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Using Bioinformatics Tools)
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Abstract

The Basic Local Alignment Search Tool (BLAST) is one of the most established software in bioinformatics research and it
compares a query sequence against the libraries of known sequences in order to investigate sequence similarity. Expressed
Sequence Tags (ESTs) are single-pass sequence reads from mRNA (or cDNA) and represent the expression for a given cDNA
library and the snapshot of genes expressed in a given tissue and/or at a given developmental stage. Therefore, ESTs can be very
valuable information for functional genomics and bioinformatics researches. Although major bio database (DB) websites including
NCBI are providing BLAST services and EST data, local DB and search system is demanding for better performance and
security issue. Here we present animal EST DBs and local BLAST search system. The animal ESTs DB in NCBI Genbank were
divided by animal species using the Perl script we developed. and we also built the new extended DB search systems for the
new data (Local Animal BLAST Search System: http://bioinfo.kohost.net), which was constructed on the high-capacity PC Cluster
system for the best performance. The new local DB contains 650,046 sequences for Bos taurus(cattle), 368,120 sequences for Sus
scrofa (pig), 693,005 sequences for Gallus gallus (fowl), respectively.
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DB name Sequence Total letters Size Source DB name
cattle_est 650,046 321,794,657 404 MB est_others
cattle nt 300,961 292,239,278 336 MB nt
cattle_all 951,007 614,033,935 740 MB cattle_est, cattle_nt
cattle_estmRNA 664,946 339,327,882 423 MB cattle. mRNA + cattle_est
cattle. mRNA 14,900 17,533,225 19 MB cattle_nt (mRNA | cDNA)
£ 2. Construction of Local Porcine ESTs Database Overview
DB name Sequence Total letters Size Source DB name
pig_est 368,120 187,601,524 229 MB est_others
pig_nt 13,849 30,106,728 32 MB nt
pig_all - 381,969 217,708,252 261 MB pig_est, pig_nt
pig_estmRNA 373,166 194,002,264 236 MB pig_mRNA + pig_est
pig_ mRNA 5,046 6,400,740 7 MB pig_nt (mRNA | cDNA)
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3 3. Construction of Local Fowl ESTs Database Overview

DB name Sequence Total letters Size Source DB name

fowl _est 693,005 429,836,228 523 MB est_others

fowl_nt 53,091 98,575,801 105 MB nt

fowl_all 746,096 528,412,029 628 MB fowl_est, fowl nt
fowl_estmRNA 737,903 498,660,126 597 MB fowl mRNA + fowl est
fowl mRNA 44,898 68,823,898 74 MB fowl_nt (mRNA | ¢cDNA)
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