« 242 - 'T'ﬁégl,ﬂ%ﬁﬁﬂ:‘u\( HL T i) 2015 A8 H %59 % 55 4 M Chin J Breast Dis( Electronic Edition) , August 2015, Vol. 9, No. 4

W -

J&%ﬁillf?ﬁﬁé& RNA 7EZL IR EEE AN S &=
HARRRIE

SO 4T ERRD MR B

[#HE] HE BSOS HEEEIES D RNA (IncRNA ) 75 3L 2H 270 5 408 1 b B 2655175 00 , 075356 1S
Z 53R E B R BER IS B EZN IncRNA 77% RS 4 A 43 0 A 30 S+ s 1 7L M 9 2H 21
54N E 25 573K 0 IncRNA & mRNA, W A YIE B ¥k, @%%.j—‘ﬁgi@(gene ontology, GO)
Pathway 2387, 23 Hr LR 440 S5 48R 1L IncRNA &2 mRNA BYZE3A1E . 4009 205U 20 8 1 -5 8 41
ZUh LR R Ik 5 R RIEM IncRNA | I Htk— 2550 07 25 55 55 R W] RE R4% i AH DGl %, e R S 5 3L
Mg R AE R RV R IncRNAs, S5 5R B H R IAE 3L A 2V 4 i 2L 7] 138 A9 IncRNA
H 7 4 (433 RP11-707G14. 7 RP11-771K4. 1 XLOC_013658 .RP11-201A3. 1 .RP11-298H24. 1 BM151951 .
XLOC_011403) , 35 R ## Y IncRNA & 12 %% (LOC100506035 ,PWRNI , MAGI2-AS3 . RP11-6713.2 ,CTC-
454M9. 1, AC017006. 2, AC002456. 2, RP11-430B1.2, RP11-945C19. 4 . RP11-839D17. 3, CTA-407F11. 8,
LINC00420) , GO I Pathway 43 #7145 R R A ZEZL IR B AN R M AMA A B 2 R REWEF TR S5
PAPE G RE RN S TCF-B #IEAE, 4518 IncRNA 7EZLIRMEE A ZUMANE i h 2 22 7323k W RS 58I 3L
M EA R RU R R R A AT RE ORI RIZ W 516077 2L TS

[X8im] ZWMWE; SFE2WEAR; BhaER; FEEFAE; M RNAs

[PEZESZES] R737.9 [ xEktREm] A

Expression of long non-coding RNA in peripheral blood and carcinoma tissue of breast cancer patients
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[Abstract] Objective To compare the expression of long non-coding RNA ( IncRNA) in both
peripheral blood and carcinoma tissues of breast cancer patients and reveal the important IncRNAs that may
participating in the development, recurrence and metastasis of breast cancer. Methods Microarray chip was
used to detect and screen the differentially expressed IncRNA and mRNA in carcinoma tissue and peripheral
blood of breast cancer patients. IncRNA and mRNA expression profiles were analyzed by bioinformatics tools,
including gene ontology ( GO) and Pathway analysis. The differentially expressed and commonly expressed
IncRNAs both in peripheral blood and carcinoma tissues were detected. Moreover, we further analyzed the
relevant pathways regulated by differentially expressed genes, as well as IncRNAs participating in the
development and metastasis of breast cancer. Results There were 7 up-regulated IncRNAs (including RP11-
707G14.7,RP11-771K4. 1,XLOC_013658 ,RP11-201A3. 1 ,RP11-298H24. 1,BM151951 ,XLOC_011403) and
12 down-regulated IncRNAs in both carcinoma tissue and peripheral blood ( including LOC100506035,
PWRNI, MAGI2-AS3, RP11-671L3.2, CTC-454M9. 1, AC017006.2, AC002456.2, RP11-430B1.2, RP11-
945C19.4, RP11-839D17.3, CTA-407F11.8, LINC00420 ). GO and Pathway analysis indicated that
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differentially expressed genes in both peripheral blood and carcinoma tissues of breast cancer patients were

mainly involved in the regulation of immune response and TGF-B pathway. Conclusion

IncRNAs were

differentially expressed genes in both peripheral blood and carcinoma tissues of breast cancer patients, which

may be involved in the development, recurrence and metastasis of breast cancer, regarded as possible potential

targets for clinical diagnosis and treatment.
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