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- Chemical : 101,642,742 - Created by Text mining

- Disease : 220,137 - Created by Assay data

- Function : 65,972 - MoA and GO-MoA data

- Gene : 565,726 - GO and Pathway

- Organ : 89,156 - Created by Al

- Phenotype : 20,589 MoA, GeneRIF, PubMed
- Taxonomy : 2,351,574

- 12,973 diseases related biological function

- 99,610 combination of GO-MoA

- 12,731 drugs and 2,164 targets are included.
-+ 2,042 considerable human targets

- 4,019 considerable drugs

- 750k active compounds to the targets
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