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1 ICR489

1 GTGITAT AcA ATC ATG dTA _TAT ATAl CAC GGA CAA CCA GTG TCT ACA AAG 48
49 CAT TTA CAA TAT TCA AAA ACG TTG CGC CTT CGC TTG TGA CCG CTT GCG 96
97 ACA AGG CAT AGC GCC GGC AAC CAC GGG CCG ATG TGC CCA GGG ACA GCC 144
145 ACGGCA GCA GCG CTG CTG AGG CCA GGT CGT ACA GGC GTG CGC GAC ATG 192
193 CTC GGC GAC CAA GGC CTT GTG CTA TGT GGT GCG CGC CAT CGC CGG GTA 240
241 GCA CTT GCC GCC GGC ATA AGC ACC TCA TTT GGA TGC CCC AAA TGA GGCT 288
289 AAA ATG GGC GAG CAG ACA GAT GTC AGT GAC GAC CTG TGC 336
1 M G E Q T D \% S D D L C 12
337 ATC ATC AAT GAT GGC GTT GGC CAA CGC GCC GTA TAC ATG CGC GGG GAC 384
13 I I N D G A% G Q R A \' Y M R G D 28
385 ACT GTG TTA CAT CAG GGT CTG CCC TAT GTG TCT GCC GCC GTA CCG GAG 432
29 T Vv L H Q G L p Y \' S A A \% P E 44
433 GACTTT GAA CAT GGC ATG ATA ATG CAG AGT GCA CAT GAA GGC ACG ATG 480
45 D F E H G M I M Q S A H E G T M 60
481 CTG CAT GCG GTG TAC ACC GGT ACA CAC TTC ATA CTG GGC ACG AAT AAA 528
61 L H A vV Y T G T H F I L G T N K 76
529 CGG CTG TCG TGT GAA AAT TCG CGC TGG GCC TCC CGT CAC ACC ACG TTC 576
77 R L S C E N S R w A S R H T T F 92
577 AAGC CAG TCA TTT GAG GCT GCA CTG TCG CGC ATA TAC CCA CTT CAG GAG 624
93 K Q S F E A A L S R I Y P L Q E 108
625 GACGTG TAC GAA TGG TTC ATG ACC ACA AAG CTG AAC CCA AAG TTC AGC 672
109 D A Y E w F M T T K L N P K F S 124
673 TACGTG TTC CTG GTC ATG GCC ACG GAC GAG GAG CGC CTC GTG GCG CcCC 720
125 Y V F L \' M A T E E E R L v A p 140
721 GTA GAC ACA TCT GCG GCG GGC GCC CTG CTT CTG GCT ACG TGC GCT GCG 768
4 VvV D T S A A G A L L L A T C A A 156
769 CCT GGG CAC TTT ATG TTC AAT GAC AGC GAA CAA CTA CTT GAG TTC CCC 816
157 P G H F M F N D S E Q L L E F P 172
817 AGG CCC CAC ATT GTG ACG CCC CAC AGC CTT GAG GAA GTG CAC GCG TGG 864
173 R P H I \% T P H S L E E v H A w 188
865 CTG ACC GCG CAC CCC CAC TGC AGC GGA CTG CTG GCG CGG ACG GCA GAC 912
189 L T A H P H C S G L L A R T A D 204
913 AAC CGC ACC GTC CGC TTC AGC CTG CCG CAA TAC ACC AAG ATG CTC AAA 960
205 N R T A R F S L P Q Y T K M L K 220
961 ATC CGC GGC AAC GTG CCT AAC ATC AGG TCC CGT GTA CTG GAG CTC CTA 1008
221 1 R G N \ P N I R S R A% L E L L 236
1009 CAC AGG CCG GAT GAC CTT TTC CAG CTG ACG GCC ATC TTC CCA CAC CTG 1056
237 H R P D D L F Q L T A I F P H L 252
1057 TAC GAA TAT GCC TTG GCA TGC ATG AGC GCG TAC CAG CGT CTG ATC ATG 104
253 Y E Y A L A C M S A Y Q R L I M 268
1105 GCT ATC GTG GCC ACC GTA ATG AAT TAT GCT ACA TAT TGT GAT GAC ATG 1152
269 A I \ A T V M N Y A T Y C D D M 234
1153 CAT GTG GAC AGG GACTTC ATA AAC AGG GTA CAC TGG GCT CTT AAC AAG 1200
285 H A% D R D F I N R A% H W A L N K 300
1201 CGA CGC CAC GTC AAT GTC GAC ACC GTG CAC GAT GTG TGC GCC CGT TGT 1248
301 R R H \ N \' D T \' H D A% C A R C 316
1249 TTC ATG CGT CTG CCT GTT GCC CGC AAG GCC CGC CTA TTG GCC ATC ACG 296
317 F M R L P v A R K A R L L A I T 332
1297 ACA ACA CCA GAG TAG CTA CAA TGG CAG GGC CTG GCC ACG GGC CAT GTC 1344
333 T T P E * 337
1345 ATT ATT TTT TCG TAG TAT CTT GGA AGA AAA TGT ACA GCC TAC TCG AGA 1392
1393 TTG GAG ATG TAC TGG CCG TGG CCG ACG GAA CGG CGG TGC AAC TGA TGC 1440
1441 ACG ACC GTA ACC CTG AGC ACT CTA TCA CAT TGG CTC AGT CGG CCG AGG 1488
1489 GCT GTG TGC ACG TGC AAG CGG TGT CGG CAA ACT CTG AGC GGG TGC GCC 536
1537 GGT GCA TGG TAG TGG CCG GTC AAA TTT ACG GCT CTC GTC TGG TGG CCC 584
1585 GTA TTC GGC ACC TGC ACC ACA CCA 1608

1 ISKNV ICR489
Fg 1 Complete nudeotide sequence and deduced amino acid sequence of the pupative ISKNV ICR489 gene
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Characterization of the ICR489 Gene of Infectious Spleen and
Kidney Necrosis Virus of Siniperca chuatsi

DENG Min, HE Jian guo, WENG Shao ping, LULing, HE Hua hong
(School of Life Sciences, Sun Yat sen (Zhongshan ) University, Guangzhou 510275, China)

Abstract: ICR489 gene of infectious spleen and kidney necrosis virus ( ISKNV) of Siniperca chuatsi were sequenced.

The open reading frame of the gere is 1 011 mucleotides long, encoding a putative protein of 337 amino acids with M, of

38 270. The 5 noncoding region has TATA box. A stem loop and palindrome are contained upstream of the translation
start codon. The results of comparison of the homology with other ridoviruses ICR489 genes showed that ISKNV ICR489
gene has lower identities with others. Alignment of amino acid sequences and a phylogeretic tree of ICR489 genes of four

iridoviruses were constructed. The results indicated that ISKNV is different from the vimuses of the genus Ranavirus and

Lymphocystivirus.
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