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Sequence analysis of the intergenic spacer, existing between 168 rDNA and 235 rDNA, was
performed on Roseobacter sp. OCh-C1 which was isolated at Otsuchi Bay, Iwate, Japan. The
intergenic spacer contained isoleucine tRNA and alanine tRNA like regions. Their structures
were very similar to those of Rhodobacter sphaeroides. A non-coding region between the two
rRNA genes was defected in Roseobacter sp. OCh-Cl. The sequence in the downstream of 3’
end of alanine tRNA region was very different between Rhd. sphaervides and Roseobacter sp.

OCh-Cl1.
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Fig. 1. Nucleotide sequences of 870bp DNA fragment of Roseobacter sp. OCh-Cl and the

Fig. 2.

intergenic spacer of Rhodobacter sphaeroides. Region of anti-Shine-Delgarno sequence
is underlined.
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Possible secondary structures of tRNA-like region of 870bp DNA fragment of Roseo-
bacter sp.  OCh-C1 and alanine tRNA of Rhodobacter sphaeroides. The letters
with underline indicate anticodon. The structures were constructed manually.
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