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Metarhizium flavoviride Nilaparvata lugens

( Stal) o : .

Observations on infection of Nilaparvata lugens by

Metarhizium flavoviride using a scanning electron microscope

LI MaoYe™ LIN HuaFeng™ JIN Li ZHANG Song—~Ying
( School of Plant Protection Anhui Agricultural University Hefei 230036 China)

Abstract The process by which Metarhizium flavoviride conidia infect Nilaparvata lugens( Stal) was observed using a
scanning electron microscope ( SEM) . The results show that most conidia were deposited on the intersegmental membranes
which are folded regions on cuticle. The germinated conidia of the isolate invaded the cuticle not only directly via germ
tubes but also by producing appressoria during the course of infection. After this hyphae and spores grew on cuticle.
Thalluses entered into the hemocoel and then made use of nutrition to reproduce in large quantities diffussing and
infecting the insects’ eggmass. Even though covered with humoral hyphae the infected eggmass still continued to grow
but ongoing fungal activity inactivated many eggs thereby reducing the number of insects produced in the next generation.
Scanning electron microscopy allowed us to observe the infection process both in vitro and in vivo thereby providing useful
information for evaluating the insecticidal effect and utility of Metarhizium flavoviride as a control agent for N. lugens.
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Fig.1 The infecti on p rocess of Metarhizium flavoviride conidia on the cuticle of BPH
A: : CK: Cuticle of Nilaparvata lugens (0 h); B: Mesocoxa cavity ;
C: Penetration of germinated conidia on the abdomen (24 h) ;
D: Production of conidia on cuticle (72 h) .
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Fig.2 Invasive body and eggs of Metarhizium flavoviride conidia on the internal BPH

A: Invasive hyphae in abdomen; B: Invasive hyphae on eggs.
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Molecular cloning and tissue-specific expression of two different chitin

deacetylase cDNA sequences from Mamestra brassicae

YAO Lei™ FAN Dong™ WANG Xiao-Yun GAO Yan-Ling
( Northeast Agricultural University Harbin 150030 China)

Abstract Chitin deacetylase ( CDA) is a kind of chitin-degrading enzyme found in insects that can turn chitin into
chitosan and plays an important role in insects’ chitin metabolism. Total RNA was isolated from the fifth instar larvae of
Mamestra brassicae. Two CDA ¢cDNA sequences were cloned by RTPCR and rapid amplification of ¢cDNA ends( RACE) .
One ¢DNA sequence was 2 036 base pairs in length and contained an open reading frame of 1 617 base pairs coding for a
polypeptide of 539 amino acid residues with a predicted molecular weight of 61. 5 ku. This ¢cDNA sequence was designated
as ¢cDNA 1. The other cDNA sequence was 1 312 base pairs in length and contained an open reading frame of 1 173 base
pairs coding for a polypeptide of 390 amino acid residues with a predicted molecular weight of 44.1 ku. This ¢DNA
sequence was designated as cDNA 2. The deduced amino acid sequence of cDNA 1 contained a polysaccharide deacetylase
domain a chitin-binding peritrophin-A domain( ChBD) and a low-density lipoprotein receptor class A domain( LDLa) .
This sequence was a member of chitin deacetylase group I. The deduced amino acid sequence of cDNA 2 only contained a
polysaccharide deacetylase domain. This sequence was a member of Chitin deacetylase group V. These two CDAs belong

to two different CDA groups. Transcript analysis on two CDA sequences during various developmental stages and in
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