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Fig.1 Screening results of the Minghui 63 BAC membranes
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Fig.2 Fingerprint analysis of the Minghui 63 positive clones
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SNPS2,SNPS3 and SNPS31. 1. PCR product amplified from Zhenshan 97; 2. Digestion of the PCR product amplified from Zhenshan 97;

and C stand for the digestion results of the PCR products from three primer pairs,

3. PCR product amplified from Nipponbare; 4. Digestion of the PCR product amplified from Nipponbare.
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Fig.3 Digestion of PCR products from Zhenshan 97 and Nipponbare templates
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hua 11 (ZH11) and Zhenshan 97 (ZS97) genomic DNA. B,C and D are hybridization results of three Zhonghua 11 repetitive element probes.
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Fig.4 Hybridization results of some Zhonghua 11 repetitive elements
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Comparative analyses of a rice yield QTL
region and variety-specific repetitive sequences

XIA Peng LIN Hai-yan LUO Mei-zhong

National Key Laboratory of Crop Genetic Im provement ,
Huazhong Agricultural University sWuhan 430070,China

Abstract To clone a rice yield QTL,a comparative analysis on the region of the physical maps de-
rived from rice varieties Zhenshan 97 and Minghui 63, the two parents for mapping the QTL, was per-
formed. Physical gaps in this region of the two physical maps were closed. Putative SNPs of this region
between Zhenshan 97 BAC end sequences and Nipponbare reference sequence,and that between Minghui
63 BAC end sequences and Nipponbare reference sequence were validated. Results showed that most pu-
tative SNPs are correct but some are from errors of BAC end sequence. The confirmed SNPs will be used
as important markers in the positional cloning of gene or QTL. Furthermore, representative putative
Zhonghua 11 specific repetitive sequences found in our laboratory through Zhonghua 11 BES analysis
were comparatively analyzed via Southern hybridization. The results will be helpful in cloning of the rice
yield QTL and realizing the evolution of rice repetitive sequences among different rice varieties.

Key words rice; physical map; comparative genomics; BAC end sequences; single nucleotide poly-

morphisms
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