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KHFEEMEMCP <<0.00D): 5 EHE COX EHHAH B R, WEEAZE>5 cm . TNM 4 # [l # .incRNA AFAP1-AS1 mR-
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FkBHF MW 89.66%(26/29)( P <C0.05); METTL14 mRNA k£ & # 1 £ &£ & % 4 45.45%(10/22) , & T MET-
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Abstract: Objective To explore the relationship between the expression levels of methyltransferase-like
14 (METTL14) and long non-coding RNA (IncRNA) actin filament associated protein l-antisense RNA1
(AFAP1-AS1) and prognosis in patients with triple-negative breast cancer (TNBC). Methods A total of 60
TNBC patients admitted to the Department of Surgical Oncology, the First Affiliated Hospital of Bengbu Medi-
cal University from March 2020 to March 2023 were analyzed. Real-time fluorescence quantitative polymerase
chain reaction (RT-qPCR) was used to detect the expression of [ncRNA AFAP1-AS1 mRNA and METTL14
mRNA in breast cancer tissues and adjacent non-tumor tissues. Multivariate COX regression was used to ana-
lyze the related factors affecting the prognosis of TNBC patients. Kaplan-Meier curve was plotted to analyze
the relationship between the expression of [ncRNA AFAP1-AS1T mRNA and METTL14 mRNA and the 1-year
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survival rate of TNBC patients.  Results Compared with adjacent non-tumor tissues, breast cancer tissues
exhibited higher expression levels of incRNA AFAP1-AS1 mRNA and lower expression levels of METTL14
mRNA ( P <C0.001). Multivariate COX regression analysis indicated that tumor diameter =5 cm, TNM stage
Il , high expression of incRNA AFAP1-AS1 mRNA, and low expression of METTL14 mRNA were all inde-
pendent risk factors for death within 1 year in TNBC patients ( P <C0. 05). Kaplan-Meier curve results showed
that the 1-year survival rate of patients with high expression of incRNA AFAP1-AS1 mRNA was 58. 06 %
(18/31), which was lower than that of patients with low expression of incRNA AFAP1-AS1 mRNA 89. 66%
(26/29) (P <<0.05). The I-year survival rate of patients with low expression of METTL14 mRNA was
45.45% (10/22), which was lower than that of patients with high expression of METTL14 mRNA 89.47%
(34/38) (P <C0.05). Conclusion
AFAP1-AS1 mRNA is significantly increased, while the expression of METTL14 mRNA is significantly de-

creased. The abnormal expression of both is associated with a shorter survival time and a higher risk of death,

In the cancer tissues of TNBC patients, the expression of [ncRNA

and both are expected to become potential biological indicators for the prognosis evaluation of TNBC patients.
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1.2 METTL14 mRNA.lncRNA AFAP1-AS1 mR-
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(RT-qPCR) 45 A K il 21 Bg 98 S Ho o 55 1F & 41 41
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1) L M i 20 20 B L o8 1o ) 9 55 E R 2 41 (I S b s 4
LUl =5 cm, A5 BELIE S JC 9 40 ) o 28 R TR
JE X R FRIC . I T —80 CUKAR A7 45K . @4
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W 3 AEESL, T 3 sk, LI GAPDH AN
Z: A FEAC I 3 YA T AR, DA 27 0 ik T SR AR X
FKik g, @ METTL14 51 % 5 % (5'-3), F .
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AATGGGGT; R 3 : CCGTCTGTGCTACGCTTCA,
196 UL K DNA Iy R 55 1 B e ot 4 30 3 A )
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600, LA 1 1 TNBC & # 7L IR 41 81 (ncRNA
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MIBIME 1. 58 F 0.52 Hy il FHAA 43 51 43 by 8 3R 35 4 Fn
fRF IR R AT 45 R s, AL AF 4 B T 2L AE i
JEE AR VTNM 438 \ METTL14 mRNA L)} IncRNA
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[ Feil 22 10(22.73)  12(75.00)  13.806  <C0.001
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P <<0. 001 <<0. 001 ik .METTL14 mRNA £k & TNBC B35 1 £
ERATEARBEREUNGCEORT, FET- BT fERE 2 (P <<0.05), L& 3.
®3 ¥ TNBC EEMEHNSEZR COX @A
K& AR Ak T (L b SE  Waldy* HR 95% CI p
Il PR 43 481 IT~N#®=0,MP=1 1.333 0.587 5.162 3.793 1.201~11.977 0.023
Jib 98 EL A <5em=0,>5cm=1 1.633 0.594 7.563 5.118 1.599~16.386 0. 006
METTL14 mRNA EFIK=0,fk5£ik=1 1.399 0.589 5.640 4.051 1.277~12.853 0.018
IncRNA AFAP1-AS1 mRNA EFX=0,FFik=1 1.300 0.650 3.997 3.670 1.026~13.126 0. 046

2.4 (ncRNA AFAP1-AS1 mRNA METTL14 mR-
NA £3i55 TNBC B # 1 4R L FR  Kaplan-
Meier {1 £k 45 R B~ (ncRNA AFAP1-AS1 mRNA
FRIBEE 1 FEF RN 58.06% (18/31) ik F In-

cRNA AFAP1-AS1 mRNA £ kB & 1 89. 66%
(26/29),Log-rank Ki%,y”=6.818, P <<0.05;MET-
TL14 mRNAEFREEH 1 FEHFFRR 45.45% (10/
22) A& F METTL14 mRNA &%k B H 0 89.47%
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