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al. 1987; Gale et al. 1993). Inferences on T. aestivum genome
organization and evolution are therefore directly applicable
to diploid relatives of wheat.





fore only approximates the number of genes located at





Fig. 6) to make the correlation statistically meaningful (data
not shown). The CEs in each of the six intervals were aver-
aged, and correlation coefficients between mean CE and the
number of duplicated loci in the intervals were computed.
The distribution of loci derived by duplication along wheat
chromosomes was positively correlated with recombination
rates along wheat chromosome arms (Pearson r = 0.97,



age rate of 1.1 Mb/cM. An estimated local recombination rate
of 0.64 Mb/cM in a 90-kb region in the distal interval of T.
monococcum 5Am



within paralogous sets of loci. While the majority of the an-
cestral loci of the investigated paralogous sets were located
proximally, the majority of loci derived from them by dupli-
cation were located distally.

These two contrasting relationships are probably interre-
lated. Loci derived by duplication should represent more than
one-quarter of all gene loci present in the wheat genomes
since 25% or more of all wheat gene motifs are represented by
paralogous sets, often containing more than one duplicated
locus. For the 40 paralogous sets investigated, 61% of the loci
derived by duplication were physically located in the distal





as variables in the correlation analysis, six rather than five
intervals were used to make the correlation analysis statisti-
cally valid. The CEs in each of the six intervals were averaged
and Pearson correlation coefficients were computed for the
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