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Idgntification of proteins involved in membrane contact sites between peroxisome
and ER
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We proved the presence of local area in mammalian cells, where peroxisome and
endoplasmic reticulum membranes are closely positioned, by Proximity Ligation Assay method. Next, we
tried to obtain optimal drug concentration to enrich mutant cells in which membrane contact sits (MCS)
between these organelles are impaired, and the concentration was decided in MEF but not HAP1 cells. To
use MEF cells, we established a new method that can directly quantify the amount of MCS in living cells
by FACS using split proteins. Moreover, we used genome-wide Cas9/CRISPR gRNA library in addition to
eon—grapping system. We are currently establishing new MCS mutant cells by various combination of these
methods.
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(DHFR: dihydrofolate reductase)
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