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A BioPerl based remote automatic extraction of

NCBI resistance gene sequences
ZHANG Xiaojing, PAN Weimin, CAO Xingqin "
(School of Biology, Xinjiang Normal University, Urumchi Xinjiang 830054, China)

Abstract ; BioPerl has a good performance to acquire and process large amounts of biological data. NCBI provides
BioPerl interface to directly access its subordinate Entrez databases (including PubMed) , the E-Utilities. In order
to get NCBI gene sequences automatically to build a secondly database for biological stress resistance genes, in this
paper, We designed BioPerl based program to extract stress tolerance gene sequence program. This program is
smart,lean, and with powerful text processing capability of Perl language, it can achieve different types of remote
access to gene sequences for most of the researchers and provide a better way to gain a specific sequence.
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bZIP ; LEA |late embryogenesis abundant proteins;

resistance ,resistant ;
threatened . threaten ;
inducible; CDP ; DREB , dehydration responsive
tolerant . tolerance ;
stressed ., stress B

defense

Mitogen-activated protein kinase; MYB  myeloblastosis ;
RLKs ,Receptor-like protein kinases \LRR |

Leucine-rich repeat; chaperone ; pro;

MYC ; AFPs ,antifreeze ; APX ; mechanosensitive

channel ,ion channels; osmotic; AQP  aquaporin ;

element ; MAP | dehydrin |

seed maturation protein

Phospholipase;

Phospholipase C ,PLC;betaine
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use Bio::DB::EUtilities;
use Bio::SeqIO;

my $eutil = Bio::DB::EUtilities->new(-eutil => 'esearch’',
-email => 'mymail@foo.
-db => 'nucleotide’
-term =>

-usehistory =>
):

Ty
my §$ct = §eutil->get_count;

print "Count = ",$eutil->get_count,"\n";

my $hist = $eutil->next_History || die "No history data returne
§eutil->set_parameters (-eutil => 'efetch’',

-rettype => 'gb’',
-history => $hist);

$eutil->get_Response(-file => 'lea-keyword.gb');

'LEA[ALL] OR late embryogenesis abundant proteins[ALL] OR dehydrin[ALL]

bar’',

.

d”;
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Fig.1 The code
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leg-entry ::= set {
class nuc-prot ,
descr {
source {
genome genomic ,
org {

common “"thale cress" ,
db {
{
db "taxon" ,
tag
id 3702 } } ,
orgname {
name
binomial {

mod {
{
subtype ecotype ,

Arabidopsis”" ,
gcode 1 ,
mgcode 1 ,
div "PLN" } } ,

genus "Arabidopsis”" ,
species "thaliana" } ,

subname "Columbia®™ } } ,
lineage "Eukaryota; Viridiplantae; Streptophyta; Embryophyta;
Tracheophyta; Spermatophyta; Magnoliophyta; eudicotyledons; core
eudicotyledons; rosids; malvids; Brassicales; Brassicaceae; Camelineae;

taxname "Arabidopsis thaliana" ,

B 2 Genbank 3 f§
Fig.2 Genbank document
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