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Abstract
tion unit. The internal transcribed spacer (ITS) is intercalated in the 16S-5. 8S-26S region separating the elements of the rDNA locus. The

The nuclear rDNA genes occur as high tandem repeats in the plant genome. 18S rDNA and 5. 8S, 26S rDNA constitute a transcrip-

ITS region consists of three parts: the ITS1, ITS2 and the highly conserved 5. 8S rDNA exon located between them. These consecutive gene
blocks, consisting of several regions, are widely applied in plant phylogenetics. Orchidaceae is the first branch of monocotyledon and has a
higher rate of evolution. The structure characteristics of ITS sequence were introduced, its application in Orchidaceae closely related species i-

dentification, phylogenetic and molecular phylogeography research were reviewed, the prospect was forecasted.
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