


ble, since repeat sequences account for at least 85% of the
wheat genome (Smith and Flavell 1975). Alternative ap-
proaches that allow gene sequencing (normally found in
lowcopy numbers) with minimum hindrance by repetitive
DNA promise an affordable gateway into the wheat gene
space. Presently, there are 3 principal means being em-
ployed to enrich the gene space in large, repetitive genomes:
expressed sequence tag (EST; Venter 1993) sequencing,
methylation filtration (MF; Rabinowicz et al. 1999), and Cot
filtration (CF; Peterson et al. 2002a, 2002b





the MITEs were found to be associated with genes in wheat



sequence divergence of Ty3-gypsy retrotransposons than the
Ty1-copia type in wheat. In pine, diverged retroelements
significantly contribute to the amount of low-copy se-



complete Cot curve to determine fractionation parameters
may be unnecessary. Rather, the use of a Cot value derived
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