(8 icmiom) Towards Sub-Second Molecular Docking as a Structural Primitive

A Quantized Consistency Diffusion Framework for
Lateney.determines whether structure can stay inside the reasoning loop.
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Low-latency primitives make the scientific workbench executable.

Folding as a Structure Primitive

Structure prediction as a callable capability for scientific agents
A fast structure primitive turns sequence into actionable structural feedback.
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Our model is not only an online docking SaaS or model-

API; itis a low-late
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agentic science. It turns molecular docking from a prediction endpoint into a reusable structural
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