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Abstract

Hexaploid wheat (Triticum aestivum) contains triplicated genomes derived from three distinct species. To better
understand how different genomes are coordinated in the same nucleus of the hexaploid wheat, we globally
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rare in hexaploid wheat (Hart, 1979, 1996). These
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Figure 1.
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Figure 2. cDNA-AFLP display of gene expression in synthetic wheat. A
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CTCCATGTCATCCCAGTT-3 . Each forward primer,
except for AFLP-33, was end-labeled with [y-
33p]ATP by T4 kinase (New England Biolabs, Bev-
erly, MA). After amplification, PCR products were
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behavior of synthetic hexaploid chromosomes. Taken
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Table 2. Summary of three groups of differentially expressed genes.

Clone Expression pattern Orthologue
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Some of these alterations are accounted for by gene
loss (Kashkush et al., 2002). In contrast, gene loss did
not appear to be the cause of altered gene expression
in the synthetic hexaploid wheat. First, most of the
cDNA-AFLP fragments exhibited reduced, instead of
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