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Definition 7.3 Let 7" and () be two input strings. A local alienment of
the substrings T'[s,, e;] and Q[s,, e,] is represented as a path from (s;.s,)
to (es,€y) in the edit graph, and let (s;,s,) — (es,e,) denote the local
alignment. (s.,s,) and (e, e,) are called the startpoint and endpoint of A.
Local alignment A, (s;,s,) — (s, €y), is a predecessor of local alignment
Al (s, 8,) — (€, €,), if both e; < 57 and e, < s} hold. This predecessor
relationship is denoted by A < A’, and A’ is called a successor of A. A
chain is a sequence of alignments A1 < As < ... < Ap.
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__________________________ <o) ; g Use seed matches
(s'.s ,-")k for alignments.
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"""""""""""""""""""""""""""""""""""""""" (ey.e’)
_}.-'

Each alignment is associated with a real value score. The score of a chain is
defined as the sum of scores of all alignments in the chain. Our objective is to
compute the optimal chain ending at each alignment that maximizes the score.
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