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LK-10[5/126]

0.05 93 Enterobacter ludwigii (AJ853891)

100 Pantoea agglomerans (AM184254)
Pseudomonas fluorescens strain ost5 (DQ439976)
LK-18 [5/126]
98 Aranicola sp. EP18(AM398227)
LK-16 [9/126]
Serratia proteamaculans (AJ233435)
100 Shewanella sp. ANA-3(AF136392)
LK-12 [3/126]
LK-21 [4/126]
Shewanella sp. CL256/73(AF387346)

Shewanella oneidensis isolate SCH040 (AY881235)

Shewanella pneumatophori (AB204519)

100 LK-51 [5/126]

Vibrio cholerae strain SIO (AY494842)

100 Vyiprio sp. 33 (DQ642835)
99 Uncultured bacterium clone C13 (DQ340200)

100
100 LK-1 [3/126]

LK-26 [7/126]
100 LK-32 [4/126]
Mycoplasma cottewii strain VIS (MCU67945)

Candidatus He crinochetoru (AY500250)

patop

100

99 Uncultured bacterium clone p-66-a5 (AF371535)
Aneurinibacillus danicus (AB112725)
Brevibacillus sp. E (DQ141602)

Oceanobacillus iheyensis strain MSU3 (AY647302)

Uncultured Granulicatella sp. clone (AY807129)

Rahnella sp. 5SF1-11 (AM268330)

LK-6 [45/126]
Uncultured firmicute clone CRE-PA72 (AF141540)

LK-15 [2/126]

LK-3 [34/126]

100
Uncultured Mollicutes bacterium clone (DQ485977)
Uncultured Mollicutes bacterium clone (DQ485975)
|— Uncultured isopod gut bacterium clone (AF395319)
4

Fg.4 Phylogenetic andyssd 16S rDNA clones from the intedina bacteria of Litopenaeus vanname . dones detected in this sudy are gven
in boldace. Numbers in parentheses represent the sequences  accesson number in GerBank. Numbersin square brackets indicate
the clone number out of the total clones. Bootdrgp vaues are indicated at the branching points. Bar , 5 % sequence divergence.
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Bacterial community gructure in intesine o the white shrimp ,
Litopenaeus vannamei

LI Ke' , ZHENG Tiarrling®” | TIAN Yun', YUAN Jian-jun’
(llrstitute d Applied and Environmental Microbiology , Schod d Life Sdences,
2State Key Laboratory d Marine Environmental Science, Xiamen University , Xiamen 361005, China)
(® Department d Biology , Quarzhou Normal College, Quarzhou 362000, China)

Abdgract : The compostion of bacterial community in the intedine of the white shrinp , Litopenaeus vanname under
|aboratory culture condition was determined usng the 16S rDNA clone library. 16s rRNA gene was anplified and a
library was congructed by usng the geromic DNA extracted from the bacteria in the shrinp intedine as tenplate. 12
different RA_P patternsdf the clones were obtained by redriction fragment length polynorphiam andyss uing Afa  and
Msp . Gonpared with the published sequencesin GenBank database , sequencing resultsof cloned 16S rDNA anplicons
revedled a diverse community includingy -proteobacteria and Hrmicutes in the intedine of artificid diet-fed shrinp.
Results showed that the Firmicutes group can be a dominant component (75. 4 %) in the shrimp intestinal microflora and
other clones belong toY -proteobacteria (24. 6 %) which were identified as Shewandla 9. , Pantoea 9. , Aranicda
9., Pseudomonas 9. and Vibrio 9. , regectivdly. These results provide the fird conprehendve description of
microbia diversty of the white shrinp integine and suggest that nogt of the bacteria asociated with shrimp intedine are
uncultured and novel gecies.

Keywor ds : Litopenaeus vanname ; intedine; bacterid diversty
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