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1 F-8  Leucobacter komagatae

Table 1 Comparisons of physical and biochemical features between isolate F-8 and L . komagatae

Strain

Characteristic

L. komagatae F-8
Tween hydrolysis
Tween60 —
Tween80 —
Starch hydrolysis — +
Esculin hydrolysis — +
Urease +
H2S formation +
Indole formation — +
Nitrate reduction — +
V.P. V. P. reaction — —
Methyl red test —
5% NaCl Growth in NaCl —
Assimilation of
organic acid
Acetate + —
Citrate — +
Lactate + —
Succinate + —
Oxadate + —
Hippurate + —
Quinone system MK-11 MK-11
Cell wall diamino acid A2bu A2bu
Cell wall sugar Galactose glucose Rhamnose glucose galactose
Cellular fatty acid anteiso-C15 © 0 anteiso-C17 © 0 anteiso-C15 © 0 anteiso-C17 : 0
G+ C content  mol% 66.2 68
2.3
F-8 2-
1.66:1:0.77:0.95 Y-
MK-11 MK-10
anteiso-Cys: ¢ 180-Cig: o and anteiso-Cy7:
2.4 DNA G+C DNA-DNA
F-8 DNA G+C 68mol % Leucobacter koma-
gatae  DNA 62 %
2.5
8F 1512R F-8 16S rRNA 1448 2
RDP F-8 G+
C Leucobacter
G+C 16S rDNA
3
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AGAGTTTGAT
GATGAAGCCC
GCCCTGAACT
GCATGGTGTG
ATGGTGAGGT
CACACTGGGA
CAATGGGCGC
CCTCTTTTAG
ACGTGCCAGC
AAGAGCTCGT
GCAGTGGGTA
GGAATGCGCA
ACGCTGAGGA
TAAACGTTGG
TAAGTTCCCC
CCGCACAAGC
TTGACATAAC
TGCATGGTTG
CCCTCGTCCT
CACGGAGGAA
ATGCTACAAT
TCGGTCTCAG
TCGCAGATCA
GTCATGAAAG

AGGTGGGACT

CCTGGCTCAG

AGCTTGCTGG

CTGGGATAAG

TGGGTGGAAA

AATGGCTCAC

CTGAGACACG

AAGCTGATGC

TAGGGAAGAA

AGCCGCGGTA

AGGCGGCTTG

CGGGCAAGCT

TATATCAGGA

GCGAAAGCAT

GAACTAGATG

GCCTGGGGAG

GGCGGAGCAT

CGAGAACGGG

TCGTCAGCTC

ATGTTGCCAG

GGTGGGGATG

GGCCGATACA

TTCGGATTGG

GCAACGCTGC

TCGGTAACAC

GGTGATTAGG

GACGAACGTT
TGGAAGAGTG
CACTGGAAAC
GATTTATCGG
CATGGCGACG
GCCCAGACTC
AGCAACGCCG
GCGAGAGTGA
ATACGTAGGG
TCGCGTCTGC
AAAGTGCGGT
GGAACACCGA
GGGGAGCGAA
TAGGGCCTGT
TACGGCCGCA
GCGGATTAAT
CGAGAGATCG
GTGTCGTGAG
CACGTTATGG
ACGTCAAATC
AAGGGCTGCG
GGTCTGCAAC
GGTGAATACG
CCGRAGCCGG

ACTAAGTCGT

GGCGGCGTGC
GCGAACGGGT
GGTGTCTAAT
TTTTGGATGG
ACGGGTAGCC
CTACGGGAGG
CGTGAGGGAT
CGGTACCTCC
TGCAAGCGTT
TGTGAAATCC
AGGGGAGATT
TGGCGAAGGC
CAGGGTTAGA
TCCACGTGGT
AGGCTAAAAC
TCGATGCAAC
TCAACTCTTT
ATGTTCGGTT
TGGGAACTCA
ATCATGCCCC
ATACCGCGAG
TCGACCCCAT
TTCCCGGGCC
TGGCCTAACC

AACAAGGTAG

TTAACACATG
GAGTAACACG
ACTGGATACG
ACTCGCGGCC

GGCCTGAGAG
CAGCAGTGGG
GACTGCCTTC

AGAAAAAGCA
GTCCGGAATT
CGGGGCTCAA
GGAATTCCTG
ATATCTCTGG
TACCCTGGTA
TCTGTGTCCT

TCAAAGGAAT
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GGACACTCGG
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TGGGATACTG
TTATGTCTTG
GTGGAGCGAA
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TTGTACACAC
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CCGT

CAAGTCGAAC
TGAGTAACCT
ACCTATCACC
TATCAGCTAG
GGTGACCGGC
GAATATTGCA
GGGTTGTAAA
CCGGCTAACT
ATTGGGCGTA
CCCCGGGCCT
GTGTAGCGGT
GCCGCTACTG
GTCCATGCCG
ACTAACGCAT
TGACGGGGGC
TTACCAAGGC
TTACAGGTGG
ACGAGCGCAA
CCGTGGTCAA
GGCTTCACGC
TCCCAAAAAG
TCGCTAGTAG
CGCCCGTCAA

GAGCTCTCGA

2 F-8 16S rRNA
Fig.2 The 16S rRNA gene sequences of isolate F-8
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Fig.3 The phylogenetic position of isolate F-8
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CHARACTERIZATION AND PHYLOGENETIC ANALYSIS OF THE NEW
SPECIES OF THE LEUCOBACTER TROPICALIS SP.NOV.

Liu Hongcan Zhou Peijin
Institute of Microbiology The Chinese Academy of Sciences Beijing 100080

Akira Yokota Junta Sugiyanma

Institute of Cell and Molecular Biology The University of Tokyo Japan
Abstract A new aerobic gram-positive non-sporulating rod-shaped organism is described. Strain F-
8 was isolated from tropical soil and has the following characteritics the menaquinone contains a side
chain with 11 isoprenyl units MK-11 2 4-diaminobutyric acid glutamic acid alanine glycine and a
small amount of Y-aminobutyric acid present in the cell wall at a molar ratioof 0.77 > 1.0 1 1.66 :
0.95. The major cellular sugar were rhamnose galactose and glucose. The G+ C content of DNA is
68mol% . The 16S rRNA gene was amplified cloned and sequenced a phylogenetic tree was con-
stucted on the 16S rRNA gene sequences. The tree clearly indicated that strain F-8 forming the same
lineage with leucobacter komagatae the level of binary sequence similarity between stain F-8 and L .
komagatae is 96% . Based on the characteristics allow the placement of strain F-8 into the genus
Leucobacter but F-8 showed some differences in biochemical and physical characters from the report-
ed species L. komagae. A new species name Leucobacter tropicalis sp. nov. was proposed for this
isolate. The type strain is designated F-8.
Key words  Leucobacter tropicalis phylogeny 16S rRNA sequences
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