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Motivation

Analysis of sequences similarities is the first and most important method used to find out the function of unknown nucleotides. Searching of homologs should be done 
carefully not to loose any important ones.  Having thousands of results from various long-read sequencing projects (ie. differentially expressed tags, genomic 
polymorphons or BAC ends), the by-hand ability to retrieve interesting (to our goal) similarities in hundreds of thousands of Blast results is practically not possible. 
Decreasing the number of retrieved sequences by giving more stringency in e-value threshold or displaying less results would lead to false deductions. Using the 
program it is also possible to automate gene product annotations.

Methods

To facilitate fast retrieval of interesting Blast homologies and making right 
deductions about the biological role of sequences, in big sequencing projects, the 
new Perl script BRAGOMAP was written. The program make use of some of 
BioPerl modules as well as the power of regex text-mining in the Perl itself (Table 
1).
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Results

The script gives us the possibility to retrive interesting BLAST similarities by using 
keywords to scann GenBank fields and giving scores for each one found.  It 
collects all impotrant information from GenBank data and puts in separate 
columns of tab-delimited file for further use (Table 2). If we were interested in 
flower differentiation genes we could use the keywords (flower, ovule, anther, 
pollen, etc.) and/or filter all the homologies sequences isolated from flower tissues 
in a special development stage. We can also filter results by choosing similarities 
to interesting genes or protein products. This script retrieve also all standard 
information from the Blast and GenBank files as Description, ACC no., E-value, 
Similarity positions, Query Length, Percent of Similarity etc. Automatic 
annotations are done by looking for genes, protein products and /or DB references 
in the proper mappings files (Table 3).

What do You want to do [b]last or [f]iltering?: f

Filtering settings filename:? cucf2

First file number: 1
Last file number: 3883
File name: stcok_blastn_nt_030908
Most important taxon: cucurbitaceae
Less important taxon: magnoliophyta
Minor taxon: eukaryota
Important organella: mitochondrion
Minimal percent of simillarity: 60
Minimal length with 60 simillarity: 20
Number of HITs to analyze: 0

Choosen database is: nt

Keywords list filename:? cuck1

Your choosen keywords are: ACO, sex, flower, female, male, gonade, pollen, 
anther, ACS, fruit, shoot apex, SRY, X chromosome, Y chromosome, 
chromosome X, chromosome Y, ovary, ovule, carpel, pistil, primordium, 
development, differentiation, embryo, stress,heatshock, ethylene, auxin, 
hormone, steroid, seed, gibberellin, stamen, PCD, pollination, programmed 
cell death, buds, drougth, ROS, monooxygenase, catalasa, apoptosis, 
laddering, oxygene stress, chaperones, transport, transcription factor, 
tapetum, archespor, ACC, microspore, macrospore, placenta, ethrel

Do You want to start [f]iltering or to change [s]ettings:? f

Is it an update(y/n):? n

Filtering: #1/1
ACC_NO is AM465301

Number of all unique found keywords: 0

 *** Number of all collected points *** 6

It was filtered: #1/1
***
Filtering: #2/1

Table 1 – Program parameters

Table 3 – Annotations chart

Table 2 – Collection of GenBank Data
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