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Fig.1 Restriction patterns of 16S rDNA of test strains and
type strains of Saccharomonospora digested with Hha |
M.1 kb DNA Ladder 1. Strain 1 2. Strains 4 3. Strain
19.1 4. Strain 202 5. Strain 212 6. Strain 22. 1 7.
Sem . viridis JCM3036" 8% Scm . caesia” JCM3098" 9.
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Sem . eyanea JCM7552" 12. Sem . xinjiangensis CCTCC
AA97021.
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Fig.2 Restriction patterns of 16S rDNA of test strains and

type strains of Saccharomonospora digested with Msp [
Lane | to lane 12 see Fig. 1.
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3 16S rDNA
Haelll
Fig.3 Restriction patterns of 16S rDNA of test strains and  Fig.4 Restriction patterns of 16S rDNA of test strains and
type strains of Saccharomonospora digested with Hae [Il
Lane | to lane 12 see Fig. 1.
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Table 1 Restriction patterns of 16S rDNA PCR-RFLP and genetic patterns of tested strains
Strai Restricted pattern of 16S rDNA Genetic pattern
St
ram Hha | Msp | Hae lll of 16S rDNA
Strain 1 a d h I
Strain 4 a d h I
Strain 19. 1 a d h I
Strain 202 b e i 11
Strain 212 b e i 11
Strain 22. 1 b e i 11
JCM3036 b e i 11
JCM3098 a d h I
JCM7444 a f i 1
JCM7551 a d h I
JCM7552 c { i v
CCTCC AA97021 a g h A%
* a~1 indicate the different pattern types of RELP 1~V indicate the different genetic patterns.
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5 ARDRA Hha l Map 1 Haell
Fig.5 Dendrogram based on the UPGMA clustering of Sj of combined ARDRA patterns of representatives of the genera
Saccharomonospora including the test strains as well as type strains with the restriction enzyme combination Hha 1 Msp 1
and Hae lll
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PCR-RFLP ANALYSIS OF THE GENUS SACCHAROMONOSPORA *

Lu Zhitang Liu Zhiheng
Institute of Microbiology The Chinese Academy of Sciences Beijing 100080

Abstract PCR-RFLP a molecular method of polyphasic taxonomy of the genus Saccha-
romonospora was introduced. The feasibility of the application of this method at the species
level in the taxonomy and identification of Saccharomonospora were discussed. The results
showed that PCR-RFLP analysis is valuable for the determination of taxonomic position in
the genus of some Saccharomonospora strains.
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