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is the glycosidic torsion angle. (e e o

3. Apply Torsion

* Fixed backbone and torsion enable
differentiable reconstruction of 3D
side-chains.

Clash Penalty
Distance <2.0A

Seq Recovery: 0.6034
SS Recovery: 0.8275
RMSD(AF3 Predict): 7.141

Seq Recovery: 0.5862
SS Recovery: 0.7586
RMSD(AF3 Predict): 21.33

A-U, G-C, G-U

Seq Recovery: 0.4655
SS Recovery: 0.3965
RMSD(AF3 Predict): 22.10



