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HEHG KR, ER SUHASURBE B P (RF-32 a9 Rk 8 (13.84 + 2.62) 5 25 4 Bt BB 40 fn 7 P 69 tRF-32 &
k8 (3947 + 721) ¥ix, ZFA%5FESL (1=4.091,P<0.0001) . &K TNM 45~ I-11 #9469 tRF-32 kA& (16.97
3315) MEHT M-IV H tRF-32 &5 F (7.07 + 2.83) , ZFALITFEL (£=2241,P=0.029) , RMHELHEL
B Py (RF-32 K5 (1875 + 391) AR TAMC L4 B8 fif b (RF-32 K2 % (7.80 + 251), ZFA%
HFEL(£=247,P=0.017) . SURJE & RF-32 LA B HF L% (1=0.621, P>0.05), 5 TNM Is ko (=8.463,
P=0.004) AEMKCLERLEHSIE () =5856,P=0.016) , FiX# TAE w4 (receiver operating characteristic curve,
ROC) 27 feiF tRF-32 4 W SUIRJ& 69 wh & T @42 (area under curve, AUC ) 5% 0.776 (95% CI: 0.673 ~ 0.880 ) , #RJE
Fodk 5F A A 84.0 % Fv 68.8%, LHIE  tRF-32 A FUMIE & 4 if WA KL, (RF-32 69 Rk KT 5 U 09 16 K 5
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Expression and Clinical Significance of tRF-32—-Q99P9PINHS7SJ in Serum
of Patients with Breast Cancer
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Cancer Hospital of Nanjing Medical University, Nanjing 210009, China)

Abstract: Objective To investigate the expression and significance of tRF-32 in breast cancer serum. Methods The serum
samples were collected form 51 patients with breast cancer in Jiangsu Cancer Hospital from November 2017 and February 2019,
at the same time serum form 25 healthy controls were collected. The clinical data of patients were recorded. The expression level
of tRF-32 was detected by RT-PCR, and analyzed its relationship with clinicopathologic factor of patients with breast cancer.
Results The serum level of tRF-32 in 51 patients with breast cancer (13.84 + 2.62) was different form that in 25 healthy
control group (39.47 + 7.21) and they had statistical difference (¢ = 4.091, 2 < 0.000 1). Serum tRF-32 in patients with breast
cancer was significantly difference between TNM stage I-II and stage III-IV (¢ = 2.241, P = 0.029). Meanwhile, the expression of
tRF-32 in patients without lymph node metastasis was higher than those with lymph node metastasis (¢ = 2.47, 7 = 0.017). The
level of serum tRF-32 was no correlated with ages (x’=0.621,P>0.05). While there were significant association with TNM stage (i’
=8.463, P = 0.004) and lymph node metastasis (y* =5.856, P = 0.016). Finally, the ROC-AUC for tRF-32 was 0.776 (95% CI: 0.673
~0.880) for differentiating breast cancer patients from healthy controls, with a sensitivity of 84.0% and specificity of 68.8%.
Conclusion tRF-32 was lower expression in patient’ s serum with breast cancer. The expression level of tRF-32 was related to
the clinical stage and lymph node metastasis of breast cancer.
Keywords: breast cancer; tRF-32-Q99P9PINHS7SJ; RT-PCR; clinical diagnosis
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(Applied Biosystems), TRIzol LS i 3 (life tech-
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Prism v6.0 Giif=#5 A, THEPORER I + brifE
% (xxs) Fon, HRILECRH ¢ kg, 13 o (RE-
32 FRM GG R B SR R R K5 .
IMLYF tRF-32 7EFL 2 W b i i2 Wkl e >k JH ROC
HHZESEPEAN . LA P<0.05 N2ZEFHA G HFE L.

2 #R

2.1 SURRS B fif P (RF-32 9 KA 54 iz
RT-PCR #illl 51 {51 5L i Jis £ 5 1 2.5 1) fke e of L
L35 B A H tRF-32 i 638 5. tRF-32 (9 184 il &
FN 2 LT 1, A 2 S g ST LR
I B LTS P tRF-32 B9 3RiA &6 (13.84 + 2.62) 5
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