N 23R Chinese Journal of Applied Entomology 2012,49 (6) :1670—1676

MHEMEER AR ARENAARIONA

N 1 Yo% +H=1,2 %k A 1 Ly

X1 3y 5% £ = TS 4

(1 EE =BT R ERESCAERERERE SRS b
2. 3] T Y K A A A R 2 A

m%l ook
100101 ;
WL 453007)

 E I 2k 24 A8 Hi R (suppression subtractive hybridization) J& 7F 22 9 2% 28 M0 ] ¥4 PCR £ A (1 LAk 1 &
Jo S 1) s ) 72 S RIAFE R A SR 06 v, AT 2 R R AR R B E AR B A T S R R L E RN AR

i P ZE SRR TE AL TR o X IR R TE 50 VR 2 T S0 U T 2 O A R PR R SRR R I . A
SO A0 A 22 9 AZ B3R A S0 T T 5 TR IR G DL BEAT T SRk
REER  MBINEZE R AT B, WO, FU M, R AR, AR R
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Abstract Suppression subtractive hybridization (SSH) is a technique based on subtractive hybridization and suppression
PCR. SSH is an effective and sensitive way of identifying differently expressed genes in two samples with the same, or
similar, genetic backgrounds but different phenotypes. This technique has been widely used in many areas of mosquito

research, such as insecticide resistance, pathogenic infection, and physiology. Here we review progress in the application

of SSH in these fields.
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Table 1 Resistance related genes identified from SSH library
Isg i R R GenBank % 3¢5 0 Th fig 22 R
Strain Fold change GenBank number Predicted function Reference
4.57 BE247826 B 4 P Tt A
3.17 BE247832 %W 14 B 11 122 mRNA
5, U A4 R 3.06 BE247812 M E I mRNA
ok il R 3.49 BE247801 ﬂ%;;ﬁ%geﬁgﬁﬁ mRNA 1 A 22001
Deltamethrin— 3.76 BE247804 40S ¥ B & RNA & S4
resistant strain of 3.0 BE247829 16S BB 76 RNA 3 P Wu et al. 2004
Culex pipiens pallens 3.54 BE247806 TR
I AY034058 408 #BE AR B H S29 A
I AY034059 BREE A R EE 2
18.0 EC093821 HAD K fi# lilg TIB 3V, &
2.5 EC093825 JIg 7 R 5 ik g
17.4 EC093833 40 g {4, 25 PA50 CYPIKI
15.2 EC093837 il i (0, 2% P450 CYPIF2
5.2 EC093819 MY B 3%
B P SO 5 10.0 EC093836 Arrestin
AREFTEN 4.8 EC093817 Rab—protein 5
Deltamethrin— 5.3 EC093832 PR Shiz W E A
Liu et al. ,2007
resistant strain of 6.7 EC093818 s E A
Culex pipiens 7.2 £EC093824 WURF LB A 3
quinquefasciatus 8.8 EC093816 F-bhox
7.4 EC093823 BE R E H 138
3.7 EC093831 Bl s 1 L19
2.7 EC093834 WA R 11 L2/18
2.2 EC093835 Elongation factor 1 -«
7.4 EC093827 I T it
2.6 AAP59419. 1 PR AR HUMEAT X & H NYD-OPS
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LEFTEN 4.0 AAX54868. 1 SwEA
Permethrin—resistant 3.1 ABD62340. 1 At CEBEI W EH Pridgeon et al. ;2009
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* The ratio between the resistant strain and the susceptible strain.
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Table 2 Genes related to plasmodium infection in Anopheles stephensi from SSH library

GenBank & % 5
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Table 3 Genes related to Escherichia coli endotoxin infection in Anopheles gambiae from SSH library
2 A GenBank % 3% 5 eI 3 R Z:2% SR
Fold change GenBank number Predicted function Reference
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