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925 compounds 
from more than 
200 publications

310 non-
metabolisable

structures
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247 metabolites
368 parent 
compounds
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http://www.way2drug.com/hgmmx/
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Data usability 
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1. The first model with an accuracy of 
prediction 0.85 estimates whether compounds 
will be metabolized by human gut microbiota

2. The second model with an average accuracy 
of prediction 0.92 estimates which 
bacterial genera are responsible for the 
drug metabolism.

3. The third model with an average accuracy of 
prediction 0.92 estimates the 
biotransformation reactions during 
metabolism.

http://www.way2drug.com/mdm-pred/
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Thanks for your attention
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