AA. AG@helix.ends: small subunit ribosomal RNA
Comparison of Predicted and Crystal Structures
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Iy Red nucleotides: AA.AG@helix.ends predicted by comparative analysis.
N Blue nucleotides: base pairs and motif pairings present in crystal structure.
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Coaxial stacking possibilities for crystal structure interactions
adjacent to AA.AG@helix.ends:

] Potential interaction; not present.
Coaxial stacking present in crystal structure.

Citation and related information available at http://www.rna.icmb.utexas.edu/ANALYSIS/AAAG/



