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Identification of biomarkers to diagnose lymph node metastasis based on gene
expression patterns in primary lesion of endometrial carcinoma
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Lymphadenectomy in endometrial carcinoma (EM Ca) should be performed based
on the risk of lymphatic metastasis. We attempted to identify biomarkers to diagnose lymphatic
metastasis based on gene expression patterns in the primary lesion of EM Ca. Genome-wide gene
expression was analyzed using cap analysis gene expression in lymphatic metastasis-negative (LN-)
and metastasis-positive (LN+) cases with EM Ca G1 with less than 1/2 myometrial invasion. Candidate
genes used to distinguish between LN-/LN+ were identified and verified by RT-gPCR. SEMA3D and TACC2
with a novel transcription start site (novel TACC2) were identified as biomarkers with the highest
diagnostic accuracy. SEMA3D was highly expressed in LN-, while novel TACC2 was highly expressed in
LN+. SEMA3D and novel TACC2 were identified as biomarkers to evaluate lymphatic metastasis in EM Ca.

This finding paves the way for pre-operative lymphatic metastasis diagnoses and the realization of
individualized surgical methods.
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Identification of Dbiomarkers to
diagnose lymphatic metastasis based on
gene expression patterns in the primary
lesion in endometrial carcinoma.
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