta_mOTU_v2_5907] 6.75x10-4

unknown Clostridiales [meta_mOTU_v2_5805] 7.54x10-4

unknown Clostridiales [meta_mOTU_v2_7158] 8.31x10-4

Dorea formicigenerans [ref_mOTU_v2_0973] 1.13x10-3

Gemella sanguinis [ref_mOTU_v2_1151] 1.14x10-3

Solobacterium moorei [ref_mOTU_v2_0531] 1.16x10-3

unknown Clostridiales [meta_mOTU_v2_7531] 1.17x10-3

unknown Clostridiales [meta_mOTU_v2_7180] 1.40x10-3

Oscillibacter sp. 57_20 [meta_mOTU_v2_6676] 1.51x10-3

unknown Clostridiales [meta_mOTU_v2_6807] 1.57x10-3

Roseburia hominis [ref_mOTU_v2_4572] 1.70x10-3

Holdemanella biformis [meta_mOTU_v2_7589] 1.83x10-3

unknown Clostridiales [meta_mOTU_v2_7630] 1.95x10-3

Faecalibacterium prausnitzii [ref_mOTU_v2_1379] 1.99x10-3

Prevotella stercorea [ref_mOTU_v2_1551] 2.09x10-3

unknown Clostridiales [meta_mOTU_v2_7782] 2.51x10-3

Clostridium sp. L2-50 [ref_mOTU_v2_4212] 2.75x10-3

Eubacterium rectale [ref_mOTU_v2_1416] 2.77x10-3

unknown Clostridiales [meta_mOTU_v2_5396] 2.79x10-3

unknown Clostridiales [meta_mOTU_v2_6000] 2.81x10-3

unknown Prevotella [meta_mOTU_v2_5555] 3.17x10-3

unknown Bacteroidales [meta_mOTU_v2_5375] 3.36x10-3

unknown Clostridiales [meta_mOTU_v2_6525] 3.40x10-3

unknown Clostridiales [meta_mOTU_v2_6699] 3.55x10-3

unknown Peptostreptococcaceae [meta_mOTU_v2_5742] 3.90x10-3

Lachnoanaerobaculum sp. [ref_mOTU_v2_1537] 3.91x10-3

unknown Prevotella [meta_mOTU_v2_5502] 3.91x10-3

unknown Bacteroidales [meta_mOTU_v2_5329] 4.03x10-3

Coprococcus comes [ref_mOTU_v2_4313] 4.10x10-3

unknown Clostridiales [meta_mOTU_v2_6028] 4.49x10-3

unknown Ruminococcaceae [meta_mOTU_v2_5330] 4.56x10-3

unknown Ruminococcaceae [meta_mOTU_v2_6557] 4.68x10-3

unknown Clostridiales [meta_mOTU_v2_6852] 4.94x10-3
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Species P value

Clostridium clostridioforme [ref_mOTU_v2_0979] 4.88x10-10 

Flavonifractor plautii [ref_mOTU_v2_1377] 1.11x10-9 

Clostridium boltae/clostridioforme [ref_mOTU_v2_0886] 1.31x10-8 

Bilophila wadsworthia [ref_mOTU_v2_1149] 2.25x10-7 

unknown Clostridiales [meta_mOTU_v2_6672] 9.41x10-7 

Parabacteroides merdae [ref_mOTU_v2_1378] 1.64x10-6 

Bifidobacterium longum [ref_mOTU_v2_0150] 6.29x10-6 

Eggerthella lenta [ref_mOTU_v2_0642] 1.24x10-5 

Bacteroides fragilis/ovatus [ref_mOTU_v2_1073] 1.35x10-5 

Enterobacteriaceae sp. [ref_mOTU_v2_0036] 2.66x10-5 

Bifidobacterium dentium [ref_mOTU_v2_0631] 4.87x10-5 

Bifidobacterium breve [ref_mOTU_v2_0157] 5.09x10-5 

Clostridiales bacterium VE202-14 [ref_mOTU_v2_2689] 5.56x10-5 

Lactobacillus casei/paracasei [ref_mOTU_v2_0226] 6.10x10-5 

Anaerostipes caccae [ref_mOTU_v2_1381] 4.51x10-4

Pyramidobacter piscolens [ref_mOTU_v2_4064] 5.49x10-4

Blautia hansenii [ref_mOTU_v2_1428] 1.71x10-3

Coprococcus sp. [ref_mOTU_v2_0303] 1.75x10-3

Dialister invisus [ref_mOTU_v2_4598] 2.23x10-3

Bacteroides xylanisolvens [ref_mOTU_v2_1072] 2.48x10-3

Clostridium innocuum [ref_mOTU_v2_0643] 4.12x10-3

Oscillibacter sp. KLE 1728 [ref_mOTU_v2_0858] 4.47x10-3

Clostridium scindens [ref_mOTU_v2_0883] 4.85x10-3

Ruminococcus gnavus [ref_mOTU_v2_0280] 4.87x10-3
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Metabolite P value
C02155_Gly-Leu 1.75x10-13 

C00214_Thymidine 3.03x10-12 

C00785_Urocanate 6.83x10-9 

C02567_N1-Acetylspermine 4.32x10-7 

C01026_N,N-Dimethylglycine 1.31x10-6 

C00065_Ser 2.55x10-6 

C00387_Guanosine 4.52x10-6 
C02693_Indole-3-acetamide 5.72x10-6 
C01005_O-Phosphoserine 7.63x10-6 

C00670_Glycerophosphorylcholine 1.11x10-5 
C07151_Metformin 1.22x10-4

Cysteine-glutathione disulphide 1.52x10-4

Isovalerate 2.13x10-4

C00371_trans-Zeatin 2.44x10-4

C00385_Xanthine 4.27x10-4

C02704_Methyl sulfate 4.88x10-4

C00197_3PG 5.11x10-4

C00140_N-Acetylglucosamine 5.36x10-4

C01620_Threonate 5.86x10-4

C01081_Thiamine monophosphate 7.32x10-4

C02494_1-Methyladenosine 9.37x10-4

C00314_Pyridoxine 9.94x10-4

C01104_Trimethylamine N-oxide 1.06x10-3

C00491_Cystine 1.20x10-3

C00086_Urea 1.20x10-3

C00327_Citrulline 1.21x10-3

C00630_Isobutyryl CoA 1.23x10-3

C10172_Proline betaine 1.24x10-3

C05629_3-Phenylpropionate 1.30x10-3

C00860_Histidinol 1.94x10-3

C01762_Xanthosine 1.95x10-3

C00074_PEP 1.95x10-3

C00519_Hypotaurine 1.95x10-3

C06369_2-Deoxyglucose 6-phosphate 1.95x10-3

C00956_alpha-Aminoadipate 2.32x10-3

C02918_1-Methylnicotinamide 2.67x10-3

C01046_N-Methylglutamate 2.80x10-3

C00064_Gln 3.03x10-3

C04259_N-alpha,N-alpha-Dimethylhistidine 3.12x10-3

C01959_Taurocyamine 3.90x10-3

C00073_Met 4.06x10-3

C00378_Thiamine 4.45x10-3

C02656_Pimelate 4.63x10-3
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Metabolite P value
C00695_Cholate 4.71x10-7 

C04483_DCA 2.00x10-5 

C00334_GABA 3.13x10-5 

C02714_N-Acetylputrescine 3.60x10-5 

C05771_Isopropanolamine 8.23x10-5 

N1,N8-Diacetylspermidine 1.15x10-4

C01744_3-(4-Hydroxyphenyl)propionate 1.31x10-4 

C06337_Terephthalate 2.11x10-4 

C05135_4-(beta-Acetylaminoethyl)imidazole 2.54x10-4 

C01181_gamma-Butyrobetaine 3.83x10-4 

C00483_Tyramine 3.93x10-4 

C00134_Putrescine 4.58x10-4 

C00099_beta-Ala 4.80x10-4 

C01035_4-Guanidinobutyrate 5.96x10-4 

C02226_Citraconate 8.31x10-4 

C02627_2-Deoxystreptamine 1.47x10-3 

C01015_Hydroxyproline 2.56x10-3 


