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Version 2 an Use these programs to compare twa or more sequences

Gap

@ Contents Uses the algorithm of Meedleman and Wunsch ta find the alionment of twa carmplete sequences. It maximizes the
® |ndex number matches and minimizes the number of gaps.

* Managers %Global\ align two nucleic acid seguences.

‘b Slabally align two peptide sequences

BestFit
Makes an optimal alignment of the hest seament of similarity between two sequences. Optimal alignments are found
by inserting gaps to maximize the number of matches using the Jocal homology algorithm of Smith and Waterman.

m_anall align two nucleic acid sequences

‘B Locally align two peptide sequences

Compare
Compares two peptide or nucleic acid segquences and creates a graph that shows where the two sequences are
similar.

QCompare and graphically display two nucleic acid sequences

‘b Cormpare and graphically display two peptide sequences.
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