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[ Abstract]  Objective To explore the differences in mRNA expression profiles of ovarian cancer cells cultured in normoxic
and hypoxic environments. Methods The ovarian cancer SKOV3 cells were cultured separately in low oxygen (2% oxygen) and nor-
mal oxygen (21% oxygen) environments. Oxygen probes were used to detect cellular hypoxia status. The whole mRNAs expressed
within cells were detected using high — through RNA sequencing, and bioinformatics analysis tools were used to analyze gene expres-
sion differences and functional enrichment of the genes, and reverse transcription quantitative real — time PCR was used to further veri-
fy the related differential gene expression. Resnlts Compared with cells cultured under normal oxygen, cells cultured under low oxy-
gen environment showed a total of 999 significantly upregulated gene expressions and 646 significantly downregulated gene expressions.
These differentially expressed genes were involved in biological processes such as extracellular matrix formation, cell adhesion, glycol-
ysis, ciliary assembly, as well as signaling pathways such as cancer signaling, PI3K — AKT signaling, RNA transport, and tumor
choline metabolism. The reverse transcription quantitative real — time PCR results confirmed that the expression of HILPDA, MTI1B,
CA9, MTIX and LOX — 12 genes in the hypoxic group were significantly higher than those in the normoxic group, while the expres-
sion of WARS1, CHAC1, PSAT1, UPP1 and DDXS genes in the hypoxic group were significantly lower than those in the normoxic
group. Conclusion This study revealed the differentially expressed genes and molecular pathways of mRNA transcription levels in o-
varian cancer cells under different oxygen concentrations environments, providing an experimental basis for further exploring the poten-
tial molecular mechanisms of the impact of low oxygen environments on the growth of ovarian cancer.
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