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Abstract

We present a strategy for generating a multiple alignment from a hidden Mar o model MM
for lo identity, lo similarity protein se uences n this approach the ordered series of motifs and the
motif inter ening regions are independently modeled We also pro ide a measure of multiple alignment

goodness called the sta ility function to compared one alignment to another  his strategy pro ides

a more ro ust MM representing highly di ergent se uence data






























