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CRISPR screening for mitophagy regulation and its Application to therapy of
heart failure
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The CRISPR screen with hypoxia showed that Slc25all was one of the top genes
that positively regulates mitophagy. Validation experiments of the screening results using knockout
cells for each gene showed that Slc25all was a strong suppressor of mitophagy, similar to the

screening results. We analyzed mitophagy when overexpression of wild-type Slc25all and mutant
SIc25all with a mutation in the LIR motif, a mitophagy recognition sequence, was performed.
Overexpression of slc25all promoted mitophagy. However, overexpression of the LIR motif mutation
resulted in partial suppression of mitophagy compared to the wild type.
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