b E R AE AT 24535 hitp://www.biother.org

Chin J Cancer Biother, Jul. 2017, Vol. 24, No. 7 - 773 -
DOI: 10.3872/j.issn.1007-385x.2017.07.013 - F 5 -

IncRNA RP5-1185K9.17 fE 45 B e 2R 2R h IR IE R HImKR = X
SRR, #7225, AR50, A SO (014 BE 2Rk g D01 NREERE gt , U1l #f 610072

(3 ZE] & 4 £ IncRNARPS-1185K9.17 £ 45 B i H 4 3Rk L HIRR R . 2 é& 1 SER 96 S-PCRIERE I 2011
1A E 201646 A P14 N REERTWOE 1) 117 6125 B 88 T AR U)BR i 4 23 K 55 2H 23 IncRNA RPS-1185K9.17 3R 5
{4 Chi-Square £ %% . Kaplan-Meier i2: F1 Cox A KU A ZL 53 51l 43 HT IncRNA RPS-1185K9. 17 #3555 38 i AR HRARFAE | A8 A7 1 [7]
Ko P R 26 R AN 45 B UG R K. 46 R ¢ IncRNA RP5-1185K9.17 7545 B i 41 21 rh () 3654 B S8 oy 55 10 o A 4 g
[(45 7 6.850£0.420; H 7k : 7.180£0.380) vs (i 55 2H £1:1.080+0.220; 1E # 41 41:0.980+0.140) , P<0.01], IncRNA RP5-1185K9.17 []
Tk 55 o W R E S B RS I AL GRS IR L AL CEA 7K B AR A7 IR A 2 3 MR 9% (34 P<0.05) 5 1T -5 8 35 (R 14 ) < SR8 % i
IR A TC i 25 ¢ R (3 P>0.05) s IncRNA RP5-1185K9.17 1y #3288 (1) 8 A2 A7 (OS) I 1] 2 o gk Ji& A A7 (PFS ) i [R] 51 e fH Rk £ 5 W
45 FH[0S:(25.45+4.28) H vs (42.69+3.72) A ; PFS:(13.88+2.97) H vs (26.65+5.33)1~ H 3 P<0.01]; IncRNA RP5-1185K9.17 [{] 3R IA
LA R I PR 2 BRI ML CEA /K12 45 B e b ST 1) 19 S W IR 38 (38 P<0.05) . # # :IncRNA RPS-1185K9.17 A it 2 5 {45
g B R AR R, IR TE I 45 B2 Wi R TS 70 T hm 54

[x881A] KAWL RNA RP5-1185K9.17; &5 B Wi s S AL 17 A1) ; 030k Jig A A7 s 1)

[(FEIS2S] R735.3;R730.2 [CRkFRIRAS] A [XE/HS] 1007-385X(2017)07-0773-05

Expression of IncRNA RP5- 1185K9.17 in cancer tissues of the patients with
colorectal cancer and its clinical significance

HU Honglin, YANG Lan, DENG Ying, BAI Yifeng (Tumor Center, Sichuan Academy of Medical Sciences and Sich-
uan Provincial People’ s Hospital, Chengdu 610072, Sichuan, China)

[Abstract] Objective: To explore expression of long non-coding RNA (IncRNA) RP5-1185K9.17 in colorectal can-
cer tissue and its clinical significance. Methods: Expression of IncRNA RP5-1185K9.17 in surgery removed cancer
tissues and corresponding paracancerous tissues of the patients with colorectal cancer who hospitalized in the Sich-
uan Provincial People's Hospital during January 2011 to June 2016 were detected by qRT-PCR assay. Chi-Square in-
spection, Kaplan-Meier assay and Cox proportional analysis model were used respectively to analyze relationships
of the IncRNA RP5-1185K9.17 expression with clinicopathological parameters, survival time and prognosis of the
patients with colorectal cancer as well as factors effecting prognosis of the patients. Results: Expressions of In-
cRNA RP5-1185K9.17 in the colorectal cancer tissues were more significantly heightened than that in paracancer-
ous normal tissues ([colon cancer: 6.850+0.420; rectal cancer: 7.180+0.380] vs [paracancerous tissue: 1.080+0.220;
normal tissue: 0.980+0.140], P<0.01). The expression of IncRNA RP5-1185K9.17 was obviously related to TNM
staging, lymph node metastasis, distant metastasis, tumor differentiation, serum CEA level and survival state of the
patients (all P<0.05), but not related to gender, age and tumor location of the patients (all P>0.05). Overall survival
(OS) and progression free survival (PFS) of the patients with high expression of IncRNA RP5-1185K9.17 were obvi-
ously shorten than those of the patients with low expression of IncRNA RP5-1185K9.17 (OS:[25.45+4.28] month vs
[42.69+3.72] months; PFS:[13.8842.97] months vs [26.65+5.33] months, all P<0.01). Expression of IncRNA RP5-

HEHBN] AR 1969-), 5, B I AL EE T , 2 B N At P () 2% 25 5 J& RS MITR 245 1 B 9, E-mail : 754417834@qq.com
[[BfE1E&] #13Hk(Hu Honglin, Corresponding author)
[fi%. %] http://kns.cnki.net/kems/detail/31.1725.R.20170616.1647.004.html

D



774 -

T B A= PR T 2R, 2017, 24(7)

1185K9.17, distant metastasis, TNM staging and serum CEA level were independent factors effecting prognosis of
the patients (all P<0.05). Conclusion: IncRNA RP5-1185K9.17 could be involved in occurrence and development

of the colorectal cancer, and might be a potential molecular marker of diagnosis and prognosis of the patients with

colorectal.
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Tab. 1 Sequence of the primers

Primer Sequence

RP5-1185K9.1  F: 5'-CAGATGGAGTTTGTTGGGACTT-3'
R: 5- CTTTTTGATTGCCAGAGTAGGG-3'
GAPDH F: 5-GTCAACGGATTTGGTCTGTATT-3'
R: 5-AGTCTTCTGGGTGGCAGTGAT-3'
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Fig.1 Expressions of RP5-1185K9.17 in the paracarcinoma
tissues, the normal tissues and the carcinoma tissues
measured by qRT-PCR
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Tab.2 Relationship of IncRNA RP5-1185K9.17 expression
with pathological characteristics of the patients with CRC(n)

RP5-1185K9.17

Features expression b P
Low High
Age(t/a) 48 69 0.841 0.359
<53 25 30
=53 23 39
Gender 1.755 0.185
Male 24 26
Female 24 43
Differentiation 11.584 0.01
Median and well 25 15
Poorly and muci
nousadenocarcinoma 23 54
Tumor location 1.535 0.464
Right 15 14
Left 10 16
Rectum 24 38
TNM stage 21998  <0.01
I 12 3
II 19 13
I 10 30
v 7 23
Lymphnode metastasis 15.876  <0.01
Yes 17 50
No 31 19
Distant metastasis 13.396  <0.01
Yes 5 25
No 43 34
CEA[ps/(ng-ml™] 21.089  <0.01
<5 28 12
=5 20 57
Survival status 8.148 0.004
Survival 35 32
Death 13 37
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Fig. 2 The relationship of RP5-1185K9.17 expression with the DFS and OS of the patients with CRC

#*3 COX ZEFE 57 CRC £ DFS 1 0S M9 E =
Tab.3 Factors influencing prognosis for DFS and OS of the patients with CRC analyzed by COX multivariate

DFS (0N
Feature
HR 95% CI P HR 95% CI P
Age(t/a) (=53vs<53) 1.012 0.729-1.430  0.320 1.017 0.833-1.570 0.416
Gender (malevs female) 1.050 0.602-1.973  0.382 1.052 0.670-1.340 0.354
TNMstage (III-IV vs T -11) 5.540 1.970-8.920  0.001 4.450 1.963-7.740 0.001
Lymph node metastasis (yes vs no) 1.358 0.860-3.054  0.096 1.230 0.883-1.746 0.083
Distant metastasis (yes vs no) 3.280 1.480-7.730  0.001 2.760 1.830-6.694 0.001
Differentiation (lowvs well and median)  1.710 1.030-3.870  0.041 1.540 1.190-2.930 0.044
RP5-1185K9.17Chigh vs low) 5.930 2.710-13.600  <0.001 4.760 2.450-9.770 <0.001
SerumCEA [ps/(ng-ml")](=5 vs <5) 2.270 1.650-3.880  0.003 2.090 1.680-3.940 0.007
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