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Phylogenetic Analysis of Tobacco Ralstonia solanacearum strains from Hubei
Province
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(1. Key Laboratory of Plant Pathology of Hubei Province, College of Plant Science and Technology, Huazhong Agricultural
University, Wuhan 430070, China; 2. Tobacco Research Academy of Hubei Province, Wuhan 430030, China)

Abstract: For further details physiological specialization of Ralstonia solanacearum strains isolated from Hubei Province, 48
R.solanacearum strains of tobacco were analyzed using the phylotype classification schemes. Phylogenetic analysis of endoglucanase
gene(egl) and DNA mismatch repair protein gene(mutS) sequences showed that all isolates belonged to phylotype I, including 3
different sequevars 15, 17 and 44. 19 strains were belonged to sequevar 17 and 26 strains were belonged to sequevar 44, Only 3
strains were identified as sequevar 15. R.solanacearum strains of tobacco from Hubei Province had genentic differentiation of
sequevar level.
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Table 1 Ralstonia solanacearum strains used in this study and gene sequences deposited in GenBank
% =
ik H T HE AL FEBI A eglGe“Ba“" e
HBXEI Uit L e e AR JHEL / Keglhy 1 5 [ 17 KP316522 KP316474
HBXE2 Rt R LR O TR/ Heygh 1 5 I 17 KP316523 KP316475
HBXE3 Bt R R O JHE / Begh 15 I 17 KP316524 KP316476
HBXES5 Rt IR LR O JHE /A 87 I 17 KP316525 KP316477
HBXE6 Bt B BB e JRE / =R 87 I 17 KP316526 KP316478
HBXE7 Rt IR LR O JHE /A 87 I 17 KP316527 KP316479
HBXES8 Bt B BB e JRE / =R 87 I 17 KP316528 KP316480
HBXE9 Rt R LR O JHE /A 87 I 44 KP316529 KP316481
HBXEI10 Bt B BB e JRE / =R 87 I 44 KP316530 KP316482
HBXEI1 Rt IR LR O JHE /A 87 I 44 KP316531 KP316483
HBXEI2 Bt & B L e JHEL /) 2/ 87 I 44 KP316532 KP316484
HBXEJY1 TRt B S A JHEL / =AW 87 | 17 KP316533 KP316485
HBXEJIY2 TRt M S A JEEL / gl 15 I 44 KP316534 KP316486
HBXEJY3 TRt SR LA el £ JHEE / Begh 1 5 I 44 KP316535 KP316487
HBXEJIY4 TRt S L el JHEL /) 2 JH 87 I 44 KP316536 KP316488
HBXF1 TRt R L S R JHEL / Keghy 1 5 I 44 KP316537 KP316489
HBXF2 Rt L R R JEEL / eyl 1S5 I 44 KP316538 KP316490
HBXF3 Tt R L R JHEL / Hegh 1 5 I 44 KP316539 KP316491
HBXF4 Rt L S R MR/ Eegh 1 5 I 44 KP316540 KP316492
HBXF5 Uit M R R JHE / Begh 15 I 44 KP316541 KP316493
HBXF6 Tt R L R TR/ eyl 1 5 I 44 KP316542 KP316494
HBXF7 Rt R L R JHE / Eegh 1 5 I 44 KP316543 KP316495
HBXF8 St R L R JHE / eyl 1 5 I 44 KP316544 KP316496
HBXFDIJ1 Bt R FEE T %2 JHEE / K326 I 17 KP316545 KP316497
HBXFDJ2 B RFEEL T E S MR / K326 I 17 KP316546 KP316498
HBLCI TR )1 T A U JRE / =R 87 I 17 KP316513 KP316465
HBLC2 TRt R )1 T A A U JHE /A 87 I 17 KP316514 KP316466
HBLC3 TR )1 T A AR JRE / =R 87 I 17 KP316515 KP316467
HBLC4 TRt R )1 T A A U JHEL / =AW 87 | 44 KP316516 KP316468
HBLC6 Bt )1 T A A R JHE /) 2/ 87 I 44 KP316517 KP316469
HBBDI1 Bt B AR B RSP JHEL / =AW 87 | 17 KP316499 KP316451
HBBD3 Bt B AR L RSP JHE /) 2/ 87 I 17 KP316500 KP316452
HBBD4 Bt AR B RSP JHEL / =AW 87 | 17 KP316501 KP316453
HBESI Bt BT = 2 JHE /) 2/ 87 I 44 KP316502 KP316454
HBES2 Rt BT BRI 2 JHEL / =AW 87 | 44 KP316503 KP316455
HBES3 Bt Bt T re R I 2 JHEL /) ZJH 87 I 44 KP316504 KP316456
HBES4 TRt 0 JEL e T e RV JHEE /) 20 87 I 44 KP316505 KP316457
HBES5 TRt ) B T e RV JHEL /) 2/ 87 I 44 KP316506 KP316458
HBES6 T8t e T e RUBR JRE / =R 87 I 44 KP316507 KP316459
HBLF2 Bt ke REIH R £ JHE /A 87 I 44 KP316518 KP316470
HBHF1 Uit g i Btie 1 2 JRE / =R 87 I 17 KP316508 KP316460
HBHF2 Bt e BT 2 JHE /A 87 I 17 KP316509 KP316461
HBJS2 Bt A B PR JHES /SR 1 5 I 44 KP316510 KP316462
HBJS3 TRt R 4R B PR JHE /SR 1 I 44 KP316511 KP316463
HBIS4 Bt A B PR JHES /SR 1 5 I 17 KP316512 KP316464
HBSYFXI T S JHEE /A 87 I 15 KP316519 KP316471
HBSYFX3 I B JRE / R 87 I 15 KP316520 KP316472
HBSYFX4 T L JHEL / AW 87 | 15 KP316521 KP316473
i /N
R292 GRS P I 12 AF295255 AY756801
JT523 BT LY I 13 AF295252 AY756803
Pss81 G5 Fhh I 14 FI561066 EU407338
Pss358 G F At I 15 FJ561056 EU407366
P11 P P [ 17 FI561068 -
GMI1000 VREERIA e hn I 18 AL646053 AY756804
Pss219 =h) Fhh [ 34 EU407292 EU407360
03 P MRS I 44 FI561069 -
M2 TR v} I 48 FI561067 -
K60 EE| Fe i A 7 DQ657614 AY756799
IPO1609 faf 2= e 1B 1 EF371814 EF371849
MOLK2 JEfaE HE 1B 3 EF371841 AY756813
CFBP734 ik nrin i e 11 19 AF295274 AY756746
NCPPB332 HEAAF Lk 11 21 AF295276 AY756740
CMR30 W& 1% FEhhi 11 29 EF439748 EU439772
Psi7 [N} iR A Fe i v 10 EF371804 AY756752
R.syzygii R28 EJ1 B e P T T IV 9 DQO11552 AY756777
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Fig. 1 Phylogenetic tree on partial sequences of

endoglucanase (egl) gene from Ralstonia solanacearum
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mutS gene from Ralstonia solanacearum
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