
2009
�������� �	
��

2009 International Conference on Advanced Information Technologies (AIT) 

一個一個一個一個以親緣樹差異以親緣樹差異以親緣樹差異以親緣樹差異分析分析分析分析為基礎為基礎為基礎為基礎的的的的蛋白質蛋白質蛋白質蛋白質同源檢索同源檢索同源檢索同源檢索演演演演

算法算法算法算法 

 
 

摘要摘要摘要摘要 
��� ����� ���� ��� ��� ���  �!"#� ���� $% &���'( )*#� �����+ �,-� ��./012 345�6 789 �:;<6 789�� ���= > ?@A(B CD�EFG��./ �HI )*JK� �LM N(OPQ �RS
ZhangTM N�= �UVWXYZQ �L

ExPASy
� ��[\]^R S3$�

UniProt[\_TM` �� ��� �[\a b(O��= �cYd �efgh= �UVWXij����� � )kO c��=lmno#pq�� ��rst uYZQvw S1x y r(��z{h|C�}~6 72��� ����r���C��F� )� 
JPQ ��� ���� �@;<Yd���� ������RS��2�5ij  ���� )
 ������������ �� ���� �= �UVWX ���= )

 
 

Abstract 
 

Phylogenetic analysis is one of popular 
topics in proteomics to the demand for study. 
Because of clustering correlation between protein 
sequence and structure, undoubtedly biomedical 
scientist discriminates genetic structure 
depending on the phylogenetic tree with the 
correlation between sequences. Therefore, this 
study designed a method to use the tree match 
algorithm with edit distance proposed by Zhang 
to compare phylogenetic trees. The phylogenetic 
trees built from the UniProt protein database in 
ExPASy were conducted the pairwise 
comparisons with evolutionary concept. The 
homology search algorithm based on 
discrimination of phylogenetic tree was applied 
to find the similar clusters of species of 
descended from a common ancestor or derivative 
combination, such as discrimination of homology 
of early mutants. Protein sequence alignment by 

this way exhibits more evolutionary meanings 
than traditional alignment by the other methods 
of similarity match. 
Keywords: protein sequence、 tree editing 
distance、Phylogenetic Tree 
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