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The role of GARP complex as a multi-functional regulator for the mammalian
embryogenesis
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Vps52 (a gene coding a component of GARP complex) deficient mouse embryos
die just after implantation. Knockout mouse embryos deleting each gene coding proteins associating
with VPS52 show lethality during embryogenesis, and genes are classified into three groups according

to the timing of embryonic lethality; (1) die just after implantation similar to Vps52 deficient

embryos (3 genes including Vps52), (2) die 1 day later than Vps52 deficient embryos (2 genes), and
die at mid gestation (1 gene). By scRNA-seq analysis with knockout embryos of early lethal mutant
mice, we identified that genes relating ferroptosis, one of programed cell death mechanisms, were
affected by deletion of those genes during early embryogenesis. These results suggest GARP complex
may regulate the ferroptosis.
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