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Fig. 3 MEGAN software analysis abundance and Phylogenetic tree of species in metagenome

DNA
69.9%,

92.5 mg/L,

168,

12

PCR

/2012 / 36 / 6

[23-24]



HRRE REORTS

[25]

DNA

Glad T, Bernhardsen P, Nielsen K M, et al. Bacterial
diversity in faeces from polar bear (Ursus maritimus)[J].
Arctic Svalbard BMC Microbiol, 2010, 10(10): 1-10.
[1]. , 2008,

28(4): 1762-1771.
Handelsman J, Rondon M R, Brady S F, et al. Molecu-
lar biological access to the chemistry of unknown soil
microbes: a new frontier for natural products[J]. Chem
Biol, 1998, 5(10): 245-249.

[1]. , 2007, 27(3):
7-9.
Poniat H N, Schearz C, Qi J, et al. Metagenomics to
paleogenomics: large-scale sequencing of mammoth
DNA [J]. Sci, 2006, 311: 392-394.

, , , PCR

[]. , 2000, 20(2):
135-137.

, , , PCR
0] .
, 2008, 24(6): 110-112.
, . PCR
[]. , 2006, 30(6): 416-420.

Salone A, Nikkila J, Tuovinen J J, et al. Comparative

analysis of fecal DNA extraction methods with
phylogenetic microarray: effective recovery of bacteria
and archaecal DNA using mechanical cell lysis[J]. J

Microbiol Methods, 2010, 81(2): 127-134.

[10]

[11]

[12]

[13]

[14]

[15]

[17]

[18]

[19]

[20]

[21]

[23]

RT-PCR
[J].

5 5 s

, 2009, 36(6): 831-836.
Navarrete P, Espejo R T, Romero J. Molecular analysis
of microbiota along the digestive tract of juvenile At-
lantic salmon (Salmo salar L.)[J]. Microb Ecol, 2009,
57(3): 550-561.
Wang X H, Li H R, Zhang X H, et al. Microbial flora in
the digestive tract of adult penaeid shrimp(Penaeus
chinensis)[J]. Journal of Ocean University of Qingdao,
2000, 30(3): 493-498.
Worthen P L, Gode C J, Graf J. Culture-independent
characterization of the digestive-tract microbiota of the
medicinal leech reveals a tripartite symbiosis[J]. Ap-
plied and Environmental Microbiology, 2006, 72(7):
4775-4781.
Tannock G W. Molecular assessment of intestinal mi-
croflora[J]. AJCN, 2001, 73 (suppl): 410-414.
Kurokawa K, Itoh T, Kuwahata T, et al. Comparative
metagenomics revealed commonly enriched gene sets
in human gut microbiomes [J]. DNA Res, 2007, 14(4):
169-181.
Hehemann H J, Correc G, Barbeyron T, et al. Transfer
of carbohydrate-active enzymes frommarine bacteria to
Japanese gut microbiota[J]. Nat, 2010, 464: 908-914.

[J1. , 2007, 47(4): 649-653.

Fridez F, Coquoz R. PCR DNA typing of stamps:
evaluation of the DNA extraction[J]. Forensic Sci Int,
1996, 78(2): 103-110.
Mitra S, Klar B,Huson D H. Visual and statistical com-
parison of metagenomes[J]. Bioinformatics, 25(15):
1849-1855.
Mitra S, Gilbert J A, Field D, et al. Comparison of
multiple metagenomes using phylogenetic networks
based on ecological indices[J]. The ISME Journal, 2010,
4:1236-1242.
Poinar H N, Schwarz C, Qi J, et al. Metagenomics to
paleogenomics: large-scale sequencing of mammoth
DNA[J]. Sci, 2006, 311: 392-394.
Huson D H, Auch A F, Qi J, et al. MEGAN analysis of
metagenomic data [J]. 2007, 17(3):
377-386.
Grant S, Grant W D, Cowan D, et al. Identification of

Genome Res,

Marine Sciences / Vol. 36, No. 6 /2012 13



HRRE REORTS

eukaryotic open reading frames in metagenomics cDNA Biotechnol, 2005, 23(6): 321-329.

libraries made form environmental samples[J]. Aem, [25] Oxley AP A, Shipton W, Owens L, et al. Bacterial flora

2006, 72(1): 135-143. from the gut of wild and cultured banana prawn,
[24] Cowan D, Meyer Q, Stafford W, et al. Metagenomic Penaecus merguiensis[J]. J Appl Microbiol, 2002, 92(2):

gene discovery: past, present and future[J]. Trends 214-223.

Solexa sequencing and analysis of the intestinal microorgan-
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Abstract: The intestinal microorganisms metagenome of Litopenaeus vannamei was extracted by CTAB-phenol/
chloroform DNA extraction protocol. The relative concentration of bacterial genome in metagenome was analyzed
by semi-quantitative PCR. The results showed that the total concentration of metagenome was 92.5 mg/L and rela-
tive microbial metagenome ratio was 69.9%. Solexa sequencing showed that up to 64.1% of contigs in metagenome
had no assignment or no hits in database of NCBI, 35.5% of which were assigned to eukaryon, and only 0.4% se-

quences belonged to bacteria and virus.
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