41 1 Vol. 41 No. 1

2001 2 Acta Microbiologica Sinica February 2001
16S rDNA '
12 2 1% x
! 100094 2 712100
16S rDNA
Q939.09 A 0001-6209 2001 01-0113-04

Kummerowia stipulacea

SDS- DNA-DNA 2
SH714 16S rDNA
1
1.1
SH714 Kummerowia stipulacea
DH5« PUC18
1.2 DNA
TY 28T 10 000 r min 10mmol L Tris-HCl
TE 10 mmol L
Tris-HCl pH7.6 1 mniol L EDTA pH8.0 3
1.3 16SrDNA PCR
DNA P, 5°—CGg gat ccA GAG TTTGAT CCT GGC TCA GAA CGA ACG CT
-3 Ps 5" — CGg gat ccT ACG GCT ACC TTG TTA CGA CTT CACCCC—-3 "~ PCR
16S rDNA Bam HI ~ PCR PUC18 T4,DNA 16C
DH5a
1.4
90pg ml.  40plx-gal 4pl IPTG LB
DNA DNA  Bam HI1 1%
PCR PUCI18 DNA PCR
1.5 16S rDNA
DNA  ABT prism 377DNA T75" = AAT ACG ACT
" 39730010
1969-
2000-01-21 2000-05-18

© PERFREHBEDFRMATIRKSHIESS http://journals. im. ac. cn



114 41
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16S rDNA Seqpup 0.5 version
Saitou  Nei PHYLIP 4
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2.1 16S rDNA PCR
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1 16S rDNA PCR 2 SH714
1. SHLO042 2.SH714 3.PUCI8 S. xinjiangensis S. fredii
4.SHL042 16S rDNA-.5.SH714 16S rDNA S. meliloti  S. medicae
6.SH714  16S rDNA '7.PCR Marker 8. SHL042 S. saheli S. teranga
DNA 9.SH714 DNA. Sinorhizobi-
um 16S rDNA 97.4% 97.5% 96.8%
96.7% 97.2% 95.6% 95% DNA 70 2
Sinorhizobium
SH714  Rhizobium 16S rDNA 93.7% ~95.2% Mesorhizobi-
oum 93.1% ~94.8% Bradyrhzobium 86.7% ~
88.0% 16S rDNA
Bradyrhizobium
A. rhizogens R. tropiciA R. triopiciB
R. leguminosarum R etli R . hananesis R . mongolense
R. gallicum 95.8% R. mongolense  R. gallicum
R. galegae  R. huatlense
A. rubi A. tumefaciens A. vitis
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ANALYSIS ON 16S rDNA SEQUENCE OF RHIZOBIA ISOLATED
FROM KUMMEROWLA SP. "

Wei Gehong' 2 Zhu Minge®  Chen Wenxin!
L College of Biological Sciences China Agricultural University Beijing 100094 China
2 Department of Resource and Environment Science Northwest Science and Technology University of

Agriculture and Forestry Yangling 712100 China
Abstract Based on the previous studies on numerical taxonomy SDS-PAGE of whole-cell protein
and DNA hybridization the rhizobial strains isolated from Kummerowia sp. in semi-arid area of
North-west constituted a new subgroup the 16S rDNA sequence of representative strain SH714
were tested. The unrooted phylogenetic ereesmwasrprodugees: sm thisstiee 2 the strain, SEIZL 4, with,
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Sinorhizobium xinjiangensis S. fredii  S. meliloti S. medicae S. saheli and S. teranga
constituted a branch of Sinorhizobium . Within this branch the similarity valuse of 16S rDNA se-
quence between strain SH714 and S. xinjiangesis S. fredii S. meliloti S. medicae S. sa-
heli and S. teranga were 97.4% 97.5% 96.8% 96.7% 97.2% and 95.6% respectively

the values were more than 95%  this indicated that these known species should belong to the same
genus. The values of DNA homology between type strains of these species were less than 70% .
Thus the strain SH714 represented a new rhizobial species and there were some diversity between
SH714 and known rhizobial species in phenotypic feature and composition of protien.

Key words Rhizobia Kummerowia sp. Sequencing of 16S rDNA

* Key Project of Chinese National Natural Science Fund 39730010

PA-2000 PA-4000

www. cytopulse. com

13 010 62532114
010 82625664 62532114 62549040 13910414020

© PERFRMEDHRAATIKSHES http://journals. im. ac. cn





