ARB workshop 

Tutorial 5: Using BLAST to identify related sequences


NOTE: Throughout the tutorials, items requiring actions from you are denoted by >> and items which you should select or click on are bolded.

BLAST is a powerful tool to identify sequences which are similar to a queried sequence.  Sequences from GenBank can be imported into ARB to build your ARB database and strengthen your phylogenetic comparisons and primer/probe designs.

USING BLAST

>> Open the NCBI website:

http://www.ncbi.nlm.nih.gov/
>> Select BLAST at the top of the screen.

>> Under Basic BLAST, select nucleotide blast.
>> Open the file practice_17_SINA.txt, located in your desktop folder.  Copy one of the sequences using the Edit | Copy function.

>> Back on the BLAST webpage, paste the sequence in the first large box under Enter accession number, gi, or FASTA sequence.

>> The default database search option is the Human genomic database.  Under Choose Search Set, Database, choose Others (nr, etc.)
>> Under Optimize for, choose Somewhat similar sequences (blastn)
>> Select the BLAST button

>> Scroll down to examine the alignment of your sequence to others in the database. Click on an accession number to learn more about the sequence.

DOWNLOAD A SEQUENCE FROM GENBANK

Identify a sequence which you would like to download from GenBank and import into your ARB database.  

>> At the top right of the screen, choose Download, and choose Genbank (Full).  Designate a location to save the file.
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IMPORT A SEQUENCE INTO ARB

>> Import the sequence into ARB using File | Import | Import sequences and fields.  Find your file name, and select Auto Detect to find the file format.  ARB should detect the format as genbank_multi.ift.  Select GO.  When the names message comes up, select use found names.

The sequence is now imported into ARB.  Use the Fastaligner to align the sequence (see Tutorial 2 for more details), and add it to the database parsimony tree (the ‘big tree’).  
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