Jourd of Anhu Agi . Sci 2008 36(9) :3545 - 3547

1L-18
*
1 b) b) b) (
[ ] 1L-18
1 , RNA
, 1L-18 603 bp, 201
18 @nBark 98.2%,
%5% 970% [ ]
IL-18 'RF PCR;
S84 A

doring and Sequerce Andyds of Duek 1 L-18 Gere
HAN Xangan et d
Abstract

, 510642)
[ ] GenBank IL-18
RF PCR , IL-18 [ ]
, 23.2 kD , IL-
100 % 869% 87.1%),
. 1L-18

0517 - 6611(2008)09 - 03545 - 03

(Qdllege of \gterinary Medicine , South China Agicdtura Lhiversity , Quangzhou, Quangdong 510642)
[ Qjective] The research a ned to lay the founddion for deedy studyi ng the expresson of duck I1-18 gere andits biologicd activity and

nolecdar agwart apdicaion . [ Mthod] A par of priners vas designed accord ng to the sequernces of IL-18 gere inthe duck of Hngkong on GenBank
wvelsite . Totd RNAfromsdeen lynphocyte in Quangdong ted vas taken as tendae to make RT- PCR andification. 11-18 gene in Guangdong ted wes
clored and sequerced . [ Resut] The sequercing resuts shoved that the open readng frane of 1L-18 gere in Guangdong tea vas 603 bp, coding 201
amno ids , viththe nolecular waght of 23.2 kDa. The sequence amdyd's shoved the nuclectide honology of IL- 18 gerne betveen Quangdong ted and
Hngkong duck on GenBank welsite vas 98 .2 % and the aniino acid ho nology vas 100 % . Its nucleatide honology with chicken and turkey were 86 .9 %
and 87 .1 % resp ., the anino acid honology were 96.5% and 97 .0 % resp. [ Corcludon] The resuts of piMogeretic andyds showed that duck 11L-18

gere had closer evoluionary relaionshi s withthat of chicken and turkey .
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