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Abstract: We extracted total protein from the second-to-top leaves from the cotton line CCRI 58 and its virescent

mutant CCRI 58vsp, which was obtained by space mutation. The protein profiles of the two lines were obtained by {1 5 A R 3
isoelectric focusing followed by SDS-PAGE. We analyzed the relative abundance of differentially expressed proteins in b 2RI

leaves between CCRI 58 and CCRI 58vsp using ImageMaster-2D Elite 7.0 software, and further identified the b T

differentially expressed protein spots by matrix-assisted laser desorption/ionization time-of-flight mass spectrometry I
(MALDI-TOF/TOF) analysis. The results showed that 41 proteins showed differential expressions between CCRI 58 and s

CCRI 58vsp. The PI values of these proteins were mainly concentrated in the range of 4.0 to 7.0 and their molecular b BRI

weights ranged from 15.0 to 95.0 kDa. After further MALDI-TOF/TOF analysis, we identified 14 of the differentially bR

expression proteins. Among these were ribulose-1,5 bisphosphate carboxylase/oxygenase, S-adenosylmethionine b RED

synthase, and flavanone3-hydroxylase. The positively identified proteins were associated with photosynthesis and light R

respiration, ethylene and polyamine synthesis, and flavonoid synthesis. Based on these differentially expressed
proteins, we can explain some of the mechanisms of the cotton virescent mutant at the protein level.
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