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Abstract: Circular RNAs (circRNAs), a type of non-coding RNAs, play a prominent role in the
tumorigenesis and progression of triple-negative breast cancer(TNBC). In this paper the biological
characteristics, regulatory mechanisms and pathways of circRNAs associated with TNBC are
summarized. The effects of circRNAs on drug sensitivity and metabolic reprogramming, and their
value as therapeutic targets and biomarkers are discussed to provide reference for the clinical di-
agnosis and treatment of TNBC.
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circRNA FE R VER R e A . ORI
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5, BRI o0 R0 B A IR 1 1 RS
P FEFXT cireRNA 2509 FRR M B 9%, Ho A 96
i P B S

2 TNBC H circRNA BIIFEHLH 518 8%

7£ TNBC ', circRNA BA Z #0151 H A&
£k miRNA W47 5 RNA 454 4 (RNA binding
protein, RBP) 45 & BHIEFEE IR, circRNA I AL 1
A :OcircRNA 554 N E RNA, 38 i /F 4 miRNA
AR A2 1 miRNA 8 mRNA 19335, circRNA-
miRNA-mRNA 18 ¥ (4 2% B 98 3 0 76 45 98 5E 1) i
Jo e PR s v ke 25 FEOC E LA FH), H HTE TNBC
& IR cireRNA 1E I 32 %2 58 F 005 458 b miRNA
TEPEY @ecireRNA 7] DL %5 RBP A HAE T, 8 i
SE AR A XAER A TR T M E G
JEA, TR 2 B M SR AR
J A FUAE BRI RE R AR S S R A S R o 2
FEE TR Z A AR cireCD44 1T DL H 425 45 2 B
1 IGF2BP2 4% 45 %4 % mRNA , C-Mye & H & g
Fr, NI A2 #F TNBC # J& 7' ; circEIF3H HL#5 5 %& #
i 98 1E F Y IGF2BP2/HuR 45 &, FE/E N LB S
circEIF3H-IGF2BP2-HuR & & ¥ T 1, Ml fa e
T mRNA™ QBL A ) b 25 0 057 s, T 5 ) 2 AfE
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Wnt/B-catenin 348 72 AH 5C %) 3 A, 38 in 2 it 3% 58 Fl {2
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i R 4% TNBC Mg & 2B Ry 7 i 2596120 cire-
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£ TNBC ZH4Uh L8, 5l R4 1 K Fill 5 45 %% V) A
F 1981 7 eireDUSP1 L cireMETTL3 %5 7E TNBC 4H 2H
i R O IS W € e o e NS R R 1 A S W . 1
P L8 2 2 8 e T AR A G s R 3 ) 3 5 A S e
FEHE7N circRNA AT BE ALK TNBC H8 & 12 W R LS B
MRS .

SN AT A AN AR, Tz AFAE T I A A
PRV R,V A 200 ) 3 TR A R R HEAE R . circRNA
FEAN AR T E R | BB A A 25 B AR W PR PR D B X
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