A total of 1,402 genome-specific primers have been designed and 814 loci containing
SNPs have been discovered. SNPs were unexpectedly abundant in the A and B genomes,
averaging 1 SNP/200 bp, but rare in the D genome. Most of the SNPs detected in the D
genome were between T. aestivum and synthetic wheats. Some of the loci containing SNPs in
wheat have been mapped using a highly polymorphic Ae. tauschii F2 population. A public SNP
database have been constructed. The data base shows among others sequences of the 23
wheat lines, indicates nucleotide showing a SNP in wheat, and the sequences of genome
specific PCR primers for the amplificatidn of target DNA from polyploid wheat.
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Colletotrichum spp.o]l 9&iA FL=HE 15 X9 % S E X338l ofrlole] E&A
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AN A, C capsicic B, AEY EZNA Aa g4y @y fAdses $HEFQA Aoz 9
gk 713 2 dARHdez WHA §FL & F doed AF7AA o8 7HA ol fd
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Genetic diversity of 1,870 accessions of rice, Oryza sativa, which consist of five groups, le.,
228 landraces, 442 breeding lines, 515 weedy strains, 637 introduced lines and 48 IRRI core
collection lines, was evaluated using 18 fluorescently labeled microsatellite markers. A total of
506 alleles were detected at the 18 microsatellite loci. The number of alleles per marker locus
ranged from 13 to 56 with an average of 28. Gene diversity for the 18 microsatellite loci
ranged from 0.479 to 0.940 with an average of 0.822, and the size difference of alleles varied
from 28bp to 144bp. Gene diversity was highly significantly correlated with the highest allele
frequency, the number of alleles and the number of rare alleles.

The number of alleles per marker locus, the number of group specific alleles and the average
of gene diversity within a group were used to compare genetic diversity among groups. The
number of alleles per marker locus ranged from 218 for the Korean breeding lines to 435 for
the introduction lines. The number of group specific alleles ranged from 6 for the weedy
strains to 86 for introduction lines. The average gene diversity varied from 0.659 for Korean
landraces to 0.835 for introduction lines. Genetic diversity tend to be greater as the number of
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