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The study succeeded to identify the upstream regulators (URs) involved in
the pathogenesis of ovarian endometrioma.
An analytic method, SMITE was used with transcriptome data from ovarian endometrioma stromal cells
(ovESCs) and eutopic endometrium stromal cells (euESCs) in combination with publicly available gene
regulatory network data. Furthermore, Boolean network simulation confirmed that the 12 candidate
genes chosen by SMITE are URs. One of the URs, HOXC8, was confirmed to be overexpressed in ovESCs.
HOXC8 overexpression significantly enhanced cell proliferation, migration, adhesion, and fibrotic
activities, and also activated the TGF-B signaling, which are pathological features of ovarian
endometrioma. The increased adhesion and fibrosis activities by HOXC8 were significantly inhibited
by E-616452, a selective inhibitor of TGF-B receptor.
In conclusions, integrated genomic approaches identified HOXC8 as an UR in ovarian endometrioma.
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