
The BLAST-Like Alignment Tool 

BLAT is the BLAST-like alignment tool, designed to find regions of similarity between 

query and target sequences, which is characterized by its high speed. 

Usage: 

1. Select the sequence type. 

2. Paste the sequence to be queried in the sequence box or upload the sequence file. 

3. Select the species, database type and output format. Click “Submit” to submit. 

 

 

 

Results: 

1. The blat result. Click the link to download the result file. 

 


