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CONCLUSION AND FUTURE WORK

Overall, the Al-powered tools gave more precise measurements. It was noted that the increase in linker length contributed to better bioavailability and the reduction of carcinogenicity of PROTACSs. Introduction of more
rigid structures contributed to increased plasma protein binding (PPB) rate. Increasing number of hydrogen bond donors contributed to improved aqueous solubility and the decrease in oral acute toxicity, however, it
also lowered the rate of gastrointestinal absorption of the drugs. The higher the number of heteroatoms, the lower hERG blocking was apparent. Unfortunately, for most other parameters highlighted in the results, it
was not possible to determine the relationship with the modifications set in this paper. As the results were not precise and varied greatly between programmes, it is necessary to perform in vitro ad in vivo tests and
determine the drugs’ real ADMET properties. So far, the tools seem to not be able to calculate PROTAC’s properties with great precision, and are more suitable for small molecules.
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