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Database content
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925 compounds 
from more than 
200 publications

310 non-
metabolisable

structures

Drugs Supplements

247 metabolites
368 parent 
compounds

Others
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Web-service

5

XXXI Symposium on Bioinformatics 

and Computer-Aided Drug Discovery

http://www.way2drug.com/hgmmx/



MDM-pred models
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http://www.way2drug.com/mdm-pred/
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