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Abstract: In this study, we used 3 pairs of simple sequence repeat (SSR) markers from the 45S rDNA internal b g
transcribed spacer (ITS) for PCR amplification in 40 species of Camellia to detect polymorphism in Camellia and b
the relationship between ploidy and polymorphism of species. In total, 37 species (92.5%) exhibited length »
polymorphism within individuals. At least 2 - 6 types of the ITS copies were found in individuals of these species, bR
which indicates that non-concerted evolution is common in the ITS fragments in Camellia. Extensive non- b k3O

concerted evolution may have resulted from SSR loci, which slip easily in the ITS region, and multiple rDNA loci
that are located on different chromosomes. However, we did not find a significant difference in polymorphism
between polyploidy and diploid. The polymorphism of the ITS region in Camellia species shows that there may be a
more complex model of evolution in the rDNA of the genus, so the ITS sequences should be used with caution in
solving the systematics problems of the genus.
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