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1.2 RT-PCR 3 Pax5 mRNA B 3iX

HHEAZTHREDHERRAK, A TrPure
BRI (BM 2~ F]) BEUAHLLE RNA. HfIE
PFREFEEEEMARBESTT S RNA #
. Bl2~3pg 8 RNA F 10 pL BHRER (X
1 x buffer, 1 mmol/L dNTP, 25 pmol FE#L 9 ik,
12 unit RNasin, 100 unit MMLV) & 37 C¥i§ 3
60~90 min. 95 °C 5 min K5 W F8, B2 pl
cDNA = #1347 PCR ¥ 3%, Pax5 319 EX
(5’ - TGGAGGAGTGAATCAGCTTGG - 3°) R X
%5 (5° - AGGATGCCGCTGATGGAGTAC - 3°) . X
B8 GAPDH 2 A5 |¥): IE X #% (5° - CCAGCCGAGC-
CACATCGCTC - 3°), it L 8% (5’ - ATGAGCC-
CCAGCCTTCTCCAT - 3’) .PCR #1444 . 95 CHi
5P 3 min, JEFRKMF: 94 C 40s, 50~60 C 1
min, 72 C 1 min, 30 ~40 MERG, 72 CEM 7
min. AP R =YH PCR &R MA L5
F M) RNA-PCR (K R AFAMEXTER, [EEHY
BREAWE R EE GAPDH 1E M X B LU £ RNA
BN TR RIENAERE. PCRZYZ
w = 1.0% BRAE B B B SRR I .
1.3 #PFF Southemn F3F

MAEERE P B 4t RT-PCR ™ %), 3 T ik,
#¥4k XL1-BLUE KB, #REFUBNF 447
JESE RT-PCR =¥ Pax5 cDNA K BYfG, 43I

* WABXE: 2000-11-20; {EEMAr: XBEH (1975-), &, WEHRAE; BRBKRA: THE.
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Fl Pax5 cDNA ¥ 3% X 38 N 3 5 51 fE 8 4t
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ih 500 bp FHEESH, WEEY W= R Pax5 EH
(H 1¢).
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Bl 1  Pax5 mRNA RT-PCR 55 & Southem 2355347
Fig.1 Analysis of the results of Pax5 mRNA RT-PCR by agarose gel electrophoresis and Southern blot
a PIXTHE GAPDH 22/ RT-PCR 458  1.100 bp ladder DNA marker; 2~ 11. $B45r4H41 359 bp GAPDH ¥ 187=4)

b Pax5 mRNA RT-PCR 45
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MBSNPE (Pax3 F17) &

Pax R EHERIBENE (class ) BHL—
Pax2, Pax5# Pax8, HFHER LY REEIEK
RIRT AR P RIE, RPN RBEFBEE
A A ANBXMEBHE, EAKERMRRN
R, PAXS, PAX2 fil PAX8 S # X Bl & p53
HRW EWREE, M ps3 BEMERAAHE
WEER. PAXS SEAMEBEXEHETTLS
pSIBRBHTRRG S, WH pS3 EEHZA
KET PSS BEEAMTHERABEZRS . £F
pS3 EREARREN AR . ARAT-SESRS
BRPEEXLEEN, PSS SERMNBELLRHE
MXEEER SME A4S R BHLRDER 2
A AXE.

EERAERY, Pus BRESHRFED.
HEED MR SEARES P RE%E, HE
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% 77%, 5 Adshead SRS EBHFY . BTHEN
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B, Pax5 EEWEAT M pS3 SMBERAK
HERZBMH, BRESBERRYE, BREORE
B, BERARELSUENSRE. BREMEL
FRMAMARS, BT LSS AR 9% A 8 4 A
ARHPRM P Pox5 mRNA 1K1K, BREREF
PAXS Wik e FL R 46538 B 1T BB 2 B b ol 4
RBROANIRRE. FRE 3 FIETH TCCH
SHRAMAP W T Pax5 mRNA IR IE, RiIE T
Jie 988 22 (X 388, {4k 9% 7% (field cancerization) B MR i . I
b, B RT - PCR 7 B 7E— B IE % MBS Bt 4 47 sh R i)
#) Pax5 mRNA MFRi5, R E K BRAR P h ]

BEFFTE PaxS BERBMKFHERRIE. AN
WAFELLZ ST M N PaxS B D5 15 155 1k e 8 A0
ERARTFRREREHE P HTRUERE .

BER Pax5 BRFEME R4 K RFHREE
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B R A ER BT TUROREATH, MHEE
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B AL B R R 77 B R A T

B 20BE L ER RS — R E B RIS
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The Expression of Pax5 in Human Transitional Cell Carcinoma of the Bladder

LIU Xiao-qiong', QIN Yang®, YANG Lin', ZHAO Ti-de', WANG Xun-zhang’
(1. Biopharmaceutical Center, Zhoushan University, Guangzhou 510275, China;
2. Department of Urology, Tumor Hospital of Yunnan Province, Kunming 650106, China)

Abstract: To investigate the association of Pax5 expression with oncogenesis and progression of human transitional
cell carcinoma of bladder. Using RT-PCR and Southem analysis, Pax5 gene expression was assessed in 13 primary
tumors, 4 specimens neighboring the tumor, 3 cases of normal urothelium and 3 established cell lines of TCC,

colon adenocarcinoma and lung carcinoma. All three established cell lines and 77% of primary TCCs expressed

Pax5 mRNA. The result suggested that Pax5 may play a role in encogenesis and progression of human TCC of the

bladder.
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