LZHR MR Journal of Anhui Agri. Sci.2013,41(36) ;13890 — 13892

BERE YRt RERM Fa

EERHERKEFARHRE

b, RRT, R HRE, HOR, R A

(1. BB AR IR =y, VTR BT 211100 ;2. VT35 AR IG K12 =) , TG 5T 210001 )

HE 4 £ B QA AL B AP AT IR AT

ik, B EEGMAXER T @M A ELA 3 A F @ — £ Lktk DNA A8 X

BT, ERA £ B G IR KA B 5] 0 A \#fr & A DNA B EA A 2 £ B Gl th SR E AL, 28

it DNA 345 52 LB RN RSP R AAZ AP 09 & B AUH) ; Z 4T £ B Gz A %

A5
KR FEOHGARRER
hESHES S433.4 TEEERIRAS A

Research Advance of Hyphantria cunea(Drury) Genes
WU Jing et al
Abstract

Ak HoNPV JH Rt £ B G A Wb ik 7 @l

XEHS 0517 -6611(2013)36 — 13890 - 03

(Nanjing Entry-Exit Inspection and Quarantine Bureau, Nanjing, Jiangsu 211100)
The advances in the research over Hyphantria cunea(Drury) genes were reviewed. The current study may be divided into three as-

pects. The first is the research on mitochondrial DNA | testing mitochondrial genome sequence and involving DNA barcode identification. The sec-

ond is the research over Hyphantria cunea(Drury) genetic diversity and population differentiation, basing on genetic study of DNA to study adap-

tive mechanism of alien invasive species. The last is the research on study of biological control using nuclear polyhedrosis virus HeNPV.
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