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DNA PairW ise Sequence A lignment Based on
an Improved Ant Colony A Eorithm

Li Fangjg LiuXiyu Chen Jie

(School ofM anagem ent and E conany, Shandong Nom alUnwersity Jinan 250014)

Abstract Sequence alignment is a basic nfom ation processing apprwach DNA sequence aligmment has multpk se-
quence aligmment and pair-wise sequence alignment This paper analyzed pairw ise sequence alinm ent based on stand-
ard ant colony algorithm firstly Secondly n orer to accelerate the convergence and avoid the stagnation this paper
proposed an m pwoved ant cobny algoritm. Lastly it proved thatboth convergence rate and ghbbal optim um havem uch
better resu lts
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