
Hammerhead 1 Ribozyme

Comparison of the reference Rfam structure of the Hammerhead1 Ribozyme and
predicted structures. Two of the stems can not be predicted using the original
RNAalifold. Better treatment of gaps is enough to predict all stems, but only
using the RIBOSUM scoring scheme predicts all base pairs correctly.
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When looking at the structure annotated alignment, one can see that the
blue hairpin loop is much too long if the old RNAalifold is used, and therefore
will not be formed. This in turn leads to a very long, energetically highly
unfavorable interior loop between the green and the red stem. Thus, the red
stem can also only be correctly predicted if gaps are not used to evaluate loop
energies.
The two outer blue base pairs have so many counter examples that only the
RIBOSUM way of giving a small bonus to identical base pairs also leads to
their inclusion into the structure.


