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1 Background

1.1 Diamond back moth

& | % % Plutella xylostella(L.) & % 1 q Lepidoptera,
% s # Plutellidae.
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1.2 ABC transporter

« ATP-binding cassette transporter

ABCHERaBR4ERA—UHEREC, ENATPL A B %
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B3 &
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» The ATP - binding cassette (ABC ) proteins represent
a highly diversified superfamily in all living kingdomes,
with 49 human proteins,14 of which are associated with

various diseases.
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1.3 P—glycoprotein

* 1976 #Juliano#elinga LA 3 A G R AR G T AL AT
ECHO) mAFAA— M bHadfgBE AL EMEGF2TH
2a, 2 AHAP—# &% e (HMDRIKABCBIL & &% +5), ©
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» P-glycoprotein is all ATP-driven efflux pump, which
transports a wide variety of structurally compounds
from cell interior to extracellular space.Over-expression
of P-glycoprotein is closely associated with the

formation of multidrug resistance(MDR).

* P-#HEeRA— LR IRMUGHER, REFI4H
FRAGALHEQBELME. P-HEoht kit Hig
Mty % & &t # 4+ (Multidrug Resistance, MDR) & 42 1a % -



* AEFAARELN, ABKAET, P-#Ee2 &5 5A. 5

BHEMAFEFGEK. 2F i, At Rif-RT
FARTTHERT @ 4 Ao

o W4, PopkR T ENRRIMBERAEDN S SR EERA,
FEHAYFRIPTE A H R T ERE, Pogp) ZF
ET WM.
. FEUniProt. NCBIF#Z&PgpHIEBARS, &FJIANAR
AR EIFES], FIAMEGABKMSATFFILLT, fagdt
Y

Loy




—— HUMAN
100

100 —— Canis familiaris ABCB1

RAT

Drosophila melanogaster

92

Tribolium castaneum

Arabidopsis thaliana ABCB1

100

Solanum tuberosum

A
0.1

Figurel. Evolutionary relationships of taxa

The evolutionary history was inferred using the Neighbor-Joining method . The bootstrap
consensus tree inferred from 1000 replicates is taken to represent the evolutionary history of the
taxa analyzed [2]. Branches corresponding to partitions reproduced in less than 50% bootstrap
replicates are collapsed. The percentage of replicate trees in which the associated taxa clustered
together in the bootstrap test (1000 replicates) are shown next to the branches . The tree is drawn
to scale, with branch lengths in the same units as those of the evolutionary distances used to infer

the phylogenetic tree.



2 Analysis

2.1 Gene analysis

c % AKX AE D —Z B R GPgp gene# i1 47 o
- L& 4# o4 2 & % Adottup. shoftberry.

Genscan

« MRNA analysis (plotorf. showorf)
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softherry 247 &

FGENESH 2.6 Prediction of potential genes in Drosophila genomic DMNA

Seq name: Drosophila melanogaster P-glycoprotein

Length of sequence: 7332

Mumber of predicted genes 1: in +chain 1, in -chain 0.

NMumber of predicted exons 12: in +chain 12, in -chain 0.

Positions of predicted genes and exons: Variant 1 from 1, Score:410.115771
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Genescan 44t & £
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MRNA analysis

1) plotorf
2) showorf
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2.2 Protein analysis

* BB EMAM ( TMHMM . tmap)
* A A® A7 6947 (dotmatcher)
* ROaRGHGAR

(PDBSUM. Swiss—Pdbviewer )
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% DNAMAN - [TM_Protein]
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MDR&5-DROME

Dotmatcher 4945 & £
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PDBSUM
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3 The first stage of experiment
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