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Dynamic Changes of Leaves Proteome Between Wheat
F,-hybrid and Its Parental Lines

GAN Fu DUAN Shuang PENG Yong-kang
( Tianjin Key Lab of Cytogenetical and Molecular Regulation College of Life
Science Tianjin Normal University Tianjin 300387 China)

Abstract: In this study proteome approaches were applied to a comparative analysis of hybridization in wheat
F,-hybrid and its parent lines by using 2 3 5 d leaves. The results indicated that protein expression differences were
observed between F,hybrid and parents. In the 5 d leaves 27 protein spots were changed in the protein abundances
and only 15 protein spots were changed in the protein abundances at 2 d 3 d leaves in F, hybrid. In these changed
proteins most protein spots were showed " two parental lines" characteration(41%) and "low parents" charactera—
tion(44% ) in protein abundances. we also observed the some protein sports were lost and some new protein spots
were induced in the F,-hybrid. These results indicated that hybridization between two parental lines could cause ex—
pression differences between wheat hybrid and its parents at protein abundances.
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Fig.2 SDS-PAGE analysis of protein in 3 d leaves of wheat F,-hybrid and its parental lines
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