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Abstract: A total of 105 strains were obtained from four sampling sites of the East China Sea and the South China
Sea. Bacterial diversity and characteristics of bacteria communities were investigated. According to 16S rRNA gene
sequences alignment, strains isolated from the East China Sea belong to 2 phyla and 14 species and strains isolated
from the South China Sea belong to 3 phyla and 19 species. Strains isolated from the East China Sea were composed
by y-proteobacteria (57.2%), aproteobacteria (33.3%) and Firmicutes (9.5%). Strains isolated from the South
China Sea composed by y-proteobacteria (35.5% ), oproteobacteria (41. 9% ), Bacteroidetes (17.7%) and Firmi-
cutes (4.8%). Composition of isolated strains in genus and species level of the East China Sea and the South China
Sea were significantly different. Microbial diversity of strains from the East China Sea was higher than that of the

South China Sea.

Key Words: bacteria; cultivation; diversity

, , (ARDRA) . (2]
. . 51 API
.FENG
t 58 16S .
rRNA (5]
:2011-02-23.
( . 10323.
(1984—),

* , E-mail : 11d5910@ yahoo. com.



444 ( ) 39
el tothenate 5. 00 mg, vitamin B;; 0. 10 mg, p-amino-
s benzoic acid 5. 00 mg, thioctic acid 5. 00 mg,10 ml
s s 1 000 mL.
) , lgeL!
1.2
1.2.1
1 2
1.1 , 10°,10!
1.1.1 10, 0.5 mL
Zal  Za3 ( ,25 C
0~0.5 m), (122°28'31"E, 29° 1,2,5,10
33'10"N)  (122°36'44"E, 29°30'55"N) , , 25 °C
2010 4 NH3  NH9 , 0.2 mL , 25 C
; (115°54'43"E, 18°26'38"N)
(116°59'9"E, 19°35'57"ND , 2009 6 ;
1 . 4 C
) 1.2.2 DNA 16S rRNA
30 min , DNA . 16S rRNA
PCR Forward 8-27 (5"~

I-
-1
5 8 7
"wffl‘ T e NH9 I|‘ 4 '.7__7_7,_,.,f—-4"
|8 7__,‘!3:11:1&—"7"‘.“
( % I i
[ ww
1

Fig.1 Sampling sites of the East China Sea and

the South China Sea
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(L") ;Ferric citrate 0. 044 mg, NaCl
25.40 g,MgCl, « 6H,0 5. 80 g,MgSO, « 7H,0 6. 64
g, CaCl, 1.11 g, KCI 0. 55 g, NaHCO, 0. 16 g, KBr
0. 08 g,Bacto peptone 0. 25 g,Bacto casein hydrolysate
0.25 g. StCl, » 6H,0 57.00 mg, H;BO; 22.00 mg.
Na, SiO; « 9H,O 30. 00 mg, NaF 2. 40 mg, NH,NO;
1. 20 mg, Na, HPO, « 12H,O 8. 07 mg, biotin 2. 00
mg, folic acid 2. 00 mg, pyridoxine hydrochloride
10. 00 mg, thiamine hydrochloride. 2H,O 5. 00 mg, ri-
boflavin 5. 00 mg, nicotinic acid 5. 00 mg, D-Capan-
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Table 1 Distribution of strains isolated from 17.7%. ’
the East China Sea »  Bacillus Sul fitobacter Alca-
nivorax \Pseudoalteromonas. Pseudomonas 2
, 2 .
Bacillus stratosphericus 41KF2aT 4 99. 8~100 Sh
’ annon
’
Loktanella rosea Fg36T 4 98.9~99. 2 (HY Margalef (DME )
Loktanella vest foldensis LMG 220037 4 99.6~99.7 Shannon (E) ’
- Phaeobacter caeruleus CCUG 558597 1 96. 749 Berger_Parker (d)
Ruegeria scottomollicae 1L.MG 243677 1 97.419 ( 3).
. " 3
Sul fitobacter mediterraneus DSM 122447 3 97.4~97.7
- Table 3 Diversity measurement and abundance model
Tateyamaria pelophila SAMAT 1 96. 835 ) )
- of isolated bacteria
Aestuariibacter halophilus JC20437 2 95.3~96.1
Alcanivorax dieselolei B—57 3 99.8~100
. Alteromonas stellipolaris LMG 218617 1 99. 633 Shannon o H =—>PiIn P, 2.21  2.63
Amphritea atlantica M41T 1 100 i=1
Pseudoalteromonas marina Manod™ 14 99. 832~100 Margalef Dy, = @ 3. 46 4.36
Diig n N
Pseudomonas koreensis Ps 9—14T 2 99. 65 Me
i . ,
Sinobacter flavus CW-KD 47 1 93.675 Shannon E = H . 0.84 0. 89
E In S
2 Berger-Parker
& y d = " 0.33  0.19
Table 2 Distribution of strains isolated from the .
South China Sea
Bacillus subtilis subsp. inaquosorum BGSC 3A28T 2 100
Bacillus subtilis subsp. subtilis NCIB 36107 1 99. 82
Cellulophaga lytica ATCC 231781 2 99.1
Maribacter dokdonensis DSW—8T 7 99. 8 .
Marivirga tractuosa NBRC 159891 1 98.797
Muricauda lutimaris SMK—108T 1 99. 808 ’
Aurantimonas coralicida WP1T 3 100 ,
- Erythrobacter citreus RE35F/17T 12 100 [10.11]
Erythrobacter vulgaris 022 2—10T 1 99. 844 .
Sul fitobacter dubius KMM 3554 T 6 99.3~99.7 .
Thalassospira tepidiphila 1—1BT 4 100 “ 9
Alcanivorax venustensis 1S04T 1 100 ’ ’
Halomonas meridiana DSM 54257 1 99. 465 N N
Idiomarina abyssalis KMM 22771 5 99.6~99.7
- Idiomarina marina PIM1T 2 98.854 ’
Idiomarina ramblicola R22T 2 99. 83 N 2
Pseudoalteromonas marina Mano4T 4 99. 8 2
Pseudoalteromonas paragorgicola KMM 35481 1 100 ’
Pseudomonas pelagia CL-AP6T 6 97.6~97.7
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Fig. 2 Phylogenetic tree of bacteria isolated from the East China Sea
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Fig. 3 Phylogenetic tree of bacteria isolated from the South China Sea
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