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Table 1. describes gene sequency of DREB2 from different plant species in the family of cereals

cDNA .
No. . Accession
Sequences Species length number
(bp)
1 Bromus japonicus 435 KP406596
2 Triticum aestivum cultivar NI1-5439 433 JF728299
3 Hordeum brevisubulatum 490 JN107537
4 Triticum aestivum cultivar HD 2733 475 JN191707
5 Leymus ginghaicus 560 JQ755246
6 Aegilops tauschii 458 KC213967
7 Oryza sativa 490 AF300971.2
8 Triticum aestivum 480 DQ195069
9 Aegilops biuncialis 490 FR719742
10 Avena sativa 420 EF672101
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Figure 2- Phylogenetic tree of nucleotide sequence ofthe gene DREB2 wheat, barley, rice, oats,

Bromus and reference sequences of subfamilies in wheat (HD2733; NI-543)
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Identification of Dehydration-responsive Element Binding-factor Gene in Bromus
japonicus in the Salinity Stress

M. Basiri!*, S. M. Mousavi-Nik?, S. K. Sabbagh?, D. Naderi*, A. Siahmarguee®, K. Mostafavi®

Abstract

Invasive plant species that are characterized as weed, plants are resistant to environmental hard conditions
that this feature can be used to the genetic alternation and transformation to resistant crops. The aim of this
study was identification of gene involved in tolerance to abiotic environmental stresses in the Bromus
japonicus called DREB?2. in this subject, salinity stress was applied via sodium chloride, Sequencing and
Identification of stress resistance gene in this plant and then sequence obtained was examined. Sequence
Analysis and Comparing sequence obtained with sequences this gene in other plants was performed with
softwares such as BLAST, ExPasy, ELM, Clustal W, Meg Align. The result was showed that the amplified
fragment belonged to part of salinity-responsive element binding-factor gene in this plant. The comparison
DREB?2 gene sequence with other sequences this gen in the other plant species was confirm the Bromus
japonicus and Aegilops tauschii have the most similarity with 89.9% the highest likeness (the lowest genetic
distance). Bioinformatics analysis of the amino acid sequence of the translated nucleotide sequence of the
gene DREB2 in the Bromus japonicus through software CDD search showed that AP2 Domain area is in
this sequence, these sequences was submitted to GenBank, it is accession code is KP406596.

Key words: Transcription factors, AP2 domain, Resistance of salinity sequence of the gene
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