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*indicates significance at p <0.05 	** indicates significance at p<0.001
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Deoxycholic | Isolithocholic § Lithocholic
Bacterial Genera Acid Acid acid
Enterococcus correlation -585" -553" -620"
p value 0.001 0.002 0.000
Faecalibacterium correlation 691" 709" 692"
p value 0.000 0.000 0.000
Oscillibacter correlation 440 497" 417
p value 0.019 0.007 0.027
uncultured_Lachnospirace correlation 728" 651" 682"
ae p value 0.000 0.000 0.000
Ruminococcus correlation 0.365 540" 565
p value 0.056 0.003 0.002
Pseudobutyrivibrio correlation 564" 646" 647"
p value 0.002 0.000 0.000
Coprobacillus correlation 596 724" 708"
p value 0.001 0.000 0.000
Hungatella correlation 543" 545" 591"
p value 0.003 0.003 0.001
Anaerotruncus correlation 448 659 612"
p value 0.017 0.000 0.001
Sutterella correlation 604" 550" 541"
p value 0.001 0.002 0.003
Incertae_Sedis correlation 485" 496~ 452
p value 0.009 0.007 0.016
Catabacter correlation 497" 656 673"
p value 0.007 0.000 0.000
Eubacterium_hallii_group correlation 564 607 589"
p value 0.002 0.001 0.001
Staphylococcus correlation -421° -437 -454"
p value 0.026 0.020 0.015
Subdoligranulum correlation 472" 498" 540
p value 0.011 0.007 0.003
Roseburia correlation 452" 0.362 388"
p value 0.016 0.059 0.042
Akkermansia correlation 441 389 402
p value 0.019 0.041 0.034
Coprococcus correlation 5117 488" 501"
p value 0.005 0.008 0.007
Romboutsia correlation 5227 661 665
p value 0.004 0.000 0.000
Eubacterium_coprostanoli correlation 431" 399" 439"
genes_group p value 0.022 0.035 0.019
Ruminococcaceae_UCG- correlation 592" 754" 683"
015
p value 0.001 0.000 0.000
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