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,72°C 7min p-actin  GAPDH
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Tab.2 Primers for the fluorescent quantitative real time-PCR

(bp)
DLS f-actin 5'-TGGTATGGGACAGAAGGAC-3’ 94
DLA 5'-GACAATGCCGTGCTCAAT-3'
PFGS GAPDH S'-TTTTGGCATTGAGGAAGGTTTG-3' 127
PFGA 5'-CAGTGGAGGATGGTATGATGTTAG-3’
caths1 PFCatL 5'-GTATCGGTGGACTGGAGGGTGA-3' 54

cathal S'-TTCCTTGCTTGGCTGTGTATGG-3’
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MDNAFEYIKSIGGL EGEDDY PYTAKQ-GKGHLKKS LFKAND TGCTD
MDNAFRYIKANGGT DTEQAY PYKAE D-EKGHYKPKNKGATDRGYVD
RPEGNEGSGGGILMDQAFQYVTDNQGL DSEDSYPYTGTDDQPSHYDPL YNS AND TGFVD
RPEGNEGENGG|LMDQAFQYVKDNQGL DSEDSY PYLGTDDQPSHYDPN YNS AND TGFVD
S5 RPEGNEGENGGIL MDQAFQYVKDNQGL DSEDFY PYKGTDDQP B YNAQ YSAVND TGFVD
RPEGNEG] MDQAFQYIQDNAGL DTEESY PYVGTDEDPGHYKPEFSAANE TGFVD
SsRPEGNEGENGGLMDQAFQY TKDNGGL DTEKFY PYLGTDDQPGHYDPS YSAAND TGFVD
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CLONING AND EXPRESSION ANALYSIS OF THE CATHEPSIN L GENE FROM
PEARL OYSTER PINCTADA FUCATA

WANG Zhong-Liang'*, JIAN Ji-Chang"?, LU Yi-Shan"?,
WANG Bei"?, CHEN Gang"*®, WU Zao-He**
(1. Fisheries College, Guangdong Ocean University, Zhanjiang, 524088; 2. Guangdong Provincial Key Laboratory of
Pathogenic Biology and Epidemiology for Aquatic Economic Animals, Zhanjiang, 524088; 3. Key Laboratory of Aquaculture
in South China Sea for Aquatic Economic Animal, Regular High Education Institute of Guangdong Province,
Zhanjiang, 524088; 4. Zhongkai University of Agriculture and Engineering, Guangzhou, 510225)

DING Yu"?,

Abstract
ductor, heart, kidney, hepatopancreas, and haemolymph of healthy and Vibrio alginolyticus challenged oyster Pinctada
fucata, we cloned the cDNA of cathepsin L (PFCatL) in the oyster by rapid amplification cDNA ends (RACE) technique
based on the ESTs that analyzed from SSH cDNA library, and employed fluorescent real-time quantitative PCR (RT-PCR).
The results show that the full length of PFCatL cDNA was 2004bp, including a 5' 50bp UTR, a 3' 865bp UTR, and a
1089bp ORF encoding a polypeptide of 362 amino acids with an MW at 40.52 kDa, and a 5.20 IP. A signal peptide of 16
amino acids and a peptidase inhibitor domain 129 were detected in PFCatL by SignalP and Prosite analysis. The catalytic

To examine the expression patterns of the PFCatL gene in various tissues, including foot, mantle, gill, ad-

triad, substrate binding sites, and cysteine disulfide linkage sites were highly conserved in PFCatL, indicated by multiple
alignment analysis. PFCatL transcripts were expressed ubiquitously in all tested tissues, while the expression levels were
significantly different from each other; and the highest expression was detected in kidney and adductor. Four hours after
injection with V. alginolyticus, the expression of PFCatL transcripts in mantle, gill, and haemolymph of P. fucata were
significantly up-regulated relative to that of the control.
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