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Develophment of promissing markers for diagnosis of lymph node metastasis for
uterine cancer and its functional analysis
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Two promissing genes for diagnostic markers for uterine cancer lymph node
metastasis were identified by CAGE analysis. One is the TACC2 novel isoform with a new transcription
initiation site. Previous studies we have identified multiple transcripts of novel TACC2 with the

same novel transcription initiation site. Therefore, as a result of comprehensive nucleotide
sequence determination by Oxford Nanopore segeuncer, more than 800 novel isoforms of TACC2 were
identified. This complexity is maintained regardless of cell line, normal endometrium, or
endometrial cancer, and there are more splicing variants than previously we thought, and it revieled
that downstream function expression may be regulated by transcriptional regulation or a mixture of
complex transcripts.
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