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Be. fik. MFEAMFAGREERSEROIE, FHEREAXNERFEE, XEFEHEA
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BRANE AR EEERN, AWERAL, WTELBKA RPMIGA FFBEF,
RREASERE, 2~4 hnATREGRE, ZREWHLE, S AEEBHANETRBEAL.
1.2 RNA $#£H .

% TRIzol W FI UL B HAHIR 5 RNA. H A P R 18 4 BIEMHE LA B RNA MR
U B 17 FIE % BIHAH S8 8 RNA 51184, % mRNA Isolation System (GIBCO
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BRL) ¥iBiH M aifb mRNA, 4513575 807 A5 mRNA H1IFE % S 4 R mRNA.
1.3 THBCEERIHEE

#% PCR-select ¢DNA Subtraction Kit ( Clontech) 8 F# T MR B M. BE, %
mRNA W7 5R A cDNA, F Rsal B Fom; ARG, KM EBH, —HH tester, B—
¥R driver. TEFFHERMIBHCBEEN, FAREEH tester 51FE % BMHAY driver 37 7 T8 W
AT, EMESEEMECIBRERS, HIER &EHN tester 5 BB driver F 47 T4 B 2%
R Blg, Z2REXM2KPCRY HE, B 2NN EREREFEEENEBUE.
1.4 #FEHE9RIE

FABEHLE]¥) 7 Klenow polymerase Xf L& 2 M E W CEE#E4T AL B #R7iC . 4 400 ng cDNA
100 u CP°P-dATP, WENVIREBRERBARFRALR, BHHEHHIE 6 x 10° min ="+ L'
E. .
1.5 #3I%, KR, B%

W (6 x SSC, 0.5% SDS, 5 x Denhardt i), 10 pg/mL 35 94 % DNA)
H, 68 CHAA 3 h. MW (6x SSC, 0.5% SDS, 10 pg/ml EAE AN DNA, B4
HRHEE) F, 68 CHZ20h. 37 CYEBE 1 h; 65 CHBE 1 L. BFERBE.
1.6 B&SH

cDNA S H#£F 14 000 M & HE, B0 KE 2 4. A FLA-3000 5 S0 R & S #TH
H, HELUTKIE.

M B—FEF (Tx7=49 4) MEHSEIRE, REFAFENRLE S,

HERNKEME = £AMENE - ARE

2) A—MRERER—ERNRAWEEZRLTNT 248, BN, ANERT
BaBHRR. '

FEHERE, WE2KRER-SWRE, EREIBULE, ANEE 2 HEHAS
FHBHMEEIESR.
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2.1 HLHE RNA

BRMHAN S RNAMER BWALH S RNA, 2REBNUEHRR (RE 1) &,
44k mRNA, AT HIBIEBISCE.
2.2 HEXE

FARWBHEE “tester”. FHBRMWMALRIE “driver” MEHRBRWEHLEIE “tester”. B
WL RE “driver”, 4>B118%) 2 MW, C: cDNA-pool 1 N: cDNA-pool. HF £t
Rsa ] B§YI, B 500~2000bp (WA 2).
2.3 HEERERIKLE

B 2 N TEBSCE AR CH cDNA 4T, 2515 8H 14 000 MEER DNA HH X E
B¥, WEA3HA. EPHAMBSHER 1728 K5 C: cDNA-pool M N: cDNA-pool Z¢
TR . :
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ZABBUITHE, RAT AT N EREBARLFEINER, HP L AEENE



194 FULFEER (ARFER) $30%

1 SA8H RNA B2 HRXE
CRWEMAR, NREHAR; MDNAMNSFREFME (DL-2000)
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K3 EREEXRAH
A, C cDNA-pool fE#RSH; B, N cDNA-poal fEERET;
fisk. RAEE (HE/EA) EAPHEREEET B
1704, FlAFRESNE 471, SHEEFES T, BSTE24 4. B1FHTERBREFE

M0 T REHEFMENHROEELL.
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DR ERT RN MR RBFHRBO . EASHTED, M EHER
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ERMARGNECE, FRAGRNERMBETEN 1/5 FEPREl 12 7~ HiERE,
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(C)1994-2019 China Academic Journal Electronic Publishing House. All rights reserved.

http://www.cnki.n



6(A)H B FH oDNA B R BRI 4 K S VB8 £H 4R 0 0 S B o ) 22 53 2 B 195

A1 SALAFSATRGERAZERRRA R EH LD

Location in
Clone Unigene ID Description Fold change
chromosome
CDC25 Hu2 = ¢dc25 + homolog Chromosome:: 20, D20S97-
NPCBEG 01 Hs.153752 +66.96
[human, mRNA 3118 nt] D20S192, D20S117-D20S113
Human Ia-associated invariant Chromosome ; 5, 14D5%470-
ADBAHB 06 Hs.8429% +56.73
gama-chain gene D55487 D14S65-qTEL
Homo sapiens mRNA; ¢cDNA DK-
NPCBNF 04 Hs. 124983 +55.73  Chromosome: 8D8S518-D8S277
FZp564C142
Hs.229276 o0y38h12.x1 Homosapiens cDNA, Chromosome; 1, 4D1S2865-
TPAAFE 02 , + 55.02
Hs.108661 3’ end D135418 D4S1581-D451536
Human ribosomalprotein L35 mR- Chromosome: 6
ADBAKB 07 Hs.182825 +51.16
NA D6S422-D6S1665
CKCACG 04 N N -65.07 N
DCAAAAOL N N -48.66 N
' Homo sapiens Xp22BAC GSHB-
BMFAPH 01 GbAC004656 358P8 ( Genome Systems Human -47.66 N
BAC library)
Zw56101.r1 Homosapiens cDNA,
HIBAAH 09 Hs.256011 | -44.74 N
5’ and
Homo sapiens mRNA for beta 2- Chromosome ; 15D15S146-
ADAAAE 10 Hs.75415 —-44.00
Microglobulin D155117

) ERFERERLLEN AT, LW (+) 2474, THE (=) 170; NWEER

HTRITAERLR, %o, &, EEFTERASHER, MAMNAARERAHUHER
FRER, RUFERNTTENER K, RESHRAMIRE.

HEWR, REEES, MAKIEEZE. RATRA G RIFE RN B

X, BTESERAR, CRETHERMBSOFEERER, ML, BT REIHEET

#

<7

, BRMOEAXFESER, BETRMEENE. EFZRP, NEERRRET S

b, BERATEREIBULENER 4174, MAEEEK, RITEXT DNA TR,

PO, BOM. TEYE. WUFF. FIURME LB IR EST MG R, — & M LIEE EST
WeKERMES, WEETETTT REFMER. RIErTR, 55030 HHEHE R
FESHHHOERTHBERES, RPEH, FEE.
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Rapid Identification of Differentially Expressed Genes
in Subtractive Library of Nasopharyngeal
Carcinoma (NPC) Using ¢cDNA Chip

MA Ying-hong * » ZHANG Lin-jie, WANG Xiu-qing, ZENG Mu-sheng, LI Bing, ZENG Yi-xin

Abstract: Rapid Identification of differentially expressed genes is basic work for understanding molec-
ular mechanism of pathogenesis of NPC. First, subtractive libraries were constructed using suppression
subtractive hybridization (SSH) of NPC tissue and normal nasopharyngeal tissue. Then, these two li-
braries were screened by cDNA chip which contains 14 000 genes. The results show that total differen-
tially expressed genes are 417, among which in NPC tissue upregulated genes are 170 and downregula-
tive genes are 247. It is suggested that many differentially expressed genes can be simultaneously
gained by combination of SSH and DNA chip.
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