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Expression and significance of Y14 and Upf1

in human breast carcinoma cells and breast epithelial cell
KONG Lingquan,et al
(Department of General Surgery,the First Affiliated Hospital,Chongging Medical University)
[ Abstract] Objective:To study the expression and significance of Y14 and Upfl in human breast cancer cells and breast
epithelial cell. Methods: Western blotting and RT-PCR were applied to detect the expression of Y14 and Upfl in human breast
cancer cells (MCF-7,ZR-75-30, T47D, MDA-MB-435s, MDA-MB-453, MDA-MB-231)and breast epithelial cell(HBL-100).
Results: Y14 and Upfl levels of the breast cancer cells were obviously higher than that of breast cell{ P<<0.05). Conclusion:

NMD activity increased obviously in the breast cancer cells.
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NA HEHHLH], REMFREEBRETHELEX
FHF B mRNAY, R FHRR LI BEN
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IETXHUEEBEAEENEANES, X ERE
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DNA marker( Ki% TaKaRa 23] ), Golden view 326 (JEFH K
HMEHRZE]) .PCR 3% (Invitrogen 245] )6
1.3 Western blot %23 Y14 #f= Upfl A mMtkey Rk

WOk 4K/ Al M-PER B R BURI 2R 4N, $REVAN
BEA,#TEAERGRMSE, RET—70CH, Sl L
=3 30}Lg§|‘:—l , FEIEHIN S w1 B E Y Marker YEIIRHES B
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FETH YL Marker F9FEHE SR M T PO LA A & O SE B8R,
HBIRREREERSY , HATRBRIRM , RAFE R b,
DZFH Syngene Bio Imaging ) 3R LB FAR . & BRI
Phx +s FRo BT SPSS 11.5 GeitB b3 BuiE 4T 7 2 4
BrEk ¢ M5,
14 RT-PCR #&#:8] Y14 F= Upfl £ bk e £k

WAk MR Je F/N B 1 / 418 RNA $i32 50 A R X
ZHRE S RNA, #EAT RNA ZUERISE (AR BER 3 I RNA S8
B, L mRNA 8847, Oligo dT-Adaptor N5 |¥y, 255 F
4 cDNA, PCR 3%, 1.5% BRI FESE e 3K , 32 FRBE I L&
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2.1 Y14 &= Upfl £& SUBR I & Al Ao SUAR 2 JEL o o9 &
iX (Western blot i)

F1 AZBRBAMEED 14 1 Upfl Western blot BREY

3 ERSH
Cell lines Y14(Y14/B -actin) Upf1(Upfl/ B -actin)
MCF-7 0.163 £ 0.014™ 0.171 £ 0.016™
ZR-75-30 0.199 + 0.019° 0.203 + 0.013"
T47D 0.219 + 0.020" 0.216 £ 0.019"
MDA-MB-435s 0.222 + 0.026° 0.231 + 0.021°
MDA-MB-453 0.239 + 0.018" 0.242 +0.011°
MDA-MB-231 0.299 + 0.017" 0.301 £0.013™
HBL-100 0.101 £ 0.009 0.112 +0.011

* 4+ [B]IE A 40 MUAR H P<0.05,** —E A H p<
0.01,* Ik Z EIAH L P>0.05

6 BRILIR B4 M Y14 1 Upfl #J Western blot
RN ERIE (Y14/B-actin, Upfl/B-actin)¥y
BT RAEFLR b 41 (P<0.05,% 1, B 1,2),

1 2 3 4 5 6 7

1.HBL-100 2.MCF-7 3.MDA-MB-231 4.MDA-MB-435s
5.MDA-MB-453 6.ZR-75-30 7.T47D

B1 Y14 ZEF S PR R S AFRIE( Western blot)

1 2 3 4 5 6 7

1.HBL-100 2.MCF-7 3.MDA-MB-231 4.MDA-MB-435s
5.MDA-MB-453 6.ZR-75-30 7.T47D

H2 Upfl EIRRBAMRANTL BRI hAIRIE( Western blot)
2.2 Y14 Fo Upfl J£SUBR & 4m Ao Fo SURR 0 0 5 64 &
iX (RT-PCR)

:2 Y14 M Upfl RT-PCR HRHETTER>

Cell lines Y14(Y14/B —actin) Upfl(Upfl/ B -actin)
MCF-7 0.175 £ 0.016" 0.186 £ 0.019™
ZR-75-30 0.221 £ 0.021" 0.225 £0.018"
T47D 0.240 £ 0.023° 0.239 + 0.020°
MDA-MB—435s 0.242 £ 0.029° 0.251 £0.021°
MDA-MB-453 0.268 + 0.021° 0.270 £ 0.011°
MDA-MB-231 0.307 £ 0.027™ 0.313 £0.021™

HBL-100 0.121 + 0.009 0.123 £ 0.011

* xx [BIEE AL P<0.05, ** —FHH P<0.01,
* i B P>0.05
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mination codon, PTC)Ti{#BHFRATA LT R X
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T AR HH R EZAR O, NMD @428 %t
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R~ ERE Sk, XE AT USHEITE X
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—AEF. ALY S 8T R hUpflp £
AEMT Upfl WIIEEY. XY Upf BEARSEM
YA EA BRI Y14 # Upfl
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