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Pseudomonas syringae Van Hall (Ps)57     

  Pseudomonas    )Yaish, 2006 .(    Ps  

Pseudomonas syringae pv. syringae(Pss)   

180.

  )Jones, 1971; Sellam and

Wilcoxson, 1976; Wise, 1977; Fahy and Persly, 1983; Canfield et al., 1986; Ghabakhloo et al. 1988;
Whitesides and Spotts, 1991; Buonaurio and Scortichini, 1994; Mazarei and Mostofipour, 1994;
Hirano et al., 1995; Rahimian, 1995; Spotts and Cervantes, 1995; Saunier et al., 1996; Balestra and

Varvaro, 1997; Shams-Bakhsh and Rahimian 1997; Ashoorpour et al., 2008 .(   

)Weingart and Volkcsh, 1997( .   

   .   P.

syringae pv. morspronorumP. syringae pv. glycinaeP. syringae pv. tomato

)Louws et al., 1999(.

      

      

 .rep-PCR(repetitive sequence based-PCR)  

)Versalovic et al.,

1991; Louws et al., 1995; Weingart and Volkcsh, 1997; Radmaker and Bruijen, 1998.(  

rep- PCR

       )Rademaker and Bruijen, 1998(.

)Louws et al., 1995(.

Pss  
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ERICREPrep-PCR.     

BOX-PCR)Najafi Pour and Taghavi, 2011(  

rep-PCR.

.

 .58Pss     

    

)Najafi Pour and Taghavi, 2011(.  P. viridiflavaP. fluorescens ,

P. meliae .  Pss

IVIA 773-1P. savastanoi pv. savastanoi IVIA2558-ITInstituto Valenciano de

Investigaciones Agrarias(IVIA))1(.

1-

strain numberhostLocation

1AlmondFars

2BarleyFars

3RiceFars

4OatKohgiloye-va- Boyer
Ahmad

5PeachFars

6RoseFars

7CherryFars

8Healthy peachChahar Mahal- o
Bakhtiari

9PeachIsfahan

10AlmondKohgiloye-va- Boyer
Ahmad

11RoseFars

12ApricotKohgiloye-va- Boyer
Ahmad
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strain numberhostLocation

14PeachFars

15CherryChahar Mahal- o
Bakhtiari

16BeetFars

17ApricotFars

18CherryFars

19PeachChahar Mahal- o
Bakhtiari

20CherryFars

21PeachChahar Mahal- o
Bakhtiari

22GeraniumFars

23PearFars

24PeachIsfahan

25Malva sp.Fars

26Wild almondFars

27PeachIsfahan

28AlmondKohgiloye-va- Boyer
Ahmad

29Wheat
Chahar Mahal- o  -

Bakhtiari

30Wild almondFars

31AlmondKohgiloye-va- Boyer
Ahmad

32Peach
Chahar Mahal- o  -

Bakhtiari

33PeachIsfahan

34AlmondKohgiloye-va- Boyer
Ahmad

35PeachFars

36QuinceFars

37PeachChahar Mahal- o  -
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strain numberhostLocation

Bakhtiari

38PeachIsfahan

39Wild almondFars

40Cherry
Chahar Mahal- o  -

Bakhtiari

41PeachFars

42Wheat
Chahar Mahal- o  -

Bakhtiari

43Wild almondFars

44AlmondKohgiloye-va- Boyer
Ahmad

45CherryFars

46ApricotKohgiloye-va- Boyer
Ahmad

47AlmondFars

48GeraniumFars

49PearFars

50Almond
Chahar Mahal- o  -

Bakhtiari

51ApricotFars

52Wild almondFars

53Cherry
Chahar Mahal- o  -

Bakhtiari

54CherryFars

55WheatFars

56 ------Spain

57Wild almondFars

58CherryFars

59AlmondIsfahan

60MilletFars
IVIA2558-ITP.savastanoi

13 ----- ------Spain
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strain numberhostLocation

P. meliae
61ChinaberryFars

P. fluorescens
62AlmondFars

P. viridiflava
63BasilFars

DNA

cfu/ml108)1=600 (OD

.5 g11000

PCR) (Yaish, 2006 .

rep-PCR

Pssrep-PCR   (Versalovic et al., 1991) .   

ERIC1RERIC2REP1RREP2I)Schaad et al., 2001( .

ERIC 1R5´-ATGTAAGCTCCTGGGGATTCAC-3´
ERIC 25´-AAGTAAGTGACTGGGGTGAGCG-3´

REP 1R5´-IIIICGICGICATCIGGC-3´
REP 2I5´-ICGICTTATCIGGCCTAC-3´

261XPCR6/1   MgCl2

pmol452/0   dNTPsU2Taq DNA polymeraseL2

 .95

235DNA94    392

3052     ERIC 1R2

ERIC44REP1RREP2I  1    65

86515  

)Versalovic et al., 1991.(

rep-PCR5/1

5/0PCR100  

DNA) (370 .

Gel Documentation .    
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.

.Total lab v1.10    

Numerical Taxonomy and Multivariate Analysis System)NTsys-pc Version

2.02((Rohlf, 2000) .  

         .     

)Hierachical Technique (   Unweighted Pair-Group

Method using Arithemtic Average)UPGMA(   Simple Matching)SM (   

)Rohlf, 2000 .(   )Najafi Pour and Taghavi,

2011(BOXERICREP-PCR  

.

     REPERIC  

Pss .

bp250bp1500 .

ERIC :  

)611()2248 (

)25 ( .)3()16 (  )117

53 ( .(IVIA) 773-1

)3812 ( .)2 ()8153219 (  

 .)7 ( .  P.

viridiflava  P. fluorescensP. meliaeP. savastanoi)  1

2(.
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1-PCRPseudomonas syringae pv. syringae

ERIC -  1 :)8 (2 :)15 (3 :

)40(4 :)28(5 :)16(6 :)1(7 :)3(8 :)30(9 :

)43(10 :)52(11 :)55(12 :)29(13 :)60(14 :

P. meliae15:P. fluorescens16 :P. viridiflava17:)P.savastanoi (IVIA2558-ITM :100 .

.

REP :

)9242733()8(

)13558()3428 (

)3 ( .)32639574352 (

)611()2248 ()25 ( .

)24552942 ()5183151 ( .)23

3649()41171037 ((Pss IVIA 773-1) .

)60()16 ()72132 ( .

P. viridiflavaP. fluorescensP. meliaeP. savastanoi

)34.(



 / / /13939

2 .Pseudomonas syringae pv. syringae

ERICrep-PCR -UPGMANT-SYS

) .( .

.
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3 .PCR Pseudomonas syringae pv. syringae

REP . .1 :)27(2  :)53(3 :

)18(4 :)37(5 :)41(6 :  )60(7 :P. meliae8 :P. viridiflava9 :P. fluorescens10 :

P. savastanoi (IVIA2558-IT)M :100..

BOX ERIC , REP     

)5.(

)49 (  

.)36()23()53(     

IVIAPss 773-1 .)294255(  )60(  

)4( )3 ()51 ( .   )7 (

 .P. viridiflava P. meliae ,P. savastanoiP. fluorescens  

)5.(
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4 .Pseudomonas syringae pv. syringae

REP-PCR-SMUPGMA

NT-SYS) .(

 ..

.
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5 .Pseudomonas syringae pv. syringae

REPERICBOXrep-PCR-UPGMA

NT-SYS) .(

 ..

Pss ERICREP  rep-PCR  

.rep-PCRERIC)

34 .(     

 . .

 .    

 .ERIC   

 .

(Little et al., 1998)ERIC
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 .
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 .)Najafi pour  and Taghavi, 2011(  

 .BOX

 .rep-PCR   

Pss)5 .(

 .  

 .)7 ( .

    

Pss . (Louws et al., 1995)

  Xanthomonas       rep-PCR  

DNA.(Suzuki et al., 2003)

BOX, REP ERIC P. syringae pv. pisi.  

)Halloway et al., 1997(rep-PCRP. syringae pv. pisi

.(Marques et al., 2008) BOX

(Gardan et al., 1999)

 .    Pseudomonas  P. syringae

 .(Cirvilleri et al., 2005)      

ERICPss        

 .)Mosivand et al., 2009 (

rep-PCRPssPss
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Pss     

)Mosivand et al., 2009 .(  

Pss)Marques et al., 2008; Mosivand et al., 2009 Louws

et al., 1995 ;Halloway et al., 1997; Suzuki et al., 2003; .(rep-PCR

BOXERICREP     

Pss .   )Versalovic et al.,

1994; Marques et al., 2008; Louws et al., 1995; Little et al., 1998( .

rep-PCR     

 .   

  RAPD  

RFLP    
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Genotypic comparison of Pseudomonas syringae pv. syringae from different
hosts based on rep-PCR in Iran

G. Najafi Pour*1, S.M. Taghavi2

Abstract
Pseudomonas syringae pv. syringae (Pss) is one of the most important pathogens, which

infects over than 180 hosts and annually causes significant loss in various plants throughout the
world. To investigate the genetic features of the bacterium, 58 isolates from different hosts
including pome fruits, grains, stone fruits, some weeds and ornamental plants in Fars,
Kohgiluyeh and Boyer Ahmad, Char Mahal-o-Bakhtiari and Isfahan provinces, were selected
and evaluated, by ERIC and REP primers. Using these primers, 250-1500 bp DNA fragments
were amplified. Analysis of ERIC-PCR fingerprint showed that five clusters exist within Pss
strains, but any host preferences, were not visible. This result showed that using ERIC-PCR, we
cannot differentiate various isolates of Pss from different hosts. In REP-PCR analysis Pss strains
used in this study were divided into the five clusters. Although these isolates were distributed in
several clusters, some host specialization could be seen in this heterogenous pathovar. Thus it
seems that REP primer is a suitable molecular tool for discrimination of Pss strains which are
isolated  from  different  hosts.  Cluster  analysis  of  rep-PCR  demonstrated  that  this  method  is
reliable for showing host preference within Pss strains.

Keywords: ERIC-PCR, host preference, P. syringae pv. syringae, Rep-PCR.
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