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1. introduction of Plutella xylostella (L.)

'/ Plutella xylostella (L.) belong to lepidoptera Plutellidae, one of The main

agricultural pests in Cruciferous vegetables in the world.
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Harm form
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2. Pests management

e @ Physical Control
¥ Chemical Control

& biological control
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3. Bacillus thuringiensis (Bt)

€ Gram-positive bacteria

% @ Insecticidal crystal proteins, ICPs: Cry  Cyt

(b)

Cry37A

3-domain
Cry1Aa Cyt2A Vip2Aa
(PDB 1ciy) Mtx-like Cry23/Cry37 (PDB 1cby) (PBD 1gs1)
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4. Mechanisms of Resistance to Bacillus thuringiensis
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5. Receptors Molecular of Cry1A proteins

Alejandra et al, 2007
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The model of CAD in BBMV of Helicoverpa armigera
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purpose
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Molecular Mechanisms of Resistance to Bacillus thuringiensis

.
Cry1lAc Toxin in Plutella xylostella (L.) through receptor gene

(CAD)
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methods
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| 1. DNAman
'( 2. SMART
3. Signalp 4.0
4. TMHMM
5. MEGA
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analysis
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1. DNAman

Multiple alignments showed that nucleotide similarity and amino acid
i/ identity of the two strains were 98.3% and 98.8%, respectively. 87
nucleotides and 21 amino acids changed in resistant population CrylAcR

compared to the susceptible population SS.
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2~ SMART

Keywords... Search St

| SETUP FAQ ABOUT  GLOSSARY WHAT'SNEW  FEEDBACK

Confidently predicted domains, repeats, motifs and features:

Domains vt the query sequence of 1715 residues e e
signal peptide 1 22 -

lowcomplexity 52 62 -

1 Ul

‘ CA 199 288 6.49e-02
I—CA-CA-CA-I‘A-CA-CA-UA-'J-CA-CA-CA—I— CA 309 306 33de12
‘ CA 421 515 264e-02
CA 539 620 1.28e-08
B CA domaintgulufullannutatiun) CA 643 75 120802
CA 781 879 230e-02
— e -
Postian: 36510 1454 / CA 003 098 3.01e-05
Evalug:? 7401 (A
\_ P CA 1024 1116 272e-03
Defintion: Gadharin repeats. CA 1149 1235 8.31e-0?
Description: ~—— Cadhering are ghveoprateing imabved in Ca2+-mediated cell-call achesion, Cadhern domaing ocour &8 repeats in the extracellular regians shich are thouht o rmediats cell-cell cantactwhen bound o calium. cA 1266 1145 951e02
:T;;'&g;é%?m Catheing are a fmily of chesion toleces that medate Ca2+-Sependent cel-uel adhesion n al ol SsUes ofthe organisr which madulate a wids variety of processes including celloolarization .l abstac) CA 1365 1454 274e-01

fransmembrane 1568 1590 -

Mouse over domain { undefined region for more info; cick on itta go to detailed annotation; ight.click o save whale protein as PNG image
Transmembrang segments as predicted by the THHIMZ program ( |) coiled col regions determined by the Cols2 program (), seqments of ow campostional complasty determined bythe SEG prograrm (MM ). Signal peptides defermined

fythe SignalP program M), Regians containing repets detected by Prospern, butnof covered by domaing are indicated b y'\mnnpnswlmnsaremdwatedwnhvemcalhnesshowmgthemtunphaseandexampasmuan

Presented o
You can save e results of jour search for easy acoess inthe fuure by bookmarking tis page. 1twill be availadle for ane month, mnyllls"‘y & % %5
~ 7/
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3. Signalp 4.0
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S —— SignalP-4.8 prediction {euk networks}: CAD
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4. TMHMM
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5. pepwheel
I e e . S/

_— Helical wheel of raw::502443
Fri 17 Feb 2012 21:30:08
" ®
S A
A s
V
M
F<g> K Y
C
[ A
&
[1] A
W

e

WWW.SCI26.COM



5. MEGA

100 rOstrini::u nubilalis

63 L Ostrinia furnacalis

Chilo suppressalis

Pectinophora gossypiella
( Plutella xylostella

Trichoplusia ni

Bombyx mori
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Lymantria dispar

75 Spodoptera exigua

100 Heliothis virescens

100 Helicoverpa armigera
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Discussion
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1. there are 87 nucleotides and 21 amino acids changed in resistant
population CrylAcR compared to the susceptible population SS.

2. Through the analysis of the structure of genes ,we can find four

"\

characteristics:a signal peptide ;11 repeats; a transmembrane ; a
Intracellular structure domain.

3. homology comparison analysis furtherly, the gene has more 85%
homology than the other CAD of pests.

4. But we need more expirences to find the interaction of Bt and CAD
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Thank you for teather LUO’s teaching
E Thank you my team members:
ZhangWenyue ,LiPeirong ,LiuShulin,TangXiaofeng
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