Med J Chin PLA, Vol. 48, No. 6, June 28, 2023

= PR 2L R JE 38 8 B AL 7 T R T A 5 R

A EASR, GMTE, RAaA, e

ISk R 2 I 2 B o — B I e R AR FLBRANBL /I IR 5 R, ) 2Rk 5150005 48 FHT AN REBEFLERAMEL, T4
P 522000

[FESHZES] R737.9 [XEkFrERE] A [DOI] 10.11855/j.issn.0577-7402.2023.06.0729

[FREA]  ASCHTA 1R 75 W JC R 5 vh 28

[BIAZA] AW, B, FMAT, 45, = B ML B 4l B Ay 77 SO a5 ik i [ 7], 42 s 24 245K, 2023, 48(6): 729-734.
[F=EHHEI] 2021-10-26 [ZAEH] 2021-12-13 [EZBH] 2022-06-17

(ZE] IR (TNBC) S Z A LAY T 7 5, (r R EEA) T F B, ol B by (NAC) s
HEIGT IR 2 — o (HTNBCHEE XINACK) SR A —, U7 3677 AR A 25 s 24 A A B I PR i R A 2R 1 ]
Bl XF T TNBC NACK A PN L 15 SAAR 4127 . IR Sl s MR DR A 22 55 7 THT 355 AN ) 77 ThE B4y PR 3 s 7. T A Y RE g
TRFEPINARE . FEH DS EOAR B KR, B2 I B AT HERR A8 A 58 b AR B e 2 A0 2 0 , 0 o e 7 o J e
B, farRi 2R, ASRATN I TNAC, DUR S SRS . A SO TNBC NACY P28 Bt ) fee B 5 i S A T 208

(RER]  —BITEFLIE; BBy s Jraamiil; S

Research progress in efficacy prediction of neoadjuvant chemotherapy for triple negative breast
cancer
Huang]ia-Xul’z, Huang Kai-Yuan', Sun He-Xingl, Liang Yuan-Ke', Lin Hao-Yu"

'Department of Thyroid and Breast Surgery/Clinical Research Center, the First Affiliated Hospital of Shantou University Medical
College, Shantou, Guangdong S15000, China

*Department of Breast Surgery, Jieyang People’s Hospital, Jieyang, Guangdong 522000, China

"Corresponding author, E-mail: rainlhy@stu.edu.cn

This work was supported by the Youth Program of National Natural Science Foundation of China (82102948), the Natural
Science Foundation of Guangdong Province (2021A1515012178), the Special Fund for Science and Technology of Guangdong Province
(210715106900933), and the Interdisciplinary Project of Li-Ka-Shing Foundation (2020LKSFG0SC)

[Abstract] Chemotherapy is the main treatment for triple-negative breast cancer (TNBC) due to the lack of effective
targeted therapy. At present, neoadjuvant chemotherapy (NAC) is one of the standard treatment strategies. However, the response
of patients to NAC is different, and how to identify effective or resistant individuals before treatment is an urgent clinical problem
to be solved. The research progress on the prediction of NAC response for TNBC has many aspects, including imageomics, tumor
immunology and genomics. Combining different factors to build a prediction model can better improve the prediction efficiency.
With the development of gene detection technology, single-cell sequencing technology can exclude the influence of non-tumor cells
in tumor microenvironment, accurately determine tumor subtypes, reveal drug resistance mechanisms, and may be applied to NAC
in the future to improve the accuracy of prediction. This article reviews the latest research progress in predicting the efficacy of
TNBC NAC.
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Tab.1 NAC response related predictive biomarkers in TNBC
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