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BLAST 
• Published in 1990  



BLAST 

• One of the most used Bioinformatics tool  
•  In the top 20 of most cited articles of all time 



BLAST 
•  Find region of similarity between sequences 
• Compare nucleotide or protein sequences 
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BLAST 

• An improved version of the Smith-Waterman algorithm 
• Weighted matrix 



BLAST 

• Blastn: nucleotide database / nucleotide query 
• Blastp: protein database / protein query 
• Blastx: protein database / translated nucleotide query 
•  tblastn: translated nucleotide database using a protein 

query 
•  tblastx: Search translated nucleotide database using a 

translated nucleotide query 



BLAST 



BLAST 
• User interface 
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• User interface 
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BLAST 

• E value ? 

•  Indicate the probability of finding random similarities 
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BLAST 
• Blast is useful to: 

•  Identify unknown sequences 
•  Find homologous sequences in other species 
•  Locating domains 
•  Find the position of a sequence in a genome 

• Blast is not suited to: 

• Dealing with HUGE Datasets! (ex: reads coming from 
sequencing) 


