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Pelarganinn is one of the imponant Oower crops in USA, [tis a prior-
ity genus for conservation at the USDA Ornamental Plant Germplasm
Center (OPGC). It belongs to Geranlaceae Tamily and comprises of
about 280 species. To understand the genetic variation of the Pel-
arganfum collection at OPGC, the PCR-based TRAP (target region
amplified polymorphism) marker system which was newly developed
in sunflower was wsed in this stody, Twelve sets of primers were used
1o fingerprint 46 accessions representing 21 commercial P forornm,
17 seented geraniums and ¥ other unidentified Pefargoniui taxa.
About 150 DNA bands could be detected in each primer and accession
combination. Cluster analysis showed that molecular data was highly
correlated with the phenotypes. Cultivars with similar morphological
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traits were clustered together. These results demonstrated thatthe TRAP
system is 2 useful technigue for the characterization and classificarion
of Pelmrgonium collactions.



