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[Abstract] Objective To clarify the relationships between ITGBLI1 (integrin
beta-like 1) mRNA expression and clinicopathological factors in breast cancer, and to
evaluate its clinincal value in predicting the prognosis of breast cancer. Methods Real-
time reverse transcription-polymerase chain reaction (RT-PCR) was used to detect the

expression level of ITGBL1 mRNA in 180 cases of primary invasive ductal carcinoma.,
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who underwent radical mastectomy and were followed up for at least 3 years. Receiver
Operating Characteristic (ROC) curve was used to identify the cut-off value of
ITGBL1 mRNA level to group the patients. Chi-square test was used to compare
differences between groups. Survival analysis was carried out using Kaplan-Meier
analysis. Log-rank test was used to compare the differences of survival rates between
groups. Results The high expression rate of ITGBLL1 mRNA in ER-negative breast
cancer patients was lower than in ER-positive breast cancer patients (y*=7.475, P=
0.006), lower in histological grade III breast cancer patients than in histological
grades I and II breast cancer patients (y* =4. 410, P =0. 036); No statistically
significant difference was observed between groups in age, menostasis status, tumor
size, lymph node status, clinical stage and the status of PR and HER-2 (y*=4.569,
P=0. 033). Three-year and 5-year disease-free survival and 5-year metastasis-free
survival of cases had no statistical differences between groups. (P>>0.050), but with
decrease of the ITGBL1 mRNA expression, there was a decrease trend in survival.
Conclusions  High expression level of ITGBL1 mRNA is one of the biological
characteristics of ER-positive breast cancer. Patients with low expression of ITGBL1
mRNA have higher degree of malignancy, poor differentiation, and poor prognosis,
indicating ITGBL1 mRNA is a potential molecular marker for predicting prognosis of
breast cancer.
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1.2 Wik

1.2.1  ZHfs RNA HHEEL: K Trizol (Invitrogen 28 F)) — 5 s i B 2H 27 40 i
RNA, /MR E RNA B BRI, 190 B MR e e FE TR I RNA 119
SEEENE

1.2.2  cDNA 8 :20 pl SuperSeript ™[I (Invitrogen 28 FD e i & &, H A @
5 pg/ RNA #1105 pg Oligo(dT) . 65 CZEM: 5 min, ¥KIEFMA 10 nmol ANTP mix.
5X First-Strand ZZHWE 0. 2 pmol —HELIEEE(DT T A 40 U RNase i3], 37 °C
IHE 2 min J5 A SuperScript™Il 200 U,37 °C )2 50 min, M FER)E 70 C
15 min £ 1R,

1.2.3 51 AMHE IS4 8.k H Oligo 6.0 # A4 it 5 ¥ FER &
ITGBL1 | ¥ 51 %: 5-GGCTGGTATGGGAAGAAGTGT -3', F %% 31 ¥ 5~
CGATCTCCTGGAGGATAGCA -3', Tagman #4t:5 (FAM)- CATTTACCCCT -
CCCAGAGCAAGGCA (TAMRA )-3'; % &K % A GAPDH I % 5] ¥. 5-
GAAGGTGAA-GGTCGGAGTC-3", T i 5| #: 5-GAAGATGGTGATGGGA -
TTTC-3', TagMan #4t:5" (FAM )-CAAGCTTCCCGTTCTCAGCC (TAMRA )-
3" BIYFEREN B iR T A TR RIS A,

1.2.4 SEHPE & RT-PCR SZHf & RT-PCR: R F Platinum Quantitative
PCR SuperMix-UDG i ] & (Invitrogen A F) ., 20 pl 2 Wi & & 5 i
40 ng sk RNA 2 ¥ 5% pr 38 15 19 cDNA. 10 pl Platinum Quantitative PCR
SuperMix-UDG .10 pmol/LI F FiF51 ¥ TagMan #£%f #50. 4 pl.PCR Jx
N A 50 CIRE 2 min, 95 C HiAEME 2 min, 95 ‘C A8 30 .60 °C iR Kk ZEfif
1 min. 40 NMER . CT (B8 2EAF F 8 B3 2 B B P £ 08 996 20 %5, R
WEE Ct . L GAPDH mRNA SN Z ML iH5 ITGBL1 mRNA £ik&, it
AL R 2 Ct(GAPDH) — Ct(ITGBL1).,

1.3 Sif2rab#

Gt oMk SPSS13. 0 i, R rAHEA ITGBLT mRNA #ik
B IES A, WA TTGBLL 35 B4 E M4 #r, R ROC i &
Bl BE . X%ﬁ?ﬁ%ﬂ Fisher #5 8 M R 2 lb B 4 0] 2 5, H Kaplan-
Meier 2l A AE 2, ] Log-rank B} JF K56 b B M A A 2 7, P<
0.05 NZERAGITFEE X,

2 H#HER
2.1 FIREEFAZA ITGBLI mRNA ik 5k REHEKNEN X R
ER FHM: 2L i g 8 28 1) TTGBL1 mRNA & £ A R T ER [HHE: B H (P=
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0. 006) , ZH A 24 9 7L AR s B b TTGBL1 mRNA 55 22 325 R K T I~ 7L A &
FH(P=0.036) , MAEAS [F) -5 L 28 2R 2 R /I IR B2 25 56 B R 25 i IR 4311 A
N PR Ml HER-2 REKH B R ZEZRILH 2B GB D,

&1 FUREEA L H ITGBLT mRNA £k

[P RSP SES
ITGBLI mRNA
4171 114 x H P{H
e 25 38 R mREEOD
R () 0.006 0. 940
<50 92 58 63.0
>50 88 55 62.5
7 22 R 0.007 0.934
— 96 60 62.5
+ 84 53 63.1
Ji9E /1N (em) 1.615 0. 446
<2 24 15 62.5
2~5 136 88 64.7
>5 20 10 50. 0
I PR 43 4 3.533 0. 060
I+11 147 97 66.0
111 33 16 48.5
HL =532 4. 410 0.036
I+11 127 88 69.3
111 27 13 48. 1
(&N 26
NS N 0.511 0.475
— 76 50 65.8
+ 104 63 60. 6
ER 7.475 0.006
+ 101 73 72.3
— 66 34 51.5
N 13
PR 1.157 0.282
+ 77 53 68.8
— 84 51 60. 7
i EN 19
HER-2 0. 698 0. 404
— 113 72 63.7
+ 51 29 56. 9
B 16

2.2 FMRFEERmALH ITGBL1 mRNA K5 R EWGEH X R

ITGBL1 mRNA fiRIIHBETLHBEFARM T HRLIA, ZF G501
FE L (P=0.033);ITGBLI mRNA fliFRIEH B H 3 FE W EFE S FL
WAEGRRMSAFELHEBEFRRTHRLH,. ZREBE LG ITFE X (P
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ﬂ L'__ m+'
2 0.8
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ITGBLI 22 1999 4F Berg SF7EH £ 58 & &R B W37 41 [F] Ui 1Y 3R &
J¥ 5 kR %5 (expression sequence tag, EST) W5, 768 A B8 40 i . 6
DL NG5 5 Jk PN Bz 400 e v 4 RO e B AR B 19 ). TTGBL JE A 2 7 F AN G
Bk 13933, DNA K 26 kb, & A 11 MM FAI 13 DA E F;mRNA &K
2498 bp, H A4S F 4] 1484 bp, G 494 AN G IE TR 1 BLH 40 4 S 1k & 2 2
Jot & ik 35 I (osteoblast specific cysteine-rich protein, OSCP) , iZ & H 45—
A B (S S EFI— A 10 4 EGF-like B # T E F 0 A 4k 471 & 5
R BB KPR DD BE X BB Ay 2 0 & A~ A R EGF-like #H & ¥ 51 5 H (ten
integrin epidermal growth factor ( EGF )-like repeat domains protein,
TIED). EGF HEASW 7L T AR N F 32 48 CFH BT 0 Bk i DY R 2335 [
FEEE A WA B A SR E A R RIE S, 2 5 g0 i R 2GR R A2 AR S
BCAAR ) A EAE R L BR ik, TIED A R85 A5 % 42 40 B 5 40 16 11 240 it -5 5 S5 %) 26 Bt
SrFOIRen R (ED Z IR G MR SR IR TIED 58 AR 3R EH
e A R B A2 X S 8] 7 9 1 [R) PR =k 68 %0 . (H TIED WA 5 B X FUKS 2
MR- H & - K 4 & % (Arg-Gluy-Asp, RGD) JF41, it TIED 1 fig A4 5%
HREARNFEREY I ae s AL, 38 b 70 AR R 4l MDA-MB-231
1) 15 B 2 B T BB 1) IV v 28 A4 i 2R 5 S5 A A e A /0N B 00 1 old v 20 e 1 3k PR 5
BTS2 5 BB & B, TTGBLT 78 By i A7 9 40 i b R 58 B SR R FE R B i
“osteomimic” F, 7 ¥ 40 B 09 T2 R AN % AL rhonT BE R B EAE Y'Y, Wagner
AELBIEE Y I TTGBL 7 g 2 1 1 45 240 i 5 6] 78 55 1 20 o ) ) 4 S e o s
B Hm 20k ) T AR 1A A0 A Y T A B A L HEI TTGBL Al g X 4
B s e . (B2, 6 F ITGBLL 1 4E ¥ 24 3h A K HoAe g &
A= R R TR AR FE AL R ATF 2 14 JCARGE
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F2 AWMFERIEHL T ITGBL] mRNA KES5BREHEH LR

T LT ToH B H A7
45 BIEC ek % —_— Y P{H —_— P
%% EERD %% EREEY
Fifi 7 5 8] 3 4 3.319  0.068 4.569  0.033
ITGBLI1 #7K P4l 113 0 98 86.7 101 89. 4
ITGBL fE/K -4 67 0 51 76. 1 52 77.6
Fifi 7 5 18] 5 4F 2.316  0.128 1.998  0.158
ITGBLI /K4 79 34 59 74.7 61 77.2
ITGBLI K7k 41 53 14 33 62.3 35 66.0

LR IR 2 v B S O g, b T A 2 e YA ] 3 R 3Rk 25 S T AL
A A G 0 A 2 PR A AS [R) 0 e B vk e DRI 28 T g H 2000 2 F R 2L
JB 988 528 S AN [R] B SEBY R DAOR A e PR A0 9 BB R AR ) 25 48 Bn X B8 S P
RIS R A 2 . Oh 5 & B ER FHH: L IR i 19 356 R 22 38 R Ak 5 3L IR
SEWNE 40 g (luminal epithelial cell) #H L, #X & ER (+) /luminal-like
A ; ER BH M FLOBR R A B IR R AR e ik 5 3L IR | B a9 WL B B2 /3 I 40 Al
(myoepithelial / basal celD #1{ll, # & ER(—) /basal-like WA, Hij & Xf =%
A CTAMD) 58 N 43 A6 97 A R B3 05 3485 T s 3 15 #8825 . Dontu
FIOAAFEIEFNEN T A RAL NI T8 ERC(—) M4, B
FEMEMAEH T AT L™ A ER(4) WA 40 M , I 4k 2242 KA il E # B9 FLI ;4
LR 40 20k e 5 S L AT L ER BHAPE B ER B A9 2L IR 5 T 40 L OF
TEAS ] A 855 v B8 Ak 9IS 8 4 AN R B9 B g 4 . AR 9R 2 3 ER BHAE
FLIRIE 4L 21 b ITGBL1 mRNA K 2 & T ER B4 4, $#£/8 ITGBLI
mRNA H &k &E ER [HMEZL R AEY F R IR 2 —. EFHHEN ITGBLL 1Y
it TIED n] REAEFLIRE T4 i 15] ER BHAE (0 2L IR I b Rz 204k Fies 28 vt
FEAEN . AW R, A2 3L i /B 3 R 2 kb ry TTGBL1 mRNA 3£
BRIET T~ [ %L 3, H ITGBL1 mRNA K Ik4H B H 3 FELER
A A7 R AR T 26540 L B ITGBLT mRNA %334 14 3L I 88 2% 1k 72 B w5 L 4L 41
e EHBEFGEAR R ITGBLT JE K & & 7E i) ZU I8 T B0 43 1 b5
EW. KT ITGBLL 4ii% 8 1 TIDA 750 K AR K J& AL RS b i 1 F AL
il A o T 38 A A N A S g B 9tk — 2D
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