a3t B3 ks (8RB Vol. 48 No.3
2009 4F 5 H ACTA SCIENTIARUM NATURALIUM UNIVERSITATIS SUNYATSENI May 2009

55y i

FARA, A, B w,$~$9% o, A, ATHEE
(P kFAGHFFR, A N 510275)

i ZE: IR¥ GenBank HRIE FUFFI UGS PCRBIH, M 2 BROMHGIRET Vibrio vulnificus 1 1 MIIIRE Vibrio
Slwvialis Y1 AR TR 70 (heat shock protein, hsp70) B F Bt %3 3 A Jr B T seke . R I04S
REH, 3B R 1911 bp, AE5EHEAY hsp70 ORF, 475 636 ME AR, TAIMEREMFS] S GenBank
T E BT hsp70 MYEIEIRITFH) LRI, 2 HREMITIRTE hsp70 2 [H 73 FRIFp L BB bR A RIIR R, 3% 98% LA
L5 TRETAY hsp70 FHE ERFLRE; 52 R EZ AW hsp70 ERRTFY] —RWET REHMR, 45
RGN BE R,

SCHER . Pk E 70 (hsp70) ; BIGIRES Vibrio vulnificus; JYRE Vibrio fluvialis

HIESIEE, X5 SCEARIRA: A TEHRE: 0529 -6579 (2009) 03 -0080 —04

Cloning and Sequence Analysis of hsp70 of Three Strains of Vibrio

HUANG Dongdong , HE Mingxiao, LU Ling, WENG Shaoping, CHANG Di, DENG Xianyu, HE Jianguo
(School of Life Sciences, Sun Yat-sen University, Guangzhou 510275, China)

Abstract: A pair of primers was designed according to the nucleotide sequence of the heat shock proiein
(hsp70) gene of vibrio reporied in GenBank. With the specific primers, three target fragmenis were am-
plified from two of Vibrio vulnificus strains and a Vibrio fluvialis stain genomic DNA hy PCR. The frag-

ments were cloned and sequenced. The result showed that they included an ORF of 1911 bp which enco-
ded a polypeptide of 636 amino acids. The identities of hsp70 among these two Vibrio vulnificus stains
and other Vibrio vulnificus stains from GenBank are more than 98% . The hsp70 from Vibrio fluvialis was
cloned for the first time. The neighbor-joining tree of hsp70 was constructed and it supported the tradi-

tional classification.
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Table I Comparison of hsp 70 genes from 9 species

CMCP6 CGO67 CGMCC V. cho V. har V. par V. pro E. coli Bt A A%

CGO51 99. 8 99.8 91.4 91.5 93.4 95.6 94.3 83.5 47.5 48.1 48.1
CMCP6 100.0 91.2 91.7 93.2 95. 4 94.2 83.3 47.3 48.0 48.0
CG067 91.2 91.7 93.2 95. 4 94.2 83.3 47.3 48.0 48.0
CGMCC 91.0 92.0 92.1 91.5 82.4 46. 4 46.9 46.9
V. cho 89.3 91.2 89.8 82.1 46. 8 46.5 46.3
V. har 95.6 94.8 81.0 45.5 45.7 45.6
V. par 97.5 83.2 47.35 47.6 47.3
V. pro 82.8 46.90 47.4 47.3
E. coli 48.17. 48.3 48.6
yeast 72.2 74.1
mouse 95.3

1) CGO51: Vibrio vulnificus CGO51; CGO67 . Vibrio wulnificus CGO67; CMCP6: Vibrio vulnificus CMCP6; CGMCC: Vibrio vulnifi-
cus CGMCC. 1608 ; V. cho: Vibrio cholerae; V. har: Vibrio harveyt; V. par: Vibrio parahaemolyticus; V. pro: Vibrio proteolyticus; E. colt .

Escherichia coli; yeast: Saccharomyces cerevisiae; mouse: Mus musculus; human: Homo sapiens
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Fig. 1 Multiple amino acid sequence alignment of hsp70 encoded by CG051, CG067 and CGMCC. 1608 and other species.
Accession numbers; CG051, AY498656; CG067, AY498657; CGMCC, AY498658; CMCPG, AE016798; V. cho, CAATA627;
V. har, AAC61692; V. par, BAC58916; V. pro, AAF27648; E. coli, NP_ 308041 ; yeast, AAC37398; mouse, AAC84169;

human ,

BAB63300
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Fig. 2 Phylogenetic tree based on the sequences of hsp70
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