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Abstract : To lower the high amylose content (AC) of an €lite indica rice restorer line 057, four indica varieties( R367 ,
91499, Yanhui 559 and Hui 527) with low amylose content were used as donor and backcrossed with recurrent parent 057 re-
spectively , and their backcrosses were identified using a molecular marker (PCR-Acc ). There existed significant differences
in AC among three Wx genotypes (GG, TT, GT). Amylose contentsin rice grain were more than 20 % in GG genotype,
17. 71 % to 28.48 % in GT genotype and less than 18 % in TT genotype. It was suggested that the PCR-Acc  molecular
marker-ass sted selection for AC of rice grain was usable and reliable, and the AC of 057 had been lowered success ully.
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Fig.1. Procedurefor reducing the AC of 057 by PCR-Acc molecular marker-assisted selection.
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Fig. 3. PCR Acc pattern of the improved generations(BC: F2) of 057.
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Table 1. Comparison of AC in rice of singe plant or linefor the three genotypes of Wx.
+ AC
Genotype Number of lines Mean + SD/ % Range of AC/ %
GG 65 24.69+1.97 A 20.41 29.38
GT 96 22.40+2.41B 17.71 28.48
TT 106 13.79+1.43C 10.77 17.48
1%
Data within a column followed by different lettersindicate sgnificance at 1 % level .
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Table 2. Comparison of AC in BC.F. generation with GT derived from AC
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3 057 TT AC
Table 3. Satigtics of ACfor various backcross generations with TT derived from the backcrosses of 057 with different varieties. %
BC:iFs BC:F BC:F4 BCsF: BC:Fs BCiF2
Donor parent
R367 13.11+0.77 - 13.43+1.70 14.71+0.17 15.31+1.43 15.59+1.47
91499 14.11+1.68 - - 14.33+0.86 13.72+0.43 14.60+0.87
559 Yanhui 559 12.99+1.26 15.89+0.52 15.12+0.68 15.67+1.87 13.81+0.91 14.52+0.48
527 Hui 527 12.16+1.77 13.43+1.35 13.67+1.37 - 13.86+1.27 13.91+0.97
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