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Comparative Proteomic Analysis of Early Leaf Senescence in Short-season Cotton Variety
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Abstract: Short-season variety CCRI 10 was chosen as the experimental material, and during leaf senescence, cotton R

leaves were collected at 30 d, 40 d, 50 d for whole protein extraction. The extracted protein was further separated by
the two-dimensional electrophoresis technology. After coomassie brilliant blue staining and gel scanning, protein spots P

from all the replicate gels were compared and quantified using the Image Master 2D Platinum Software Version 7.0, and  } skl

a total of 33 stained spots were found to have significant changes during the three developmental stages. These

protein spots were then subjected to MALDI-TOF-TOF analysis and finally 12 protein spots were successfully identified. s
Proteomic analysis revealed that during cotton leaf senescence: 6 proteins involved in disease defense were y REER
significantly down-regulated, while only 1 protein up-regulated; 2 proteins involved in photosynthesis were up- b SR
regulated, while 1 protein down-regulated; 2 proteins involved in signal transduction were down-regulated. Our study b TR

demonstrates that proteomics can be a powerful tool for different protein identification during leaf senescence, and
provides new insight for understanding early leaf senescence in cotton.
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