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Abstract Multiple Sequence Alignment (MSA) is one of the most important tools in modern biology. The MSA
problem is NP-hard; therefore,heuristic approaches are needed to align a large set of data within a reasonable time.
In this paper,a new MSA algorithm is proposed. We use a Minimum Spanning Tree (MST) algorithm to construct a
guide tree in which the sequences are aligned. Quality assessment of our algorithm with ClustalX was conducted using
the BAIiIBASE benchmarks. It is found that our algorithm can provide alignments which are better than those from

ClustalX in most test cases.
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#2 The score of three algorithms
Test case Nse MmL MaxL Msétpl\gsa Ché‘;glx
lesp—refl ) 66 70 0. 952 0. 908
2cha_refl 5 237 259 0. 644 0. 487
1ple-.refl 5 88 99 0.893 0. 876
laho_refl 5 61 65 0. 855 0. 757
lamk_refl 5 242 254 0. 969 0. 893
1pysA_refd 4 234 785 0. 652 0. 482
kinasel_ref4 7 289 481 0. 706 0. 582
1pfe_refd 10 111 362 0. 383 0. 249
livy_ref5 7 406 441 0. 684 0.734
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