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[ Abstract]

18S-5.85-26S (45S) and 5S rDNAs are
organized into clusters of tandem repeat with
each repeat consisting of a transcribed region,
and an intergenic spacer (IGS). In the
transcribed region of 45S rDNA, on either side
of 5.8S rDNA are found internal transcribed
spacers (ITS), described as ITS1 and ITS2. The
ITS and IGS have sequences diverged more
than the transcribed region, and the presence of
highly conserved sequences flanking each of
ITS and IGS make them easy to amplify and

useful for phylogenetic analyses of interspecies.

In this study, the IGS sequences of 28
Phalaenopsis species and one Doritis species
were amplified by the polymerase chain
reaction (PCR) which used specific primers
devised by 5S rDNA transcribed region of P.
aphrodite.  The  neighbor-joining  tree
constructed from IGS consensus sequences
divides the 28 Phalaenopsis species into seven

groups. The species from four groups coincided
with the results from the IGS and ITS
sequences analyses. Additionally, species in
IGS phylogenetic tree were in agreement with
traditional taxonomic status.
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