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Extract lowercase masked FASTA from a BLAST database with
masking information

If a BLAST database contains masking information, this can be extracted using the blastdbcmd options —
db_mask and -mask_sequence as follows:

$ blastdbcrd -info -db mask-data-db
Dat abase: Mask data test
10 sequences; 12,609 total residues
Date: Feb 17, 2009 5:10 PM Longest sequence: 1,694 residues

Available filtering algorithms applied to database sequences:

AlgorithmID Al gorithm name Al gorithm options

20 seg default options used

40 r epeat - speci es Desnpdus_r ot undus
Vol unes:

mask- dat a- db
$ bl astdbcnd -db mask-data-db -mask_sequence_with 20 -entry 71022837
>gi | 71022837| ref | XP_761648. 1| hypot hetical protein UMD5501.1 [Ustil ago naydi s 521]
MPPSARHSAHPSHHPHAGGRDL HHAAGGPPPQGGPGVPPGPGNGPMHHPHSSYAQSMPPPPGL PPHAMNG NGPPPSTHG
GPPPRWNMADGPGGAGGPPPPPPPHI PRSSSAQSRI MEAaggpagpppagppast spavkl sl ANEaaws| Gsaaet m
Edydr al sayeaal r hnpysvpal sai agvhrt | dnf ekavdyf gr vl ni vpengd TWGSMGHCYLMVDDLQRAYTAYQQ
ALYHLPNPKEPKLWYG G LYDRYGSLEHAEEAFASVVRVDPNYEKANEI YFRLG | YKQONKFPASLECFRYI LDNPPR
PLTEI DI WFQ GHVYEQQKEFNAAKEAYERVL AENPNHAKVL QQL GAL YHL SNAGFNNQERAI QFL TKSL ESDPNDAQSW
YLLGRAYMAGONYNKAYEAYQQAVYRDGKNPTFWCSI GVLYYQ NQYRDALDAYSRAI RLNPY! SEVWFDL GSL YEACNN
Q SDAI HAYERAADL DPDNPQ QQRL QL L RNAEAKGGEL PEAPVPQDVHPTAYANNNGVAPGPPTQ GGGPGPSYPPPLV
GPQL AGNGGGRGDL SDRDL PGPGHL GSSHSPPPFRGPPGT DDRGARGPPHGAL APMVGGPGGPEPL GRGGFSHSRGPSPG
PPRVDPYGRRL GSPPRRSPPPPL RSDVHDGHGAPPHVHGCQGHGEGHCQGHGEGHCQGHGSHGHSHGGEFRGPPPLAAAG
PGGPPPPL DHYGRPMGGPMSEREREVEVEREREREREREQAARGYPASGRI TPKNEPGYARSCQHGGSNAPSPAFGRPPVY
GRDEGRDYYNNSHPGSGPGGPRGGYERGPGAPHAPAPGVRHDERGPPPAPFEHERGPPPPHQAGDL RYDSYSDGRDGPFR
GPPPGLGRPTPDWERT RAGEYGPPSL HDGAEGRNAGGSASKSRRGPKAKDEL EAAPAPPSPVPSSAGKKGKTTSSRAGSP
WEAKGGVAAPGKNGKAST PFGT GVGAPVAAAGYGGGVGSKKGAAI SLRPQEDQPDSRPGSPQSRRDASPASSDGSNEPLA
ARAPSSRWDEDYDEGAADAL MAL AGAASASSASVATAAPAPVSPVAT SDRASSAEKRAESSL GKRPYAEEERAVDEPED
SYKRAKSGSAAEI EADATSGCRLNGVSVSAKPEATAAEGTEQPKETRTETPPLAVAQATSPEAI NGKAESESAVQPMDVD
GREPSKAPSESATANMKDSPSTANPVVAAKASEPSPTAAPPAT SMAT SEAQPAKADSCEKNNNDEDEREEEEGQ HEDPI D
APAKRADEDGAK
$
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Custom data extraction and formatting from a BLAST database
The following examples show how to extract selected information from a BLAST database and how to format it:

Extract the accession, sequence |ength,

and masked locations for G 71022837:

$ blastdbcnd -entry 71022837 -db Test/nask-data-db -outfmt "% % %
XP_761648.1 1292 119-139; 140- 144; 147-152; 154- 160; 161- 216;

Extract different sequence ranges from the BLAST databases

The command below will extract two different sequences: bases 40-80 in human chromosome Y (GI 13626247)
with the masked regions in lowercase characters (notice argument 30, the masking algorithm ID which is
available in this BLAST database) and bases 1-10 in the minus strand of human chromosome 20 (GI 14772189).

$printf "% % % ¥%B\n¥% % %\n" 13626247 40-80 plus 30 14772189 1-10 m nus \

| blastdbcnd -db GPlI PE/ 9606/ current/all _contig -entry_batch -

>gi | 13626247| ref | NT_025975. 2| : 40- 80 Honp sapi ens chronosone Y genom c contig, GRCh37.pl0
Primary Assenbly

tgcattccattctattctcttct ACTGCATACAattt cact

>gi | 14772189| ref | NT_025215. 4| : ¢10-1 Honp sapi ens chronosone 20 genonic contig, GRCh37.pl0
Primary Assenbly

GCTCTAGATC

$

Display the locations where BLAST will search for BLAST
databases

This is accomplished by using the -show_blastdb_search_path option in blastdbcmd:

$ bl astdbcnd -show bl astdb_search_path
:/ net/ nabl 000/ vol / bl ast/ db/ bl ast 1: / net/ nabl 000/ vol / bl ast/ db/ bl ast 2:
$

Display the available BLAST databases at a given directory
This is accomplished by using the -list option in blastdbcmd:

$ blastdbcnd -1ist repeat -recursive
repeat/repeat 3055 Nucl eoti de
repeat/repeat 31032 Nucl eoti de
repeat/repeat 35128 Nucl eoti de
repeat/repeat 3702 Nucl eoti de
repeat/repeat 40674 Nucl eoti de
repeat/repeat 4530 Nucl eoti de
repeat/repeat 4751 Nucl eoti de
repeat/repeat 6238 Nucl eoti de
repeat/repeat 6239 Nucl eoti de
repeat/repeat 7165 Nucl eoti de
repeat/repeat 7227 Nucl eoti de
repeat/repeat 7719 Nucl eoti de
repeat/repeat 7955 Nucl eoti de
repeat/repeat 9606 Nucl eoti de
repeat/repeat 9989 Nucl eoti de
$



Extracting data from BLAST databases with blastdbcmd

The first column of the default output is the file name of the BLAST database (usually provided as the —-db
argument to other BLAST+ applications), the second column represents the molecule type of the BLAST
database. This output is configurable via the list_outfmt command line option.
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