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Current techniques in protein homology testing involve a 1-dimensional
alignment of nucleotide or amino acid sequencing. Due to its various constraints and
low sequence identity values, a 2-Dimensional Hydrophobic Cluster Alignment has
increasingly been used to predict the structure and functionality of protein. This work
proposed an algorithm based on a secondary-structure Hydrophobic Cluster
Alignment to compute a similarity score of protein sequences automatically,
which helps reduce interventions of a human expert for a manual alignment.
Additional techniques are introduced to speed up the calculation, as well as
to resolve some (greedy-based alignment limitation in the previous work.
The alignment results and the classification accuracies from the well-known
HOMSTRAD and PIR database have demonstrated an improvement in both accuracy

and the computation time.





