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Abstract: Objective To investigate the expression of large intergenic non-coding RNA-regulator of reprogramming
(LincRNA-ROR) in high-grade serous ovarian cancer ( HGSOC) and its clinical significance. Methods  Fifty-eight
samples of HGSOC tissues of surgical resection from January 2011 to April 2018 were served as experimental [ group,and
18 samples of normal epithelial ovarian tissues from total hysterectomy and bilateral adnexectomy due to histeromyoma at
the corresponding period were served as experimental [ group,and 20 samples of normal oviduct umbrella end tissues were
served as control group. Real time quantitative polymerase chain reaction ( Real-time PCR) method was used to detect the
expression of LincRNA-ROR in HGSOC and analyze its association with HGSOC. Results  After extraction of total RNA,
RNA quality appraisal was conducted. The RNA purity was detected according to RNA results extracted from tissues
samples : (1) absorbance of nucleic acid/protein absorbance (A260/A280) between 1.8 —2.0 was identified as qualified;
(2) there were three electrophoretic bands in agarose gel electrophoregram with brightness ratio of 2: 1 of 28S/18S in three
different samples, indicating that RNA was intact and no obvious degradation. There were significant differences in

LincRNA-ROR expression level and incidence of LincRNA-ROR high-expression in tissues of three groups (all P <0.01)
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in which experimental [ group was the highest. LincRNA-ROR high-expression rates in patients with clinical staging [ —

I, tumor size <3 c¢m and without lymph node metastasis were significantly lower than those in patients with clinical staging

IT - IV, tumor size >3 cm and lymph node metastasis(all P <0.05). Conclusions LincRNA-ROR is highly expressed in

HGSOC tissues. High expression of LincRNA-ROR is associated with high clinical stage, large tumors ( >3 c¢m) and

lymph node metastasis. It is suggested that HGSOC markers should be further screened, and the molecular therapeutic

targets of HGSOC should be found in the future.
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