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Ovarian cancer is one of the most common women’s reproductive system malignancies [1]. The most common
subtype of ovarian cancer is high-grade serous ovarian carcinoma (HGSOC), which is characterized as an
aggressively spreading malignancy. Furthermore, due to its non-specific symptoms, ovarian cancer is hard to
diagnose in an early stage, which explains the high mortality rate of this disease.

Cancer development is often described by dysregulation of signaling pathways. Studies show that Hippo
signaling pathway plays a crucial role in the ovary organ size control, development and regeneration [2]. Main
components of this pathway are YAP, MST1/2, TAZ and LATS1/2 protein kinases, which control cell proliferation
by regulating gene expression. Dysregulation of this pathway leads to uncontrolled cell proliferation and tumor
progression.

This research aimed to analyze the expression of YAP1, MST1, TAZ and LATS1 genes and identify their
diagnostic potential. To achieve our aim, we performed a reverse transcriptase quantitative polymerase chain
reaction (RT-gPCR) with 42 HGSOC, 14 other gynecological and 9 benign tumor tissue samples. The results were
normalized to a reference gene GAPDH.

The ROC curve analysis when comparing HGSOC and benign cases showed an AUC of 0.94 for TAZ, 0.89
for LATS1 and 0.87 for YAP1 with a high sensitivity and specificity. Also, there was a high AUC, specificity and
sensitivity rate when comparing HGSOC and other gynecological malignancies for MST1 (AUC 0.74, specificity
0.79, sensitivity 0.71). Hippo pathway genes were downregulated in HGSOC and other tumor samples compared
to benign cases (p<0.05).

Our research suggests that the components of Hippo signaling pathway could be considered as a potential
biomarker for ovarian cancer diagnosis. Further research is needed to validate this suggestion.
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