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Hypertensive disorder of pregnancy is the most famous perinatal complication
to result hypertension and proteinuria during pregnancy. However, the total picture does not yet
become clear because the condition of a patient is complicated. We hypothesized that abnormal
placentas are under hypoxia, malnutrition and aging. So, we focused on the placental autophagy and
the metabolomic analysis. Based on the results of our research, multivariate analysis elucidated the
change of the primary metabolites in the placenta tissues via chaperon-mediated autophagy,
comprehensively. As a result, We were able to clarify an unknown pathologic part and several
predictor candidates.
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