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Downloading the standalone package of executables



# Formatting DBs

$ makeblastdb -in targetDB.fasta -dbtype [nucl|prot]

# Running a regular blastn analysis

$ blastn -task blastn -query file1.fasta -db targetDB -out file1--vs--targetDB.BlastN.txt 

# Changing parameters for a more sensitive search and reporting only the top10 hits

$ blastn -task blastn -query file1.fasta -db targetDB -out file1--vs--targetDB.BlastN-F-W7-1e-3-

top10.txt -dust no -word_size 7 -evalue 1e-3 -num_descriptions 10 -num_alignments 10 -num_threads 12

# Same as above, but generating a tabular output file rather than the long default output format

$ blastn -task blastn -query file1.fasta -db targetDB -out file1--vs--targetDB.BlastN-F-W7-1e-3-

top10.tsv -dust no -word_size 7 -evalue 1e-3 -num_descriptions 10 -num_alignments 10 -outfmt [6|7] -

num_threads 12

# Running remotely (using NCBI nr or nt databases), just add the "-remote" option at the end of the cmd line

$ nohup blastp -query file1.fasta -db nr -out test10-vs-nr.BlastP_remote-top5.txt -num_descriptions 5 

-num_alignments 5 -remote &

# NOTE: nt.nal or nr.pal file must exist in the current directory, for either non-redundant nucleotide or protein DBs, respectively

# They can be obtained by "untaring" one of the n[tr].##.tar.gz files from the ftp://ftp.ncbi.nlm.nih.gov/blast/db/

Running BLAST executables



Tweaking tabular output format options

# NOTE: One may see those instructions by typing any 

of the blast executable commands (blastn, blastp, 

blastx, tblastn, or tblastx) followed by “-help”



#Percent identity

-perc_identity <Real, 0..100> 

#Percent query coverage per hsp

-qcov_hsp_perc

<Real, 0..100>

Important filtering options for better results’ interpretation

#NOTE: Another straightforward alternative is being quite loose (less stringent) on a first BLAST 

run, and then filtering a large tabular output file with the “awk” bash command, setting desired 

thresholds for both columns 3 and 4 (%identity and alignment_length, respectively). It is 

worthwhile (and faster) when one needs to test different thresholds.



Bring your issues on!


