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Analysis of peroxisomal membrane proteins
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Peroxisomes are organelles that is involved in various metabolic reactions.
Peroxisome membrane proteins are responsible for maintaining peroxisome homeostasis. However, in
plants, the selective transport mechanism of peroxisomal membrane proteins is not well understood.
In this study, we performed live cell imaging analysis of various peroxisomal membrane proteins and
found that peroxisomal matrix proteins are gradually accumulated in the lumen of preperoxisomal
compartment-like structure to form mature peroxisomes.
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