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Expression of IncRNA RP11-259P1.1 in esophageal squamous cell cancer and its
correlation with clinical prognosis

SHI Min*, FENG Jian", SUN Xingwang® (a. Department of Pathology; b. Department of Cardiology, the Affiliated
Hospital of Southwest Medical University, Luzhou 646000, Sichuan, China)

[Abstract] Objective: To investigate IncRNA RP11-259P1.1 expression in esophageal squamous cell carcinoma
(ESCC) and to explore its correlation with clinicopathological features and prognosis. Methods: 130 cases of prima-
ry ESCC cancer tissues and the corresponding paracancerous tissues resected during surgery from January 1, 2012
to December 31, 2016 at the Affiliated Hospital of Southwest Medical University, as well as human ESCC cell lines
KYSES510, Ecal09 and esophageal epithelial cell line Het-1A were collected for this study. The method of quantita-
tive real-time polymerase chain reaction (QPCR) was used to measure IncRNA RP11-259P1.1 expression in speci-
mens and cells, and the association between IncRNA RP11-259P1.1 expression in speciments and clinicopathologi-
cal features or prognosis was analyzed. Results: The expression of IncRNA RP11-259P1.1 in esophageal cancer
cells and cancer tissues was significantly higher than that in normal esophageal epithelial cells and para-cancerous
tissues (all P<<0.01). High expression of IncRNA RP11-259P1.1 was significantly associated with tumor size, TNM
stage, lymph node metastases and chemoradiotherapy sensitivity (CRT) (P<0.05), but not associated with ages, gen-
der, tumor location, smoking (P>0.05). In 63 cases of patients receiving neoadjuvant radiochemotherapy (CRT+S),
by comparing patients with high IncRNA RP11-259P1.1 expression and low expression, (1) pathological complete
remission (pCR) rate in low expression patients was significantly increased (60% vs 21.21%, P<0.05); (2) the treat-
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ment efficacy of pre-operative CRT in patients with low expression was better (P<0.05); (3) median progress-free

survival (PFS) and overall survival (OS) of patients with low expression was significantly prolonged ([28.00+2.47]
months vs [17.00+1.90] months, P<0.01; [41.57+2.45] months vs [30.00£2.55] months, P<0.01). IncRNA RP11-

259P1.1 can be used as a prognostic factor for patients with esophageal cancer (P<0.05). Conclusion: The expres-

sion of IncRNA RP11-259P1.1 could serve as a potential molecular marker to predict the prognosis and pre-opera-
tive CRT treatment efficacy of ESCC patients, and patients with low IncRNA PR11-259P1.1 expression might

achieve a better treatment efficacy from pre-operative CRT.
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Fig.1 IncRNA RP11-259P1.1 expression in ESCC cells

(A) and ESCC tissues(B)
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Tab. 1 Correlation between expression of IncRNA
RP11-259P1.1 in ESCC tissues and clinicopathologic
characteristics of ESCC patients

Lever of IncRNA
Characteristics RP11-259P1.1 7 p?
Low High®

Cases (N=130) 57 73

Ages(f/a) 0.001 0.978
<59 22 28
=59 35 45

Gender 0.573 0.449
Male 35 40
Female 22 33

Tumor site 0.018 0.894
Neck/Upper part 28 35

Middle/Lower part 29 38

Tumor size(d/cm) 16.191 <0.001
=5 18 49
<5 39 24

Histilogical grade 11.779 0.003
Gl 26 15
G2 19 25
G3/4 12 33

T stages 19.162 <0.001
T1/2 40 23
T3/4 17 50

N stages 30 14 18.525 <0.001
NOMO 18 49
NIMO 9 10
MI-lyf*©

Clinical stages 8.333 0.004
/11 stage 34 25
III stage 23 48

Smoking condition 0.707 0.401
Yes 27 40
No 30 33

CRT response 30 33 9.877 0.002
pCR’ 18 7
No-pCR 12 26

*Median expression level of IncRNA RP11-259P1.1 ;
*P<0.05;°M1-lym: Distal lymph node metastasis;

‘pCR : Pathologic complete response
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Tab. 2 Univariate and multivariate logistic regression analysis of factors associated with prognosis of patients receiving CRT

o Univariate analysis Multivariate analysis
Characteristics pCR No-pCR P
OR 95% CI OR 95%CI
Ages(t/a) 0.59 0.53-1.64 0.36 0.47 0.17-1.29 0.29
<59 15 18
=59 10 20
Gender 0.65 0.14-1.13 0.87 0.41 0.19-1.30 0.54
Male 12 22
Female 13 16
Tumor site 1.12 0.89-1.94 0.75 1.09 0.76-1.56 0.38
Neck/Upper part 10 13
Middle/Lower part 15 25
Histilogical grade 1.38 0.56-1.64 0.63 1.24 0.38-1.46 0.44
Gl 5 16
G2 8 12
G3/4 12 10
T stages 1.45 0.41-3.97 0.55 1.12 0.56-1.64 0.45
I/11 stage 15 18
III stage 10 20
N stages 1.52 0.79-3.83 0.16 1.18 0.27-2.56 0.64
NO 13 15
N1I/Ml-lyf 12 23
Clinical stages 1.82 0.75-3.75 0.089 1.39 0.70-2.36 0.10
41 11 14
I 10 24
IncRNA RP11-259P1.1 4.67 3.65-11.76 0.001 332 2.35-8.70 0.002
High expression 7 26
Low expression 18 12

pCR: Pathologic complete response; OR : Odd ratio; CI: Confidence interval
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Fig.2 Association between the expression of IncRNA RP11-259P1.1 and progression free survival time (A)

and overall survival (B) in patients with ESCC(Kaplan-Meier survival analysis)
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