201Q 32(6): 1253- 1256 http //xuebao jxau edu cn
Acta Agricu llurae Universitatis Jangxiensis E - m ail ndxb7775@ sna can

EJ(3) 9P1 ORF 172

2= o L2 g — ) B
T EC, Xk

510275 2
130118)
PCR EJ(3)9P1  ORF172 , pET28 -
ORF172 BL21  IPTG , SDS- PAGE
ORF172 , EJ(3)9P1
: ORF 172
: Q933 A : 1000- 2286( 2010) 06— 1253 04

Cloning and Expression ofORF 172 G ene
of aM arne B acteriophase( EJ( 3) 9P1)

DONG Hao" 2, ATYun-can’

( L State Key Lab of Biocontrol Sun Y at— sen U niversity Guangzhou 510275 Chna 2 Deparment of
Life Jilin A griculure Un versity Changchun 130118 China)

Abstract The gene ORF 172 of EJ( 3)9P1 amarne bacteriophasewas cloned by PCR and inserted into
the prokaryot expression vector pKT — 28a( + ). The recanb nant plasn id pET28— ORF172 was transfom ed
nto he BL21 cell to express the pwoten by inductbn with IPTG The result showed that the system of the
ORF 172’ s expressing had been estab lished This study provides a useful tool thatw ill prove its efficacy n the

stud ies of gene function of the bacteriophase tail s genes
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