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Abstract 

 
 
An evolutionary study on the mRNA and related proteins for the CEAL1, BRCA3 

and related biological sequences has been performed. MSA has been generated 

through the alignment of DNA and protein sequences through Clustal W and 

verified through other MSA building tool, T-Coffee. Phylogenetic tree has been 

reconstructed using Phylip. Tree was also reconstructed through Treeview from 

the Newick format data generated through Clustal W.  Studies support the 

positions of sequences in tree for mammals as well as for some rodents. Our 

analysis supports the view to use rodents as model organisms for the study about 

some cancers in humans and other mammals. 

 

 

 


