Protein structure prediction
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“Protein Threading”

(D) This Set of Possible Threadings Will Be Split Into Three Subsets at Segment |




The time required to find the global minimum is shown on
log-log axes as a function of search space size.
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Heuristic (Objective) Function

We have explored several alternative forms of the lower
bound (Lathrop & Smith, 1994). Our current version,
denoted 1b(.7), is:

min f(t) = 1b(7)
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