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Abstract: Objective To investigate the expression of long non-coding RNA AC010145.4 (LncRNA
AC010145.4) and its relationship with prognosis and chemoresistance of small cell lung cancer (SCLC)
patients. Methods The expression of LncRNA AC010145.4 in 67 cases of SCLC tissues, 27 cases of para-
cancerous tissues and 40 cases of normal lung tissues were detected by real-time fluorescent quantitative PCR.
The relationship of LncRNA AC010145.4 expression with clinicopathological characteristics was analysed by
2 test. The relationship between AC010145.4 expression and survival time of SCLC patients were analyzed
by Kaplan-Meier analysis. Univariate and multivariate analysis were used to analyze prognosis factor of
SCLC. Results The expression level of LncRNA AC010145.4 in SCLC tissues was higher than those in
para-cancerous tissues and normal lung tissues (all P<0.001). The expression of LncRNA AC010145.4 was
significantly higher in chemoresistance patients than that in chemosensitive patients (P<0.05). LncRNA
ACO010145.4 expression was positively correlated with disease stage, lymph node metastasis, distant metastasis,
chemosensitivity (all P<0.05). The overall survival time and progression-free survival time of the patients with
high LncRNA AC010145.4 expression were shorter than those with low LncRNA AC010145.4 expression (all
P<0.001). LncRNA ACO010145.4 expression, disease stage and distant metastasis were independent prognostic
factors (all P<0.05). Conclusion LncRNA AC010145.4 is involved in the occurrence and development of
SCLC, and may be used as a molecular marker for the prognosis evaluation of SCLC patients.
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1: normal tissues(n=40); 2: paracarcinoma(n=27); 3: SCLC(n=67);
4: sensitivity(n=26); 5: resistance(n=41)

Bl SERPESEE EPCRIEMNLNcRNA AC010145.47E /)y
HRERH A R R AR

Expression of LncRNA AC010145.4 in small cell
lung cancer(SCLC) tissues detected by real-time fluorescent
quantitative PCR
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Tablel Relationship between LncRNA AC010145.4
expression and clinicopathological characteristics of small
cell lung cancer (SCLC) patients

LncRNA AC010145.4 expression

Characteristic Low(n=31) _ High'(»=36)

Age(years) 0.866
<52 17 19
=52 14 17

Gender 0.664
Male 18 19
Female 13 17

Disease stage <0.001
Limited 21 8
Advanced 10 28

Lymph node metastasis <0.001
Yes 12 30
No 19 6

Distant metastasis <0.001
Yes 9 29
No 22 7

Smoking 0.434
Yes 16 22
No 15 14

Chemotherapy <0.001
Sensitive 20 6
Resistance 11 30

Survival status 0.012
Survival 18 10
Death 13 26

Notes: “: Low: LncRNA AC010145.4<7.225; High: LncRNA
AC010145.4=17.225
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Table2 Univariate and multivariate analysis of clinicopathological features for OS of SCLC patients

Univariate analysis

Multivariate analysis

Clinicopathological feature

HR 95%CI P HR 95%CI P
Age (=52 vs. <52 years) 1.011 0.750-1.460 0.190 1.014 0.640-1.670 0.170
Gender (male vs. female) 1.090 0.720-1.620 0.220 1.017 0.770-1.840 0.108
Disease stage (advanced vs. limited) 5.950 1.970-13.240 0.001 3.960 1.590-7.630 0.001
Lymph node metastasis (yes vs. no) 2.770 1.950-5.580 0.002 1.460 0.990-2.320 0.085
Distant metastasis (yes vs. no) 3.550 1.930-8.104 0.001 2.550 1.890-6.080 0.001
Smoking (yes vs. no) 1.120 0.860-1.750 0.290 1.090 0.630-1.470 0.680
Chemotherapy (resistance vs. sensitivity) 3.530 1.980-6.540 0.001 2.250 1.708-5.380 0.004
LncRNA AC010145.4 expression (high vs. low)  5.950 2.340-11.330  <0.001 3.600 1.930-6.870 <0.001
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survival (OS) curves of SCLC patients
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