












a few outlier true solutions. The proposed GA solution
method does not limit the potential search space (in fact it
increases it by not introducing a hard upper limit on
subsequence size). The GA solution gains performance by
probabilistically focusing on the most probable portions of
the search space leading to an algorithm which will find
nearly the best score in many fewer solution evaluations.

It should be noted that the output of the GA search can
also be used as a pre-filter to a full linear programming CM
search. Since the GA may produce a suboptimal score, the
threshold for accepting a subsequence as a family member
of the ncRNA family could be set lower than usual and the
family members found could be rescored using the full CM
to get exact scores. The full CM would run on a very small
subset of the original data and therefore the computational
requirements may be tenable.

Further research in this area clearly includes quantifying
the tradeoffs between computation time and score accuracy.
It is also hoped to investigate searching over both positionj
and subsequence length d simultaneously (rather than just d
as presented in this paper). This could have the advantage
of rejecting segments of the query sequence with little hope
of scoring well in favor of increased effort in proximity of
high scoring positions.
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