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the result obtained (Pot et al., 1999). Several
strains generated unique ribotype patterns
and were not grouped with strains of the
same species. Further work with these strains
is required in order to the correct
classification.
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Molecular Phylogeny of Lactobacillus
spp. by a Random Amplified
Polymorphic DNA-PCR Method

Oh-Sik Kwon and Jung-Soon Kang
Dept. of Microbiology, Keimyung University,
Daegu 704-701

The genetic relationships of six
Lactobacillus strains and five laboratory
isolates from fermented milk were
determined by a random amplified
polymorphic DNA (RAPD)-PCR method.
With 42 random primers, the results were
analyzed by using the NTSYS-PC software
for phenetic analysis. It revealed that all
tested bacteria were divided into three
distinct clusters. The clusters implied three
subgenuses  existed for the genus
Lactobacillus, ~ which  were  previously
proposed by Rogosa and Sharpe. From the
results, it was also possible to determine that
the isolated Lactobacillus strains from
fermented milk were grouped into L.
acidophilus or L. bulgaricus. Interestingly, the
three tested L. casei strains were divided into
different  clusters implying  different
subgenuses, i.e., Thermobacterium (L. casei
YIT 9018) and Streptobacterium (L. casei
CHR. Hansen and L. casei ATCC 4646).
According to the distance matrix generated
by an UPGMA program, the isolated bacteria
LT01 and LT02 were determined as a
subspecies of L. bulgaricus. The HKO01, HK02
and HKO03 were very closely related to either
L. acidophilus or L. casei YIT 9018. Hence,
RAPD-PCR appears to be a very practical
method to determine the genetic

relationships of the Lactobacillus species and
to characterize the unknown Lactobacillus
strains at the subspecies level.
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A moderate halophilic bacterium,
designated JC1077, was isoalted from the
Lake Shihwa, an artificially saline lake built
in 1994 in Korea. The isolate was
Gram-negative, facultative aerobic,
rod-shaped and motile by means of subpolar
flagellum. Phylogenetic analysis based on
16S rDNA sequences indicated that JC1077
strain belonged to the alpha subclass of the
proteobacteria and formed a significant
monophylectic  clade  with  Silicibacter
lacuscaerulensis. Sequence similarity between
the two strains was 97.4%. The major cellular
fatty acid was C18:1 w7c, and the overall
fatty acid composition significantly differed
from that of S. lacuscaerulensis. In addition to
genetic and chemical differences, several
phenotypic characters can be wused to
differentiate  the  isolate = from S
lacuscaerulensis. On the basis of polyphasic
evidence, the name, Silicibacter shihwensis sp.
nov., is proposed to include strain JC1077.
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Sporobolomyces koreensis sp. nov.,
o Novel Yeast Species Isolated from
Lilium sp. in Korea

Soon Gyu Hong’, Wonjin Jeong, Kang
Hyun Lee and Kyung Sook Bae
Korean Collection for Type Cultures, Korea
Research Institute of Bioscience and Biotechnology,
Taejon 305-600

A novel ballistosporic basidiomycetous
yeast, Sporobolomyces koreensis (type strain
SG99-37), was described that was isolated
from flowers of Lilium sp. in the province
Kyungsangbukdo. Comparative analysis of
the D1/D2 domain of 265 rDNA of all
available sequences for basidiomycetous
yeasts showed that the strain did not match
with any other species in the database. The
closest relative was Sporidiobolus pararoseus
Fell & Tallman, but the two species differed
in 6 out of 591 nucleotide positions (98.98%
similarity). The strain was assigned to the
anamorphic genus Sporobolomyces because
sexual reproduction was not found. The
strain could not ferment any carbon sources
tested. It had Q10 as a major ubiquinone
system and showed positive results for a
urease and a Diazonium Blue B tests. Content
of G+C was 585%. It differed from
Sporidiobolus pararoseus in the following
characteristics: ability to assimilate raffinose,

L-arabinose, glycerol, succinate, and citrate
as a corbon sources and ethylamine, L-lysine,
and cadaverine as a nitrogen sources,
sensitivity to 0.01% cycloheximide, and
ability to grow in high osmotic pressure (16%
NaCl/5% glucose).
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A New Yeast Species Isolated from
Beer Sludge

Kee-Sun Shin™', Yung-Hee Kho? and
Kyung-Sook Bae'

Korean Collection for Type Cultures (KCTC),
Korea Research Institute of Bioscience and
Biotechnology (KRIBB), P. O. Box 115, Young,
Taejon'; Advanced Biomaterials Research Center,
Korea Research Institute of Bioscience and
Biotechnology (KRIBB), P. O. Box 115, Young,
Taejon

The taxonomic position of a yeast strain
H12, formerly identified as Saccharomyces
cerevisize H12, was reexamined. Sequence
analysis of D1/D2 LSU rDNA as well as
physiological and chemotaxonomical studies
on strain H12 placed it under the genus
Candida, including Clavispora lusitaniae
(Candida lusitaniae) and Clavispora opuntiae.
However, there were several differences in
some physiological characteristics and 265
partial sequence (more than 5% similarity
difference level), which are making the strain
recognizable from other Candida species. The
results of the present study indicated that
strain H12 should be placed under the genus
Candida as a new species. The type strain of
the new species is strain H12 (= KCTC 7268").
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Paenibacillus faejonensis sp. nov., a
New Alkali-tolerant Bacterium from
Soil

Jung-Sook Lee %, Keun Chul Lee', Hyun

- 108 -



