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Genesis Triangle Multiplication is All You Need

for Biomolecular Structure Representations
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1] Accurate structure prediction of biomolecular interactions with AlphaFold 3. Abramson et al. 2024.
2] Boltz-1: Democratizing Biomolecular Interaction Modeling. Wohlwend et al. 2024. 0.0 Mean LDDT DockQ > 0.23 Mean LDDT-PLI L-RMSD < 2A
3] MiniFold: Simple, Fast, and Accurate Protein Structure Prediction. Wohlwend et al. 2025. (N=538) (N=242) (N=238) (N=238)
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