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Isolation and Characterization of Bacteriolytic Wild Myxobacteria. Park, Socoyeon, Bongsoo Lee, Jihoon
Kim, Chayul Lee, Eunhae Jang, and Kyungyun Cho*. Division of Natural Science, Hoseo University, Asan
336-795, Korea — Myxobacteria are Gram-negative soil bacteria known to be a rich source of potentially use-
ful secondary metabolites. We have isolated 204 strains of bacteriolytic myxobacteria from soil samples col-
lected in Korea and determined their 16S rRNA sequences. Sequence analysis of the partially determined 16S
rRNA sequences has suggested that 132 isolates (65% of total isolates) belong to the genus Myxococcus and
59 isolates (29% of total isolates) belong to the genus Corallococcus. Meanwhile, 4 isolates appear to be Arch-
angium spp. and the other 4 isolates appear to be Stigmatella spp. Genera of the remained 5 isolates have not
been identified because their 16S rRNA sequences are distantly related to those of known myxobacteria.
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Table. 1. Predicted genus and family of the isolates.

Number Predicted Predicted
Group . .
of isolates genus family

Group | 132 Myxococcus Myxococcaceae
Group 2 59 Corallococcus y
Group 3 4 Archangium
Group 4 4 Stigmatella Cystobacteraceae
Group 5 5 _a -

Total 204

2 unknown.
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KYC1051
Myxococcus fulvus (AJ233918)

‘ [ KYC1009
Corallococcus exiguus (AJ233932)

‘ KYC1050
l Archangium gephyra (AJ233912)

| KYC1032

L Stigmatella aurantiaca
(AJ233935)

Scale: }-9'—0-1-1

Fig. 1. Phylogenetic tree of the representative isolates.
KYC1051 belongs to the group 1, KYC1009 belongs to the
group 2, KYC1050 belongs to the group 3, and KYC1032
belongs to the group 4. The tree has been generated using the
RDP web interface to Phylip[3] and the numbers in parentheses
are the EMBL/GenBank/DDBJ accession numbers of the 16S ribo-
somal RNA of the compared strains.
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Fig. 2. Vegetative cells, colony edges, spores, and fruiting bodies of the representative isolates. KYCI1009 belongs to the group 2,
KYC1032 belongs to the group 4, KYC1050 belongs to the group 3, and KYC1051 belongs to the group 1.
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Table 2. Colony morphology of the isolates carrying same partial 16S rRNA sequences.

Strain Color of colony Type of colony edge morphology? Isolated region
KYC1015 orange A Muju, Jeonbuk
KYC1036 orange B Dangjin, Chungnam
KYC1038 dark orange C Buyeo, Chungnam
KYC1090 orange D Cheongyang, Chunganam
KYC1219 orange B Yesan, Chungnam
KYC1223 dark orange E Gongju, Chungnam
KYC1225 orange B Nonsan, Chungnam
KYC1228 dark orange E Seongnam, Gyeonggido

#Type of the colony edge morphology of KYC1015, KYC1036, KYC1038, KYC1090, and KYC1223 were designated A, B, C, D, and E,

respectively.

KYC1015 KYC1036
A B
KYC1038 KYC1090
c D
KYC1219 KYC1223
E F
KYC1225 KYC1228
G H

Fig. 3. The colony edge of the isolates that carry same partial
16S rRNA sequences. Bar, 0.5 mm.
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