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Homology Analysis of A and B Genomes between Wild Emmer (T. dicoccoi
des) and Common Wheat(T. aestivum)

SHI Jin-Xia, QIAO Yong-Li, YANG Qing-Wen, HE Bei-Ru, Jl Wan-Quan, WENG Y ue-Jin

College of Agronomy, Northwest Sci-tech University of Agriculture and Forestry, Yangling 712100, Sha
annxi

Abstract In the history of wheat evolution studies, T. dicoccoides has been recognized to be the tetraploid ancestor of T. a
estivum. To study the homology of genome A and B between T. dicoccoides and T. aestivum, germplasm resources of 13 a
ccessions from T. aestivum, 12 accessions from T. dicoccoides and 4 accessions of the allopolyploid synthesized between
T. dicoccoides and Ae. tauschii were analyzed by SSR (simple sequence repeat) markers. The results indicated that: (1) The
genetic similarity between T. dicoccoides and T. aestivum on genomes A and B was 0.189, and the similarities of the access
ons within genome A and genome B were 0.264 and 0.125 respectively. Therefore, it could be concluded that a considerable
degree of genetic differentiation has occurred within genome A and genome B of the two species, and importantly, these tw
0 genomes have formed integrated and balanced genetic systems during the evolution from T. dicoccoides to T. aestivum;

(2) Through comparison of the genetic similarities and dendrograms of genome A and genome B between T. dicoccoides and
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T. aestivum, the genetic similarity of these two species on genome A was higher than that on genome B, meaning that geno
me A and genome B had different evolutionary speeds and genome A was more conservative than genome B during the evol
ution. The reason of the phenomena might be that genome B of T. aestivum had several diploid donors, and thus the genetic
background of genome B was more instable and complicated than genome A during the evolution, 3) Obvious changes of s
mple sequence repeats between the allopolyploid and T. aestivum could be applied to support the conclusion that the genet
ic background had been changed even in the early stage during the formation of allopolyploid plant.
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