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Expression profile of microRNAs in lung adenocarcinoma tissue and its expression in CD133" lung cancer cells”
Hu Xinchun , Xu Jianjun ,Yu Dongliang , Peng Jinhua ,Wei Yiping®
(Department of Cardiothoracic Surgery ,Second A f filiated Hospital of Nanchang University , Nanchang, Jiangxi 330006 ,China)

Abstract ; Objective

CD133" lung cancer cells. Methods

To study the expression profile of microRNAs in the lung adenocarcinoma tissue and its expression in
The specimens of adenocarcinoma tissue and pericarcinomatous tissue were collected for con-
ducting the microRNA expression chip analysis. The flow cytometry(FCM) was adopted to sort and culture CD133" A549 cells in
serum-free medium for 2 weeks. The positive rate of CD133" CD44" in those cells was assayed. The expression of miRNA-892b and
miRNA-4686 in CD133" A549 cells were detected by real-time qPCR. Results
miRNAs expressions in the lung adenocarcinoma tissue were up-regulated(P<Z0. 05) and 6 miRNAs expressions were down-regula-
ted(P<C0. 05). The positive rate of cancer stem like cells CD133" CD44" was 75. 0%. The expression of miRNA-892b and miRNA-
4686 in CD133" A549 cells was higher than A549 cells(P<C0. 01). Conclusion Abnormal expression profile of miRNAs in lung ad-

enocarcinoma tissue, and miRNA-892b and miRNA-4686 may play a certain role to maintain the biological characteristics of

Compared with the pericarcinomatous tissue, 27

CD133" lung cancer cells.
Key words: lung neoplasms; microRNAs; CD133
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*1 CD133,CD44 #1 GAPDH #1349 F 5 (5 —~3')
FH NRGEIEY ALY P44 R Bt (bp)
CD133 TGG CTT TGG CCA TAT TTT TC CCG ATG TAC TGC ATG TGG TC 199
CD44 CTG TGC TAT CCC TGT ACG CCT CTG GTG ATC TCC TTC TGC ATC CTG RCG 200
GAPDH GAA AGC CTG CCG GTG ACT AA TGG AAT TTG CCA TGG GTG GA 274
x2 miRNA-892b, miRNA-4686 #1 U6 B3| 4/ 51 (5’ —~3')

A Em514) LB 414 7 Be(bp)
hsa-miRNA-892b CTC TCA CTG GCT CCT TTC TGG GGA ACG CTT CAC GAA TTT G 74
hsa-miRNA-4686 CTC TCA CTG GCT CCT TTC TGG TAT GCT TGT TCT CGT CTC TGT GTC 76

U6 ATT GGA ACG ATA CAG AGA AGA TT GGA ACG CTT CAC GAA TTT G 70
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hsa-miRNA-105-5p 0.058 0.026 2.231  0.036
hsa-miRNA-892b 0.431 0.194 2.222  0.036
ebv-miRNA-BART4-5p 0.161 0.042 3.833  0.035
hsa-miRNA-4699-3p 0.219 0.093 2.355 0.042
kshv-miRNA-K12-3-3p 0.125 0. 049 2.551  0.033
hsa-miRNA-26a-2-3p 0.167 0. 035 4.771  0.038
hsa-miRNA-4449 0.123 0. 040 3.075 0.034
hsa-miRNA-1275 0. 996 0. 424 2.349  0.031
hsa-miRNA-1976 1. 093 0. 545 2.005  0.049
hsa-miRNA-3655 0.443 0.212 2.090 0. 000
hsa-miRNA-3615 0. 306 0.131 2.336  0.030
hsa-miRNA-4686 0.164 0.071 2.310  0.034
Hemv-miRNA-US25-2-3p 0. 155 0.047 3.298  0.018
hsa-miRNA-450a-3p 0.194 0.082 2.366  0.013
hsa-miRNA-4732-5p 0.131 0.051 2.569  0.033
hsvl-miRNA-H14-3p 0.192 0.075 2.560  0.028
hsa-miRNA-5582-5p 0.279 0.117 2.385 0.010
hsa-miRNA-4648 0.168 0.065 2.585 0.026
hsa-miRNA-1296 0.091 0.030 3.033  0.030
hsa-miRNA-622 0.124 0.037 3.351  0.031
hsa-miRNA-4800-5p 0. 341 0.122 2.795  0.030
hsa-miRNA-618 0.432 0.195 2.215  0.009
ebv-miRNA-BART13-5p 0. 481 0.191 2.518  0.026
hsa-miRNA-760 0. 185 0.067 2.761  0.004
hsv2-miRNA-H11-5p 0.082 0.032 2.563  0.004
hsa-miRNA-4673 0.150 0. 051 2. 941 0.003
hsa-miRNA-4661-3p 0.092 0. 046 2.000  0.040
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hsa-miRNA-5002-3p 1.435 3.217 0.446  0.035
hsa-miRNA-4511 1. 040 2.184 0.476  0.044
hsa-miRNA-4799-3p 1.278 4.314 0.296  0.039
hsa-miRNA-5699 2.902 7.478 0.388  0.024
hsa-miRNA-221-5p 2.256 4.729 0.477  0.036
hsa-miRNA-1321 1.798 3.768 0.477  0.042
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