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RAPD Analysis of Transgenic Wheat (Triticum aestivum L.) with Total DNA of

Leymus racemosus (Lam.) Tzvel.
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Abstract: Genetic diversity of transgenic wheat with different phenotypes, ‘spring wheat 761’ and Leymus
racemosus was analyzed by random amplified polymorphic DNA (RAPD) with 160 arbitrary oligonucleotide
primers. Five primers with good repetition and high polymorphism were screened. There were several special
bands the same as the donor in the transgenic wheat. The genetic similarity coefficient and clustering analysis
also confirmed that the gene fragments of L. racemosus had been integrated into the genome of transgenic
wheat.
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Table 1 Five random primers with high polymorphism

i ¥4 BEITH SENRTHR
OPA1l  CAATCGCCGT 13
OPD20  ACCCGGTCAC 11
OPE02  GGTGCGGGAA 13 12
OPG10  AGGGCCGTCT 9
OPMI13  GGTGGTCAAG [0 9
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Fig.1 The RAPD amplification graph of 5 primers
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Table 2 Genetic similarity coefficient among L. racemosus,
‘spring wheat 761” and transgenic long-ear wheats
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Fig.2 Dendrograms of L. racemosus and different kinds of wheat by RAPD analysis
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