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Intro.: Cheminformatics as (ML + DT) Methods
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Intro.: Cheminformatics as (ML + DT) Methods
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Chemistry-oriented SYNTHESIS & unit synthetic methods for drug scaffolds
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Al-Driven Therapeutics Discovery

Al/BigData-Driven Drug Design & Discovery for Diseases

Generative Model for Design of Dis. Specific Therapeutics

Drug-Target Binding Affinity Prediction
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