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Characteristics of enhancin gene from Pseudaletia unipuncta granulovirus-
Ps and construction of its integration vector

HAN Guang-jie', ZHAO Song®, LIU Qin', LI Chuan-ming', XU Jian'
(1. Institute of Agricultural Science of the Lixiahe District in Jiangsu Province, Yangzhou 225007, China; 2. Jiangsu Institute of Parasitic Disease , Wuxi

214064, China)

Abstract: The characteristics of enhancin gene from Pseudaletia unipuncta granulovirus-Ps(PuGV-Ps) and the influ-
ence of secondary structure on construction of integration vector were analyzed by bioinformatics in this study. The granulosis
virus and polyhedrosis virus were grouped into two clades based on the structure of enhancin gene, and there was an extremely
short genetic distance of enhancin between PuGV-Ps and Pseudaletia unipuncta granulovirus(PuGV) , suggestive a high simi-
larity. N-terminal of enhancin gene from different granuloviruses were highly similar, all including zinc-binding domain

(244) and catalytic domain (526-565). The alpha helix and random coil in the complete enhancin gene accounted for 73%

of the secondary structure, and the random coil dominated

Y5 B #5:2014-09-25
E&WA ATl (folk) BHIFL (201103021 ) 5 1LIRE R B
FH FOIHIETH [ CX(13)5069 ] ; 71754 H ARl #35

N-terminal. The integration vector of pLTV1-En successfully

constructed by improved technology of In-fusion was used to

ST ( BK20141283 ) 5 1155 45 4 b Bh 4 3% 4% 3 %1 11 produce recombinant Bt71En, and the connection efficiency
(BE2014361) ; IT.75 45 4R b = 37 T. 725 H [ SXGC (2013) could be improved by high temperature.
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FIFFEE HA/N K20 600 bp, 5 0A 1,
1.2 REH*
1.2.1 PuGV-Ps 3§20 % & it A& B &9 LT b 547
PuGV-Ps 35 A 505 [N 119 v 8 DL SClik[ 11 ], F)
GeneDoc 3K 1 Lt %t 43 M 3 %0 & 1 5 ¥ 41, #1
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N Sma 1 EEVINL A, LA pET1Sh-En B4R 1 4 1
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PAREYI (1 1) B En SEFYIEAY pLTV, A1O : 1 (i
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Fig.1 Restriction map
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RIURL A 75 ( XeGV ) 34 REE F1 BT 91 LX) &5
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523
PuGV-Ps 241 MVIE EVHEAHNDHMYL LHLF E 567
PuGV MV IE PVH ANDHMYL LHLEF E
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TnGV MV IE PVHPFANDHMYL LHLF E
XcGV MV IE BEVHPANDHMYL LHLEG. E
HaGV MV IH] EVHEFANDHMYL DRAHLFG.TILOR
PuGV-Ps 601 EF FIMLELD RQGY IV 660
PuGV El FIMLELD RQGY IV
CfGV E FIMLED RQGY v
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Fig.2 Alignment of enhancin

from granulosis viruses
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83 Pseudaletia unipuncta granulovirus-Ps

81} Pseudaletia unipuncta granulovirus

99 Choristoneura fumiferana granulovirus K
X

100 Trichoplusia ni granulovirus
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100
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0.2
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EE—
X
| .
100 Serratia marcescens
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ple nucleopolyhedrovirus ; H W ROk A% B £ F 1% BF ; Helicoverpa armigera multiple nucleopolyhedrovirus ; 4% HUR U 22 1 /K95 5 ; Yersinia pestis : il

FEUR/R 7R G ; Serratia marcescens Kl TV 8 QT o

B3 ETHBIEAREROMEMELRIR

Fig.3 Phylogenetic tree of animalcules based on the enhancin gene
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B4 FHESENEERGED

Fig.4 Construction of transposon vector and its detection
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