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Insertion in Oryza sativa L.

ZHANG Ze-min', ZHU Hai-tao', WANG Jiang’, GAO Ju', CHEN Zhao-gui' ,- LIU Fang',
WAN Xin-shan’, ZHANG Jing-liu’, ZHANG Gui-quan'
(1 Guangdong Provincial Key Lab of Plant Molecular Breeding, South China Agric. Univ. ,
Guangzhou 510642, China;2 State Key Lab of Plant Molecular Genetics, Shanghai
Institutes for Biological Science, Chinese Academy of Sciences, Shanghai 200032, China)

Abstract: T-DNA tagging was used to isolate genes in higher plant. In this study, an albino mutant
caused by T-DNA insertion in rice was identified. Genetic analysis of the mutant showed that the two
types of phenotype, normal and albino in the segregating populations derived from the T-DNA heterozy-
gotes, fit the ratio of 3: 1. Test for Basta resistance showed that all of the albino plants were resistant while
the normal plants seglegated for resistant and susceptible by the ratio of 2: 1. The results indicated that
the albino mutant co-segregated with Basta resistance. The albino mutant caused by T-DNA insertion con-
firmed by T-DNA detection using PCR method and Southern blot. This albino mutant was useful for isola-

tion of the tagged gene in rice.
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Fig.1 The phenotypes of mutant 11410
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Fig.2 Southern blot analysis for detecting the copies of T-DNA

integrated into the genome of 11410
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Tab.1 Segregation of the albino phenotype in the populations derived from the heterozygotes of mutant IL410

BREL
8 no. of plants 2
e X ,
generation Py % YA 18 (3:1)
total normal albino ratio
T, 895 670 225 2.9778 0.093 1 >0.90
T, 945 713 232 3.0733 0.101 9 >0.90
T, 886 661 225 2.9378 0.0737 >0.90
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Tab.2 Segregation of the Basta resistance in normal populations derived from the heterozygote of 11410
BREL
no. of plants 2
wt x ,
generation a4 1 e HoAE (2:1)
total resistant susceptible ratio
T, 400 270 130 2.076 9 0.1250 >0.90
T, 415 276 139 1.985 6 0.004 8 >0.90
T, 344 230 114 2.0175 0.005 8 >0.90
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Tab.3 T-DNA examination in the populations derived from the mutant IL410 by PCR method

T - DNA #Jl BR¥
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phenotype % % total
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M:100 bp ladder; 1:Zhonghua 11 plant; 2.11410 plant; 3 - 16 are F, population,among 9 and 16 are normal plants, others are albino plants
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Fig.3 T-DNA detection in the segregates derived from the heterozygote of IL410 by PCR method
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