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Abstract

Research of basis technology to construct the human haplotype map is one of active areas in
SNP post-genomics research. Identification of haplotype block structure from haplotype data is
key step in the haplotype map project. Several algorithms have been proposed for the block
identification, including the greedy algorithm, and the dynamic programming based algorithm.
This paper analyzed block partitioning method of several algorithm which has been proposed in

recent years. HapBlock and HaploBlockFinder are programs used in our experiment.
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