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Abstract; Partial DNA fragment encoding for a bateriorhodopsin (BR) protein of Haloterrigena thermotolerans JCM
110507 was proliferated by PCR. The nucleotide sequence was determined subsequently, The hydrophilic analysis of
BR fragment revealed that the BR had a transmembrane heptahelical structure similar to that of other BRs. By ho-
mology alignment, it was showed that BR proteins from Haloterrigena and Natrinema genus had high homology in-
dices. In two phylogenetic trees based on 16S rRNA gene and partial bop gene sequences, strain JCM 110507 be-
longs to the Haloterrigena genera and formed a independent cluster, which was separated from strain arg-4. The de-

tection of a bop gene in this type strain of Haloterrigena enlarged the bop gene resource.
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Fig.1 Agarose gel electrophoresis of PCR amplification of
JCM 110507 partial bop gene sequence. The prod-
ucts were separated on a 2, 0% Agarose gel
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Fig. 2 Alignment of known BR sequences from various halophilic archaea. Gaps (denoted as —) were introduced into se-

quences to optimize alignments.
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Hydropathic profile from amino acid residue 99
to 216 of Hbt. salinarum R1IM1 BR and Hig.
thermotolerans JCM 110507 BR
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Fig.4 Phylogenetic tree of extremely halophilic archaea
on the basis of 16S rRNA gene sequences.

The tree was constructed using the NJ method with bootstrap val-
ues calculated from 1000 trees, The number at each branch point

represents the percentage bootstap support. Bar, 0. 02 sequence

divergence
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Fig. 5 Phylogenetic tree of extremely halophilic archaea on

the basis of partial bop gene sequences.
The tree was constructed using the NJ method with bootstrap val-

ues calculated from 1000 trees. Bar, 0.1 sequence divergence.
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