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Abgract :A 467 bp ful-length cDNA sequence of metalothionein (named as HOMT) gene was oltained usng rapid
anplification of ¢cDNA end (RACE) technique in Hyriopsis cumingii. It conddsdf a 92 bp 5 untrandated region
(UTR) , a216 bp open readingframe (ORF) and a 159 bp 3 UTR. The trandated protein was conmposed of 71 amino
acids, with a nolecular weight of 7.1 ku, and its caculated idectric point was 7. 24. The contents of cydeine and
dycine in the predicted HOMT amino acid sequence were 29.6 % and 14. 1 %, repectivey. The conserved notif
CKCXXXCXCX of molluscan MT was d < found in HOMT. A gecific pattern of nolluscan MT CX- G X(3)-C T G
X(3)-C X CX(3)-CX-C Kwas located a the Gtermind. The predicted protein sequence andys's showed that the
MTd H. cumingii had the typicd characterigics of MT family and shared a high dmilarity with that of other
nolluscans.
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Fig.1 The gd dectrophoress pattern o total RNA and 3 , 5 RACE product from H. cumingii
A:RNA ; B:3 RACE ; C:5 RACE
1: ; 2:D2000 DNA ;3 RNA
A :The gd dectrophoress pattern of totd RNA ; B :3 RACE product ; C:5 RACE product.
1: Blank control ; 2: D2000 DNA Maker ; 3: Totd RNA product of H. cumingii .
467 bp (GenBank : 3Q184290) (@n) (His) (Lie)
S5UTR 92 bp,3UTR 159 bp (Phe) (Tm) (Try)
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Fig.2 Theful-length o cDNA and deduced amino acid sequence of MT in H. cumingii
35 ;
AATARA; MT ; MT

*

3, 5 untrandaed regons are shown as lowercases; Goding region is shown as uppercases, where the upper sequence indicates the nucleotides
and the lower shows the amino acids; Putative polyadenylation sgnds (AATAAA) are boxed ; Characteridic sequencesof MT from invertebrates
are underlined ; Tag sequences of MT from nollusks are shadowed ; Sop codon is marked with agerisk ( *) .
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Hyriopsis cumingii MSDACNCLETGECKCCGESTG—DCROGKDEKIGDAKKIPG
lnio tumidus MSDPCNCLETGECKCSGDCTG—DCRCGDARKIGeNALKEPG
Meretrix lusoris MSDPCNCIETGTCKCSEDCSSTTGCRCGAGERIGDALKPG
Corbicula fluminea MSDPCDCATTGTCKCSEDCTAESGCRCGTONGGDDIkiPe
Cerastoderma glaucum —IPCNCVETGSCQCSAQUTSEGGCRCGPNERIGDGHALPG

Venerupis (Ruditapes) decussates ——IPCNCVETGSCQUSAQCTSEGGCKCGPNCKIRDGEAKRG
Crassostrea gigas MSDPCNCAETGSCQCSAQCTSEGGCRCGPNERIdGDGIEALRG

Hyriopsis cumingii crvvekesss-—plreidrepstikidhsciosik-
lnio tumidus CRVVCKCSSS—plsReiTePs TIRChselosick-
Merstrix lusoria crvvekcARNNGERREeKGrersiiichacsik -
Corbicula fluminea CKVVCKCS6S— GPSTIRICESDICHICK-
Cerastoderma glaucum CWWWGS—E&WT@@G@@E
Venerupis (Ruditapes) decussates  CKVVONCNGS—aaDireas TkiGesnickicix
Crassostrea gigas CKWCNCNGS—S@@“-

3

Fig.3 Alignment o amino acid sequences o MT in H. cumingii and other malusk animals
Oys , Unio tumidus:
(ABPO1350. 1) ; Meretrix |usoria: (AASD2877.1) ; Corbicula fluminea: (ABM55725. 1) ; Cerastoderma glaucum
(ACB05816. 1) ; Venerupis ( Ruditapes) decussates : (ABS20116. 1) ; Crassostrea gigas: (CAC82788. 1)
The stesdof conservative Cys are boxed , characterigtic sequences of MT from invertebrates and nollusks are shacowed.
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Fig.4 The NJ phylogenetic tree o vertebrate based on the amino acid sequences o H. cumingii
Crassostrea virginica : (AAQ23908. 1) ; C. gigas: (CAB64869. 1) ; C. ariakensis: (ABCG69708. 1) ; Mytilus
galloprovindalis : (AAT72935.1) ; Perna viridis: (AAF22487.1) ; Tegillarca grancsa: (AAS75318. 1) ; Scapharca
inaequivalvis : (AAZT76545. 1) ; Hyriopsis cumingii ; Unio tumidus : (ABP01350. 1) ; Littorina littorea :

(AAKS56498. 1) ; Hdix aspersa: (ABL73910. 1)
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