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A study on the expression and clinical significance of hsa_circ_0001785 in serum of breast cancer patients
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[ Abstract] Objective To investigate the expression and clinical significance of hsa_circ_0001785 in serum
of breast cancer patients. Methods Forty-three patients with breast cancer( the breast cancer group) , and 54 patients
with benign breast tumor(the benign tumor group) who were admitted to the Department of Thyroid and Breast Surgery
of the Fifth Affiliated Hospital of Guangzhou Medical University from September 2021 to March 2022 were selected, and
45 healthy subjects who received physical examination were selected as the healthy control group. The relative expres-
sion level of hsa_circ_0001785 in serum was detected by quantitative real-time polymerase chain reaction( (PCR) and
was compared among the three groups. The correlation between the expression level of hsa_circ_0001785 and the clinico-
pathologic features of breast cancer patients were analyzed. The diagnostic efficiency of hsa_circ_0001785 for breast cancer
was analyzed by receiver operating characteristic(ROC) curve. Results The expression level of serum hsa_circ_0001785
in the breast cancer group was significantly higher than that in the benign tumor group and the healthy control group(P <
0.05), but there was no significant difference between the benign tumor group and the healthy control group(P >0.05).
The results of ROC curve analysis showed that serum hsa_circ_0001785 had the application value for diagnosis of breast
cancer| area under the curve( AUC) =0.780, P <0.05], and the diagnostic efficiency of serum hsa_circ_0001785 was

better than that of carcinoembryonic antigen( CEA) and cancer antigen 125( CA125). The expression level of serum
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hsa_cire_0001785 in the patients with breast cancer was not significantly associated with their age, tumor type, TNM stage,

lymph node involvement, distant metastasis, estrogen receptor( ER) , progesterone receptor( PR) and human epidermal

growth factor receptor 2( HER2) (P >0.05). Conclusion Hsa_circ_0001785 is highly expressed in serum of breast

cancer patients and has potential as a molecular marker for diagnosis of breast cancer.
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