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Review of Common Sequence Alignment Methods:

Clues to Enhance Reliability
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6. PERSPECTIVES AND CONCLUSIONS

Several papers have systematically tested the accuracy of
different multiple alignment methods against structurally or
manually  generated alignments [9,69,98].  Another
benchmark for the alignment methods was developed by
Julie D. Thompson to evaluate several local and global
multiple alignment programs [51]. The results of this study
suggest that the reference alignments used as test cases
affects the performance of alignments programs and not all of
the alignment methods react in the same manner to the
different problems presented in those test cases [51]. Our
conclusions are confirmed by the work of Julie Thompson
that should allow users select the most suitable technique
according to their requirements in terms of selectivity and
sensitivity and depending on the set of sequences to be
aligned. Each aligned set of sequences consists of technique
according to their requirements in terms of selectivity and
sensitivity, depending on the set of sequences to be aligned.
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