
Basic Local Alignment Search Tool 

BLAST identifies similar regions among biological sequences by comparing nucleotide 

or protein sequences to sequence databases and calculating their statistical significance. 

Usage: 

1. Paste the sequence you want to query in the sequence box. 

2. Select the database type. 

3. Adjust the parameters if you need and click the button at the bottom right to submit. 

 

 

Results: 

1. First, there is a visual representation of the genomic positions where the sequences 

are aligned (box1). 

2. Then, a list of all the aligned positions is provided (box2), users can click to obtain 

sequence alignment details (box3). 

 

 



 

 


