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Expression of MicroRNA-146a in subtypes of breast cancer*

Ming-gang Fu, Li-ying Guo
(Department of the Breast Surgery, the First Affiliated Hospital of Xinjiang Medical University,
Urumgqi, Xinjiang 830011, China)

Abstract: Objective To investigate the expression of miR-146a in molecular subtypes. Methods Totally 185
cases of patients with breast invasive ductal cancer who were admitted into our hospital during Jan. 2013 to Aug 2016
were involved in this study. Breast cancer tissue were collected during surgery. Expression levels of miR-146a was
quantified by hybridization in situ method. Association of miR-146a with molecular subtypes of breast cancer was
identified by Pearson chi-square test and Nemenyi Rank sum test. Results Among four subtypes in breast cancer,
miR-146a had the highest expression rate in Lumina A type while lowest expression rate in basal-like type (P < 0.05).
Conclusions Expression of miR-146a is closely associated with molecular subtypes of breast cancer, which may be a
new prognostic biomarker of breast cancer.
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miR—-146a 7£ 185 FlFLAREA L H 51 fF3k(-),
134 ]335 (+)o 7F Lumina A B 1, miR—146a 11 [H
PR R E, N 84.0%, TNAE Basal-like B miR-

146a FAME R K R e, M 59.1%. £ Pearson )(2 oL
B or b, 4 Fh o1 B AL ] H 8 25 A et L
(P <0.05), ULIHARLRE> 7R miR-146a 15 A
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AUFXT Basal-like B fAEEIA R (P <0.05) (W% 2),
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o FIE A miR-146a (-) miR-146a (+~++) miR-146a (+++) X MH P
Luminal A % 12 (16.0) 30 (40.0) 33 (44.0)
Luminal B %! 9(29.0) 13 (41.9) 9(29.0)

16.153 0.001
HER-2 i ik 17 (29.8) 25 (43.9) 15 (26.3)
Basal-like %! 13 (59.1) 4(18.1) 5(227)
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Luminal A %5 Luminal B %! 75 31 18.69 30.01 36.17 >0.05
Luminal A 15 HER-2 1 #3551 75 57 21.04 24.71 29.77 >0.05
Luminal A %5 Basal-like 7! 75 22 4291 34.09 41.07 <0.05
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