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Genetic diversity of Ralstonia solanacearum in tobacco
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Abstract: Genetic diversity was analyzed with data from 93 R. solanacearum strains collected from 11 main tobacco-growing areas by
Multilocus Sequence Typingin in order to reveal relationship between tobacco variety, geographical origin and genetic diversity of R.
solanacearum. There were 51 sequence types (STs) out of 93 R. solanacearum strains, and all tested strains were classified into 4 groups
and 4 singletons by using eBURST V3 software sharing 5/7 gene criterion. MLST analysis showed that R. solanacearum was widely spread
in China with rich genetic diversity and no significant correlation was found between geographical area, variety and group classification of R.
solanacearum.
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x1 (4)
8Q1 ZRAE LT RE Z=MH 97 2011-07-05
8Q5 CRUEEIWTEMX =97 2011-07-30
8Q6 ZRAEWHEMX  ZH97  2011-07-30
8Q7 CRUEEWHEMX =97 2011-07-31
8Q8 CRUEEIWTEMX ZW97  2011-07-31
8Q9 TR TS SIS =W 97 2011-07-31
8Q10  ZRUEZMIMIHE =W 97  2011-07-31
17Q25  ZEAEEREWHFE  KRK26  2011-08-09
17Q26  mEAE REMH-TFE K326 2011-08-09
Py10 HRTTBLIX ML 3% 2011-06-10
11Ql R IX =87 2011-07-19
11Q2 HIRTIMIX =87 2011-07-19
11Q3 HPRTT X =87 2011-07-19
11Q8 HIKTTESLIX MIL3 %5 2011-08-12
11Q9 HRTTEVLIX BMIT3 5  2011-08-12
11Q12 H PR R =97 2011-08-22
11Q13 KT =97 2011-08-22
11Q14 PR B =97 2011-08-22
11Q15 o P b 2 =M 97 2011-08-22
11Q16 HRTAER =97 2011-08-22
11Q17 FHERTTTIMIX BT 35  2011-08-30
11Q18 HERHT X = 87 2011-09-09
2Q1 SHMEMRA T EEE K326  2011-08-16
2Q2 SO AT S K326 2011-08-16
2Q4 SN BB R K326 2011-08-16
2Q7 RINEMTARE M35 2011-08-23
2Q8 POMARMATTABEE 415 2011-08-23
2Q9 SRR ML 3 5 2011-08-23
2Q12  BRMAHMCTIRABRE.  BYL3 5 2011-08-25
2Q13  BMEEM ST AR K326  2011-08-26
2Q15 SEMEMCTATE BIL3 5 2011-08-26
2Q16  BMEHMCH AR 4425 2011-08-26
2Q17  BMAEWMLCTAE L35 2011-08-26
2Q21 BNERCER ZW97  2011-08-29

*£2 ALBERIEN 26 BEESHE
Tab.2 26 tobacco plants with R. solanacearum stored in the
laboratory

Bk SKAEHE AT JHRE SR SRR [R]
Tb619 JTHRBWRTEMET M85 2009-06-19
Tb712 JURAHERT MBS 85 2009-07-12

E69 WHTE =87 2010-12-20
E406 Wil =87 2010-12-20
M77 WiTE =87 2010-12-20
T91 T =/ 87  2010-12-20
T93 WriLsA =0 85  2010-12-0
T94 WHTE /A 87  2010-12-20
G021 WriLE =/H 85  201-12-20
NAND AR MR AP =Y =87  2010-09-10
ssf4 TR =K K326  2007-04-05
RS0712 JTRE =85 2007-07-12
RS08121 I"HRE K326  2008-01-21
RS0745 JRE =85 2007-04-05
YS TR A4 IR P M A L K326 200-09-04
C3 WA Kb =M 87 2011-06-12
C4 iR =R S A =87 2011-06-12
Cs WA Kb =87 201-06-12
JL429 JTRE =85 2009-04-29
JL57 JRE /A 85  2009-05-07
M BT M35 2011-09-20

XC ZEA MR M85 2010-09-28
MLP =B SCOLMERSEE <85 2010-09-01
XW M EEmMCE 297 2010-08-2
Gy2 IR B =HH 85 2007-04-05
Tb23 JTRAB IR =85 2002-04-29
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Tab. 3 Function, location and primer sequence of 7 house-keeping genes in the genome GMI1000
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2.1 EF4H DNA $2EF0 PCR #18

FH £ 1 35 DR A R 7 A H O R 4H DNA 5 FRLk
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H RIS SEBUR, B AR ik AL N G
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M 1 2 3 4 5 6 7 8 5 10111213141
=D b3 i < ) M

7 18 1920 21 22 2334

23130 bp

1 #4532 ELA DNA RE= 4 s ik
Fig. 1 Electrophoresis map of extraction of some genome

M1 2 3 456 7 89 1011121314 151617 181920 21222324

2 514 pstS1/pstS2 T HEED S R B T A 1 Y = 400 PRk R

Fig. 2 Electrophoresis map of R. solanacearum for the expanded
part of pstS1/pstS2
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Fig. 3 Population genetic relationship diagram for e BURST V3
sharing 5/7 gene criterion
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