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Abstract:

Genome size differences among plants are largely due to unequal
accumulation of repetitive DNA sequences, mainly transposable elements
(TEs). Here, we describe the levels of insertional polymorphism of aTE
family, Heartbreaker (Hbr), in maize and its wild relatives, the teosintes.
Nineteen loci were assayed for the presence/absence of Hbr in 238
individuals. Results from these analyses revealed that Hbr insertion frequency
was highest in maize inbred lines. Moreover, maize inbred lines and landraces
were more diverse than the teosintes. The DNA sequences from flanking
regions of threeloci in 11 inbred lines confirmed that the large size
differences between alleles were due to the presence/absence of Hbr elements.
We found no evidence of excision at alleles lacking the element. Results from
Hbr display, a genome-wide DNA fingerprint of anonymous Hbr insertion
sites, suggested that the inbred lines, landraces, and teosi ntes contained
similar numbers of Hbr elements. Therefore, the higher frequencies of Hbr
alleles observed in maize compared to the teosintes appears to be related to
differential genomic distribution rather than differences in Hbr copy numbers.
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