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MFFEE R OBEE (J30) : Red clover (Trifolium pratense L.) is a forage legume, an allogamous diploid
(2n = 2x = 14) with 440 Mb genome size. Seven prometaphase chromosomes were identified by
fluorescence in situ hybridization (FISH) using 26S and 5S rDNA probes and bacterial artificial
chromosome (BAC) clones and chromosome image analysis system ver.4.0 (CHIAS4). 14 BAC clones
located close to the both end of each linkage group (LG), representatively LG1-7, exclusively hybridized
to the distal regions of Chromosome 4, 2, 6, 5, 1, 7 and 3, respectively. Chromosomes images of FISH
mapping were quantitatively analyzed based on CHIAS4 and construct of quantitative idiogram. This is
the first complete chromosome map of red clover and integration of the genetic linkage maps and the
quantitative chromosome maps provides valuable information on the genetic data and insight into the
legumes genetics. This study should contribute to provide significant data for DNA markers and
molecular breeding in legume varieties.
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