sequence

aligning very divergent sequences.
Avariety of algorithms for pairwise

alignment,  multiple
alignment, and database searching

(e.g, BLAST) allow you to select
an assortment of PAM matrices
such as PAM250, PAM70, and
PAM30.

FIGURE 3.14. Log-odds matrix
for PAM250. High PAM values
(eg, PAM250) are useful for
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