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Highlights:
I. Repeated AP2 domain originated during the growing embryo, leaf and flower.
II. Sole AP2 domain initiated abiotic stress such as freezing, drought, salt, low oxygen,   oxidative, osmotic, heat, heavy metals, and soil salinity. 
III. AP2 domain with the B3 domain implicated the solution of brassinosteroid. 
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Abstract: 
         The AP2 (apetala2)/ERF (ethylene-responsive factor) superfamily has diverse functions that prevail during growth also stress tolerance in crops. In contrast, the ERF family of TF (transcription factor) genes is widespread in the plant genome. Known studies exhibit the ERF family has classified into the DREB (dehydration-responsive element-binding) subfamily. Therefore, the AP2/ERF family demonstrated the repeated AP2 domain originated during the improvement process. The single AP2 domain initiated abiotic stress. Finally, the AP2 with B3 domain implicated the solution of brassinosteroid. My objective was to examine the stress-responsive ERF family and DREB subfamily in Arabidopsis thaliana, Oryza sativa, and Brassica juncea. An observation of the large AP2/ERF family is fundamental to pursuing the subject of the major ERF family and their sub-family involved during stress tolerance in crops. So, I performed bioinformatics and computational techniques to the current knowledge of the mighty AP2/ERF family and their subfamilies in crops. This method may be significant for future functional analysis of particular gene families in plants. My findings provided evidence of the ERF family and their subfamily present in Arabidopsis thaliana, Oryza sativa, and Brassica juncea. Also, I remark earlier reported genes in Oryza sativa and presented overall genes in the ERF family and DREB subfamily in three different species. The specific bioinformatics and computational analysis documented the conserved domain, motifs, phylogeny, gene network, and gene expression. These results will be valuable for future examination of substantial AP2/ERF superfamily in plant species. In my study, several plants specific genes observe in crops. Those species-specific genes regulate growth and abiotic stress in plants. Therefore, my findings provided expensive knowledge in agronomic, economic and ecological traits and possibly other avails in crops. 
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