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Abstract: Objective To analyze the differential expression of long non coding RNA (long non-coding
RNA, IncRNA) in human ovarian cancer cell line SK-OV-3 after treated with ghrelin. Methods Human ovarian
cancer cell line SK-OV-3 RNA was extracted from the control group (without ghrelin) and the experimental group
(with 600 ng / mL ghrelin for 24 h) for sequencing. Comparing the two groups, IncRNAs differentially expressed in
the experimental group were screened to predict their target genes and intersect with differential mRNAs. Gene
Ontology (GO) analysis and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway analysis were carried out
for the genes after the intersection. Results There were 236 differentially expressed IncRNAs, of which 130 were
up-regulated and 106 were down-regulated. There were 71 differentially expressed mRNAs, of which 66 were up-

regulated and 5 were down-regulated. 57 genes were screened by intersection of differentially expressed IncRNA
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target genes and differentially expressed mRNA. GO analysis showed that these IncRNAs were associated with L-

lysine and arginine transmembrane transporter activity, response to oxygen level, response to stress and

developmental process. KEGG pathway analysis showed that these IncRNAs were mainly enriched on the pathways,

such as cytokine-cytokine receptor interaction, Glucagon signal pathway, Insulin signal pathway and pathway in

cancer. Conclusion The expression of IncRNAs in human ovarian cancer cells treated with ghrelin are significantly

different, which may be involved in the occurrence and development of ovarian cancer, suggesting that ghrelin may

play an important role in the treatment of ovarian cancer.

Keywords: ovarian neoplasms; next-generation sequencing; ghrelin; RNA, long noncoding
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