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Introduction Process and Methods

The abuse of psychoactive drugs has become a The project has two main components: a computational component and a lab verification component.
significant public health concern, with detrimental
effects on both individuals and society. Current
detection methods of these drugs rely on time-
consuming and expensive techniques, underscoring a
pressing need for the development of novel, efficient

We adopted this approach because it allows us to leverage the strengths of computational methods to
identify potential enzymes and conduct preliminary docking analyses quickly and efficiently. At the same time,
the lab verification component allows us to verify our computational predictions and validate our findings in a
real-world setting.
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Figure 2. Flowchart of platform development process.
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