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The impact of fatty aldehyde metabolism in Fanconi anemia
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In this project, an interaction factor with FANCD2 protein was identified
from mass spectrum-based proteome screening. Genetic analysis with knockout cell lines of the FANCD2
interacting factor revealed the impact of endogenous fatty aldehyde molecules on genome stability.

In situ proximity ligation assay revealed co-localization of FANCD2 and the interacting factor in
not only the nucleus but also cytoplasm. Moreover, live cell imaging of EGFP-FANCD2 expressing cell
line recognized a novel intracellular dynamics of FANCD2 in response to formation of organelles that
are important for the regulation of lipid metabolism. This intracellular dynamics of FANCD2 have
not been reported previously, and this is a novel cellular response of FANCD2 upon the lipid

metabolism. These results indicate a possible function of FANCD2 independent of the DNA damage
response.
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