MOBILITY OF AMINO ACID SIDECHAINS AND PROTEIN BACKBONE
Modeling full flexibility in torsion (internal) coordinates
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- Limited range of motion — consider
- treating a= rigid
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- 21iff peplide bond limitz omega to about
+/-10 degreez about nominal

- proline forms near-rigid loop to backbone
and locks itz phiangle
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MOBILITY OF HNUCLEIC ACID BACKBONE, SUGAR RING, AND BASE
Modeling full flexibility in torsion (internal) coordinates
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See other side for

proteins and legend.




