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Background Phylogenetic Analysis of LIM domain proteins in Cereal Crops and Model Organisms [4] Results/Discussion
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Presentation Notes
Plants are exposed to a multitude of stresses that negatively impact their growth and development in the environment. Once a stressor is recognized the plant will express genes to account for this.  These proteins have promotors that contain cis-acting elements in times of abiotic stress, and these elements are recognized and bound by transcriptional factors to induce a protein’s function. The LIM Family genes have been shown to be induced through stresses and hormones, suggesting they may be involved in stress response. It is important to evaluate the role of LIM family genes under heat stress due to the current threat of Global warming. 

We then applied heat stress to them at third stage of leaf development. The varieties were subjected to heat stress of 35 degrees Celsius during the light period of 16 hours, and 28 degrees Celsius during the dark period of 14 and 8 hours. Control plants were kept at 28 degrees Celsius during the light period and 24 degrees Celsius during the dark period. The total treatment was for 48 hours, at this point the leave samples with the most expanded leaves were used for RNA extraction. RNA was extracted from leaves of the stressed rice utilizing the triazole extraction method. The cDNA was synthesized using Super Script II Reverse Transcriptase. Primers were designed using Primer3Plus. The primers were then utilized within qPCR analysis to assess the role in Rice’s response to afflicted heat stressors. 
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