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We suggest an efficient solution to the following subset matching problem.
Given a dictionary D of genotypes, our goal is to preprocess all the genotypes
in D such that given a query haplotype H, we answer if H can be inferred from one
(or more) of the genotypes in D.  Furthermore, for every such haplotype we would
like to know how many genotypes it resolves.
Indexing the possible haplotypes as well as gathering statistical information
about them can speed up various algorithms for haplotyping such as ``Clark's rule''
based algorithms, ``pure parsimony'', and inferring haplotypes from a set of Trios.
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