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Development of new diagnostic and therapeutic methods and the elucidation of the
mechanism of malignant transformation for rare chorionic diseases PSTT and ETT
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Microarray RNA analysis was performed on PSTT tumor tissues. We were able to
identify candidate molecules for existing molecular-targeted therapies. On the other hand, as a
result of single cell whole genome sequence analysis of PSTT tissue, some genomic changes related to
tumor progression were picked up. Furthermore, oncogenesis and tumor progression factors were
identified through Bioinformatic analysis. In the future, from the data obtained from the whole
genomic single cell analysis, knockout of the relevant gene or mutation similar to the case will be

introduced by CRISPR / Cas9 genome editing method into immortalized EVT precursor cells in order to
induce oncogenesis or tumor progression.
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