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Characterization of the ribonuclease III gene of infectious spleen
and kidney necrosis virus of Siniperca chuatsi

WENG Shae- ping, DENG Min, HE Jiar-guo, LV Ling, HE Hua hong, LONG Qing xin
( Schod ¢ ljfe science, Zhongshan University, Guangzhou 510275, China)

Abstract: Ribonuclease 111 gene of infectious spleen and kidney necrosis virus(ISKNV) of Simperca chuatsi had
been sequenced. The open reading frame of the gene is 771 nucleotides long, encoding a putative protein of 256
amino acids with 28. 9 kD. The 5’ and 3’ noncoding regions have TATA boxes. A palindrome is contained
downstream of the translation stop codon. Compared with the RNase Ills found in ISKNV and other species, the
higher homology among ISKNV and the two iridovirus is present, and ISKNV has lower identity with other
species, especially yeast and rhabditida.
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Tab.1 Relatedness of 7 RNaselll genes
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T11bp, GC 52.53%, ISKNV 2.7 7.1 18.7 136 155 125
256 " 28. 9kD LCDV- 1 5.1 235 167 168 14.3
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Fig. 1  Complete nucleotide sequence and deduced amino acid sequence of the pupative ISKNV RNaselll gene.
The initiation codon is blackened and the stop codon is indicated by* . The putative TATA boxes are boxed.
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AAC ATC CCA GGC ATG CCT GGG, ACG TCC AAC AGC CCT GCT GTG GCC ACG

G6CG GTG ATG GCC GGG GGC CTG ACC ACT TTG GGC ATG AGG CTG CGA TTC
AAT ATG TGC AGC TGC ATT TGG TTA

1

ISKNV RNaselll

In the 3 region, the palindrome is indicated by awrows underline.
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Fig.3 Phylogenetic tree based on deduced amino acid sequences of the RNaselIl genes.
The phylogenetic tree was constructed using the MEGALIGN program of DNASTAR. Branch length is
proportional to the number of amino acid substituions, which is indicated by the scale beneath the tree
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