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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
: GenBank
Strain Fold change GenBank number Predicted function Reference
4.57 BE247826
3.17 BE247832 122 mRNA
3.06 BE247812 mRNA
3.49 BE247801 mRNA 2001
Deltamethrin— 3.76 BE247804 40S RNA S4
resistant strain of 3.0 BE247829 168 RNA Wor et al. 2004
Culex pipiens pallens 3.54 BE247806
AY034058 408 S29
AY034059 2
18.0 EC093821 HAD 1B
2.5 EC093825
17.4 EC093833 P450 CYPY9KI
15.2 EC093837 P450 CYPY9F2
5.2 EC093819
10.0 EC093836 Arrestin
4.8 EC093817 Rab-protein 5
Deltamethrin— 5.3 EC093832 .
resistant strain of 6.7 EC093818 Liu et al. 2007
Culex pipiens 7.2 EC093824 3
quinquefasciatus 8.8 EC093816 F-box
7.4 EC093823 L38
3.7 EC093831 L19
2.7 EC093834 12/18
2.2 EC093835 Elongation factor 1 -«
7.4 EC093827
2.6 AAP59419. 1 NYD-OP5
2.5 EAA07773.3 ENSANGP00000016852
4.0 AAX54868. 1
Permethrin—esistant 3.1 ABD62340. 1 C I Pridgeon et al. 2009
strains of Aedes 4.8 EAA04820. 3 ENSANGP00000019508
aegypli 2.2 AAH75753.1 CTD
3.7 130010 NADH2
* o
* The ratio between the resistant strain and the susceptible strain.
cDNA o
98 ESTs 57 (2008) Geng (2009)
o Anopheles anthropophagus
Northern c¢DNA 3 074
o ESTs 1 274 o
12 real<time

PCR
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Table 2 Genes related to plasmodium infection in Anopheles stephensi from SSH library

GenBank

GenBank number

Predicted function

BF381363
BF381365
BF381378
BF381369
BF381370
BF381371
BF381372
BF381374
BF381375
BF381376
BF381377
BF381380
BF381368
BF381382
EAA05234. 2
AAL16045.

—

AA006833. 1
AAO06831.

—

AA006834.

—

AA006834. 1
AA006827.

—

AA006287. 1
EAA05902.

NN

EAA06859.
AA006833. 1
AA006820. 1
BAES53440.

—

AA006828. 1
AAL16042.

—

AAL16042.

—

AAO006831. 1
AAQO74840. 1
NZ_AAAB02069259
AAO74838. 1
EAA06859. 2
AAL16043. 1

[IR))
L3
a-
Tu
6
CG8506
DNA MCM7
NAD +
ADP/ATP
tRNA
CG5354
TT_ORF1
DNA ATP
Chordopox G3
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Table 3 Genes related to Escherichia coli endotoxin infection in Anopheles gambiae from SSH library
GenBank
Fold change GenBank number Predicted function Reference
4 AF203339
5 AF203333 a2- C3
30 AF203336
13 AF203334 X
3 AF203337 Limulu D
100 AF203338
10 AF203335 Limulu D
AF283262 :DNA Oduol et al. 2000
4 AF283263 P10/0S
19 AF283264 A
3 AF283265 B- B
100 AF283266 : DNA
1.5 AF283268 S18
4 AF283269 S26
9 AF283272
12 AF283274 ce5
7 AF283275 hsp20
2 AF283260
5 AF283261
5 AF283267
7 AF283270
6 AF283271
2 AF283272
438
o Krzywinska Krzywinski 324 o
(2009)
23 RT-PCR o
5 o o Krebs  (2002)
4
o N o 4 103
o cDNA 62 41
N o 116 c¢cDNA
3 59 57
° o cDNA
o Robich  (2007) 15% ~19% 4
Northern blot 6
W17 N 2 3
2
o Urbanski  (2010)
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