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Design of Genetic Algorithm to enumerate multiple optimal solutionsto
haplotype assembly problem
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Abstract

The haplotype assembly problem aims to reconstruct a pair of haplotype of an individual from its DNA sequencing
fragment data. There are some heuristic algorithms and parameterized algorithms for the various computational optimal
models.However, these algorithmswork out with only one optimal solution, i.e.apair of haplotypes.However, the
optimal solution to abiological problemis usually not unique, or thereal solution may be suboptimal.The paper proposes
anew genetic algorithm to enumerate multiple optimal solutions to the haplotype assembly problem.Experimental results
show that this algorithm is more accurate in haplotype reconstruction and provides the chance for the biologists to choose
one from these multiple solutions based on some biological knowledge.
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