
How to create a custom reference 
database for BLAST in SEED2 

Step 1 – dowload reference sequences as FASTA or 
create FASTA file from your edited sequences and put 
desired information into the titles of the sequences, 
e.g.: 
 
<Species name>|<ACCESSION#>|<full taxonomy> 
 
Here is example of FASTA: 
 

>Thelephora_sp|UDB014120|k__Fungi;p__Basidiomycota;c__Agaricomy
cetes;o__Thelephorales;f__Thelephoraceae;g__Thelephora;s__Thelephor
a_sp 
GGAAGGATCATTACT… 
>Dothiorella_parva|KC898234|k__Fungi;p__Ascomycota;c__Dothideomy
cetes;o__Botryosphaeriales;f__Botryosphaeriaceae;g__Dothiorella;s__D
othiorella_parva 
AAGGATCATTACCGA… 
 
 

 
 

https://www.mothur.org/wiki/Silva_reference_files 

https://unite.ut.ee/repository.php 

Step 2 – open the file 
in SEED2 



Step 3 – save FASTA 
as local database 

name your reference database 

…build the database 

This step will generate 3 binary 
files in database "folder": 



select the 
database 
folder and the 
reference 
database 

Step 4 – use the reference database for BLAST identification 

select "NCBI 
BLAST" in 
"Identification" 
menu 

…run BLAST 
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