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The Sequence Analysis of 16S rDNA of Ralstonia
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Abstract.16S rRNA genes of twenty — one strains of Ralstonia solanacearum were amplified by PCR,
which were isolated from Lycopersicum esculentum, Solanum melongana, Nicotiana tabacum, Capsicum
annuum, Ipomoea aquatica, Kaempferia galangal, Zingiber officinale, Solanum tuberosum , Arachis hy-
pogaea , Dendranthema morifolium, Morus alba and Herba agastaches, respectively. All of the nearly

complete 16S rRNA gene sequences of the strains were determined to be 1 528 bp, and sequence identity

of the 16S rDNA ranged from 99.2% to 100% . The number of different base — pair ranged from 1 to 12
bp among 16S rDNA. The specific nucleotides at positions 458 — 460 and 474 of 165 rDNA were ACT
and T respectively, except that the isolate HZ — 1 were TTC and A. The results indicated that the 16S
rDNA sequences of R. solanacearum from Guangdong were highly conserved. Phylogenetic analysis of
16S rDNA sequences showed that HZ — 1 clustered to subdivision 2a, while other 20 isolates clustered to

division 1.
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Tab.2 Percentages of 16S rDNA sequences identities of Ralstonia solanacearum 21 strains and strain GMI1000 %o
HH  SSF4 ZCZ-2 DG2 LZ3 GY-1 GY-2 HZ-1 HZ2 NX-1 NX-5 RR-1 RR-2 PY-10 GY0501 YC-5 YC-33 CW-1 CW-10 FC-1-1 MA  PC GMI1000
SSk4 99.8 99.9 100 100 100 99.3 99.9 100 99.8 100 100 100 99.9 100 100 100 9.9 100 100 100 100
LCZ-2 99.7 9.8 99.8 99.8 99.2 99.9 99.8 99.9 99.8 99.8 9.8 9.7 9.8 9.8 99.8 9.7 9.8 9.8 9.8 99.8
DG-2 9.9 9.9 99.9 9.2 9.9 99.9 9.7 9.9 9.9 9.9 100 99 9.9 99 9.9 9.9 9.9 9.9 9.9
1Z-3 100 100 99.3 9.9 100 9.8 100 100 100 9.9 100 100 100 9.9 100 100 100 100
GY-1 00 99.3 99.9 100 9.8 100 100 100 99.9 100 100 100 99.9 100 100 100 100
GY-2 99.3 9.9 100 9.8 100 100 100 9.9 100 100 100 9.9 100 100 100 100
HZ-1 99.3 99.3 99.2 99.3 99.3 99.3 99.2 99.3 9.3 99.3 9.2 99.3 99.3 99.3 9.3
HZ-2 99.9 99.9 99.9 99.9 99.9 9.9 9.9 9.9 9.9 9.9 9.9 99 99 99
NX-1 09.8 100 100 100 99.9 100 100 100 99.9 100 100 100 100
NX-5 9.8 9.8 9.8 99.7 99.8 99.8 99.8 99.7 99.8 99.8 9.8 9.8
RR-1 100 100 99.9 100 100 100 99.9 100 100 100 100
RR-2 100 9.9 100 100 100 99.9 100 100 100 100
PY-10 99.9 100 100 100 99.9 100 100 100 100
GY0501 99.9 9.9 9.9 9.9 99 9.9 99 99
YC-S {00 100 99.9 100 100 100 100
YC-33 00 9.9 100 100 100 100
CW-1 99.9 100 100 100 100
CW-10 99.9 9.9 9.9 99.9
FC-1-1 100 100 100
MA 100 100
PC 100
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Fig.2 Phylogenetic tree of the tested 21 strains and other 38 strains of Ralstonia solanacearum ,4 strains of BDB and 2 strains of Pseudo-

monas syzygit,based on 16S rDNA sequence comparisons
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