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(MOST MO05S) « 2 » Table 1  Number of Genus Species total bacteria

and pure strains isolated from four samples

(Q2T  Q28).

Number of Sample MOST MO5S Q2T Q28
Number of total bacteria 4.0 x10° 2.7 x10° 1.2 x10" 6.2 x 10’
Q2T > QZS MOST > M0O5S; Number of pure strains 56 36 85 70
Number of genuses 5 6 8 10
Number of species 8 7 14 16
MOST < Q2T MO5S < Q2S.
: 2.1.2
10° © MOST.MO05S.Q2T Q25
10"; o
10 >
10° . °
14 247 o
) 165 rRNA
(400 m ): 247
. 2,
2
Table 2 Bacterial population and abundance in each of the four samples
MO5T MO5S Q2T Q2s
Genus " " "
a b c a b c a b c b c
I Pseudochrobactrum 0 0 0 2 1 2.9%
Rhizobium 0 1 1 2. 7% 0 0
I Comamonas 0 0 0 8 1 11. 4%
I Enterobacter 0 0 1 1 1.2% 4 2 5.7%
Klebsiella 0 0 0 5 1 7.1%
Proteus 1 1 1.8% 0 0 0
Providencia 2 2 3.6% 0 6 2 7.1% 0
Acinetobacter 4 1 7.3% 1 1 2.7% 17 2 20% 0
Pseudomonas 0 1 1 2.7% 51 4 60% 24 5 34.3%
Stenotrophomonas 0 1 1 2.7% 5 2 5.9% 8 1 11.4%
IV Bacillus 4 2 7.3% 29 2 78. 4% 0 0
Staphylococcus 0 0 1 1 1.2% 0
Vagococcus 0 0 2 1 2.4% 0
V  Brevibacterium 0 4 1 10. 8% 0 0
Curtobacterium 45 2 80% 0 0 0
Microbacterium 0 0 0 2 2 2.8%
Arthrobacter 0 0 0 2 1 2.8%
VI Empedobacter 0 0 2 1 2.4% 14 1 20. 0%
Myroides 0 0 0 1 1 1.4%
" a: strains number; " b: species " ¢: abundance = strains number /total strains number; 1 : Proteobacteria; Alphaproteobacteria; 1 :
Proteobacteria; Betaproteobacteria; 1l = Proteobacteria; Gammaproteobacteria; W : Firmicutes; Bacillales; V : Actinobacteria; Actinobacteridae; VI:
Bacteroidetes
1 2 10° 5 8

( Curtobacterium) 2 (
R [ 5 » 80 % ) ; “ 2 »
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Table 3 Bacterial species in each of the two soft root cabbage tissues
Q2T MO5T
Genus - -
A B A B
1 Enterobacter E. cancerogenus 1 0
Proteus 0 P. wulgaris 1
Providencia P. vermicola 5 P. rettgeri 1
P. vermicola 1 P. vermicola
Acinetobacter A. johnsonii 14 A. calcoaceticus 4
A. soli 3
P. hibiscicola 36 0
Pseudomonas P. taiwanensts 11 0
P. tuomuerensis 3 0
P. mosselii 1 0
Stenotrophomonas S. maltophilia 3 0
S. humi 2 0
1 Bacillus 0 B. subtilis
0 B. amyloliquefaciens
Staphylococcus S. saccharolyticus 1 0
Vagococcus V. fluvialis 2 0
| Curtobacterium 0 C. flaccumfaciens 40
0 C. ammoniigenes 5
.\ Empedobacter E. brevis 2 0

" A: Specie;’ B: Numbers of

the specie. I : Proteobacteria;

Actinobacteridae; = N : Bacteroidetes

Gammaproteobacteria;

ST

Firmicutes; Bacillales; * 1l : Actinobacteria;
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Table 4  Difference of bacterial species in the same genus between the isolates from soft rot tissues of
“Zhengza No.5” cabbages and rhizospheric soil
MO5T MO5S
Genus
Specie " Number Specie * Number
Bacillus B. subtilis 2 B. megaterium 28
B. amyloliquefaciens 2 B. endophyticus 1
Acinetobacter A. calcoaceticus 4 A. lwoffii 1
" species number of genus
5 “ 2 ”
Table 5 Difference of bacterial species in the same genus between the isolates from soft rot tissues of
“QinBai No.2” cabbages and rhizospheric soil
Q2T 028
Genus
Specie " Number Specie " Number
Pseudomonas P. hibiscicola 36 P. hibiscicola 8
P. taiwanensis 11 P. plecoglossicida 11
P. tuomuerensis 3 P. parafulva 2
P. mosselii 1 P. monteilii 2
P. geniculata 1
Empedobacter E. brevis 2 E. brevis 14
Enterobacter E. cancerogenus 1 E. cancerogenus 1
E. aerogenes 3
Stenotrophomonas S. maltophilia 3 S. maltophilia 8
S. humi 2

" specie number of the genus

3.1
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Correlation of bacterial diversity in rot Chinese cabbage
with the habitat
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Abstract: Objective To investigate the diversity of bacteria in soft rot Chinese cabbage and analyze their correlation
with rhizosphere bacteria we analyzed the bacterial population structures of soft rot Chinese cabbage and the rhizosphere
in different habitat. Methods Based on the initial medium and artificial Chinese cabbage medium we isolated the
bacteria from soft rot tissues and rhizospheric soils from two typical habitats. According to the analysis of 16S rRNA gene
sequence homology we identified the isolated strains and analyzed the strains population structure. Results The total
bacteria in soft rot tissues were 4.0 x 10°cell g™' and 1.2 x 10" cell g™' the number of pure strains were 56 and 85 the
dominant strains were Curtobacterium flaccumfaciens pv. flaccumfaciens and Pseudomonas spp. (P. hibiscicola P.
taiwanensis P. tuwomuerensis P. mosselii). The total bacteria in rhizospheric soils were 2.7 x 10° cell g™ and 6.2 x 10’
cell g7 the number of pure strains were 36 and 70 the dominant strains were Bacillus megatherium and Pseudomonas
spp- (P. plecoglossicida P. hibiscicola P. parafulva P. monteilit P. geniculata). Conclusion The methods used
in this study were effective in analyzing bacterial diversity in soft rot Chinese cabbage and the results correlated well with
the soil bacteria analysis suggesting that soft rot Chinese cabbage may be induced by various environmental bacteria. Our
results infer that soft rot of Chinese cabbage might be pathogen—complex and provide the clues for the mechanism study
and protection.
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