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Pathogen identification of bacterial soft rot in moth orchid
in Zhejiang Province
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Abstract: A causal agent of bacterial soft rot in moth orchid was isolated and identified which occured in
Hangzhou, Zhejiang Province in recent years. The pathogenicity test, Biolog test and fatty acid methyl es-
ters (FAME) test were undertaken to elucidate the precise position of the causal bacterium. The results indi-
cated that the causal agent’s characteristics were same to Erwinia chrysanthemi. And, 16S rRNA gene se-
quence analysis also showed that the pathogenic bacterium was closely related to E. chrysanthemi and well
separated from all other Erwinia species. Therefore, it could be concluded that the pathogenic bacterium
causing bacterial soft rot of moth orchid was identified as E. chrysanthemi. [Ch, 1 fig. 2 tab. 10 ref.]
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Table 1  Biolog identity of 3 soft rot bacteria of moth orchid and standard reference strains
Biolog
ATCC11662 Erwinia chrysanthemi 0.851 Erwinia chrysanthemi
SCH-01 Erwinia chrysanthemi 0.760 Erwinia chrysanthemi
IMGSST0 o sdomonas syringae pv. syringae 0880 v udomonas syringae pv. syringae
LMG2231 Pseudomonas syringae pv. syringae 0665 Pseudomonas syringae pv. syringae
LMG849 Xanthomonas axonopodis pv. poinsettiicola 0774 Xanthomonas axonopodis pv. poinsettiicola
LMGS401 Xanthomonas axonopodis pv. poinsettiicola 0752 Xanthomonas axonopodis pv. poinsettiicola
H-1 0.820 Erwinia chrysanthemi
H-2 0.801 Erwinia chrysanthemu
H-3 0.771 Erwinia chrysanthemu
2.4 (FAME)
FAME Buyer : <0.2, ; =
0.5, ) 3 FAME Biolog (
2), 2 FErwinia chrysanthemi FAME 0.84 0.79, 3
FAME 0.67 ~ 0.75, , FAME o
2.5 16S
GenBank s , 3 E. chrysanthemi, Dickeya dadantii

99% . . Biolog  FAME



638 2010 8

2 3
Table 2 FAME identity of 3 soft rot bacteria of moth orchid and standard reference strains
FAME

ATCC11662 Erwinia chrysanthemi 0.851 Erwinia chrysanthemi
SCH-01 Erwinia chrysanthemi 0.760 Erwinia chrysanthemi
LMG5570 . . 0.582 . .

Pseudomonas syringae pv. syringae Pseudomonas syringae pv. syringae
LMG2231 . . 0.670 . .

Pseudomonas syringae pv. syringae Pseudomonas syringae pv. syringae
LMG849 0.605

Xanthomonas axonopodis pv. poinsettiicola Xanthomonas axonopodis pv. poinsettiicola
LMG5401 0.626

Xanthomonas axonopodis pv. poinsettiicola Xanthomonas axonopodis pv. poinsettiicola
H-1 0.666 Erwinia chrysanthemi
H-2 0.751 Erwinia chrysanthemi
H-3 0.680 Erwinia chrysanthemi

99y Dickeyazeae CFBP 2052T(AF520711)
62 | |Dickeya dieffenbachiae CFBP2051T(AF520712)
86

Dickeya dadantii CFBP 1269(AF520707)
Dickeya dianthicola CFBP 1200(AF520708)

Erwinia carotovora subsp. wasabiae (U80199)

33 57 _L— Erwinia carotovora LMG2466(296091)
75 L Erwinia carotovora LMG2386(Z96090)

Pectobacterium cacticidum LMG 17936T(AJ223409)
60 77 ———Pectobacterium carotovorum LMG 17566 T(AJ223407)
94 Pectobacterium carotovorum LMG 212T(AY207083)
£Erwinia carotovora ATCC 15713 T(M59149)
Erwinia cypripedii DSM 3873(AJ233413)

Erwinia nigrifluens LMG 2694(Z296095)
465' Erwinia salicis DSM 30166(AJ233419)
Erwinia paradisiaca LMG 2542T(Z296096)
_l Erwinia rubrifaciens DSM 4483(AJ233418)
50 Erwinia chrysanthemi ATCC 11663(U80200)
97 Erwinia chrysanthemi LMG 2804T(Z96093)
H-1
H-2
75—H-3
0.005 9y 32 E RO R 1% 4y SCER1BS50% L LI B AR E A (10004 = HF 5D

1 16S

Figure 1  Phylogenetic tree derived from the 16S rDNA gene sequences analysis between soft rot bac teria of moth orchid and related species
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