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Abstract Litopenaeus vannamei shrimp is the most extensively farmed crustacean species in the world. However,
the genome and transcriptome data of Litopenaeus vannamei is still relatively lacking. To obtain transcriptome infor-
mation of Litopenaeus vanname, the transcriptome of Litopenaeus vannamei hepatopancreas was sequenced by 454
high-throughput sequencing technology. A total of 500 177 ESTs were produced, with an average length of 363 bp.
De novo assembly of ESTs data generated 20 225 unigenes between 50 and 8 980 bp in length, with an average
length of 507 bp. Similarity searches against the NCBI-Nr database revealed that 13 676 (68%) of these unigenes
have significant matches (E-value<107%). In addition, the unigenes were similarity search against the GO, COG and
KEGG databases, and were annotated with gene functional descriptions, gene ontology terms, or pathways. By high-
throughput sequencing, we obtained abundant transcriptome information that could contribute to novel gene identi-
fication and genome research in Litopenaeus vannamei.
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Figure 2 COG classification of the unigenes

A: RNA processing and modification;

B: Chromatin structure and dynamics;

C: Energy production and conversion;

D: Cell cycle control, cell division, chromosome partitioning;
E: Amino acid transport and metabolism;

F: Nucleotide transport and metabolism;

G: Carbohydrate transport and metabolism;

H: Coenzyme transport and metabolism;

I: Lipid transport and metabolism;

J: Translation, ribosonmal structure and biogenesis;

K: Transcription;

L: Replication, recombination and modification;

M: Cell wall/membrane/envelope biogenesis;

N: Cell motility;

O: Posttranslational modification, protein turnover, chaperones;
P: Inorganic ion transport and metabolism;

Q: Secondary metabolites biosynthesis, transport and catabolism;
R: General function prediction only; S: Function unknown;
T: Signal transduction mechanisms;

U: Intracellular trafficking, secretion, and vesicular transport;
V: Defense mechannisms;

‘W: Extracellular structures;

Y': Nuclear structure

Note: The percentages in the figure represent the proportion of different COG categories
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Figure 4 KEGG Classification of the unigenes, the top 20 most abundant KEGG pathways are shown
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