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, 70  unigenes,
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Tab. 1 The partial Blast results of cNDA library from E. carinicauda haemocyte
gene name homologous species homologous No. E-value
C cytochrome ¢ oxidase subunit E. carinicauda ref[YP_002808471.1| 1.00e-113
40S 408 ribosomal protein S16 Gallus gallus ref|lXP_416113.1| 1.00e-65
18S rRNA 18S rRNA gene M. rosenbergii gb|GU205033.1| 4.00e-61
ribosomal protein L14 Palaemonetes varians gb|FJ654517.1| 1.00e-28
mitochondrion E. carinicauda gb|EF560650.1| 0.00e+00
carboxypeptidase M Mus musculus gb|BC088735.1| 1.00e-06
ficolin Rattus norvegicus ref[NM_031348.2| 2.00e-10
Na'/K"ATP  Na'/K' ATPase alpha 1 Taeniopygia guttata gb|DQ215949.1| 2.00e-08
H'-ATP ATPase, H' transporting Xenopus laevis ref[NM_001093722.1| 7.00e-07
ferritin M. rosenbergii gb|EU371046.1| 0.00e+00
anti-lipopolysaccharide factor 2 M. rosenbergii gb|ADI80707.1| 5.00e-37
hemocyanin subunit L M. japonicus gb|ABR14693.1| 1.00e-132
70 heat shock protein 70 Poecilia reticulata gb|EF408831.1| 3.00e-11
cathepsin L Pandalus borealis dbj|BAC65418.1| 2.00e-64
- p-actin Marsupenaeus japonicus gb|ADG45307.1] 1.00e-174
myosin VB M. musculus gb|BC011494.1| 1.00e-09
septin 6 Danio rerio ref[NM_212626.1| 3.00e-07
enolase Ovis aries gb|FJ201248.1| 2.00e-06
lysozyme M. rosenbergii gb|AY257549.2| 9.00e-15
troponin Epinephelus coioides gb|GU982554.1| 3.00e-10
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Construction of a cDNA library from the haemocytes of Exopalaemon
carinicauda and analysis of partial expressed sequence tags
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1. College of Fisheries and Life Science, Shanghai Ocean University, Shanghai 201306, PR China;
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Abstract: A haemocyte cDNA library of Exopalaemon carinicauda was constructed by SMART™ technology. We
determined that the titer of the primary ¢cDNA library was 2.8 x 10° pfu/mL, the recombinant efficiencies were
over 99%, the insert size of the library was between 400 bp and 2 000 bp, and the titer of the amplified cDNA li-
brary was 4.3 x 10° pfu/mL. One hundred single clones were selected randomly to screen for primary detection and
a total of 95 high quality ESTs, averaging 493 bp, were obtained. The ESTs were assembled into 70 unigenes,
comprising 11 contigs and 59 singlets. When compared with the public database by Blast, 20 unigenes were highly
homologous (E-value < le-5) to known genes, two unigenes were unknown genes (hypothetical protein), and 48
unigenes had no significant homology to any sequence. Several functional genes of E. carinicauda, including Tro-
ponin I, Enolase, Anti-lipopolysaccharide factor and Lysozyme, were identified by homology comparison. The
quality of this haemocyte cDNA library is of a high enough standard to obtain haemocyte-specific expression gene
information. These results provide important information on functional genes and lay the groundwork for screen-
ing of molecular markers in E. carinicauda.

Key words: Exopalaemon carinicauda; haemocytes; cDNA library; EST; sequence analysis
Corresponding author: LIU Ping. E-mail: liuping@ysfri.ac.cn



