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i Pregnancy induced hypertensive is known as one of the serious diseases in
the perinatal area, but no effective treatment has been established. In this study, when the

placenta of pregnancy induced hypertensive was analyzed by RNA sequencing, which is a new
transcriptome analysis using a next-generation sequencer, it was possible to identify novel
transcripts and splicing variants. New findings obtained from the results of this study are expected
to contribute significantly to the development of diagnostic and therapeutic methods for the
pathogenesis of pregnancy induced hypertension and placental hypoplasia.
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