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Abstract
The haplotype assembly MEC problem is the computational problem of inducing a pair of haplotypes from an
individual” s DNA fragments sequencing data by correcting minimum SNPs.Based on the characters of DNA fragments,

the paper introduces a parameterized algorithm of time complexity O (nk22k2+ml ogm+mk,)  with mfragments, n
SNPs,  the maximum number of SNP sites that a fragment coversk, (usually smaller than 10)  and the maximum number
of the fragments covering a SNP sitek,, (usually no more than 10) .For the practical fragment data, the algorithm can
solve the MEC problem efficiently even if mand n are larger and it is scalable and applicable in practice.
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