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The recent explosive expansion of the sequence databases has
increased the need for ways to infer structural and functiona
information regarding newly sequenced proteins. One of the nost
effective ways to do this is to identify honol ogous proteins about
whi ch nore is known.

Honol og identification nethods rely on sonme score function to
nmeasur e sequence simlarity. Wi | e cl ose evol utionary
relationships can be confidently determned, the difficulty
increases as the evolutionary relationship becones nore distant.
The choice of score function is a critical aspect to inprove the
identification of distant relationships.

We describe a new nmethod of determining the score function by
optimzing the ability to discrimnate between honologs and non-
honol ogs. This new score function out-perforns currently
avai l abl e score functions at identifying both distant and close
honol ogi es.



