Gene network analysis reveals insights into the function of APP interacting
mitochondrial protein NIPSNAP1
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Though NIPSNAP1 is evolutionarily conserved, its cellular function [ Neumde;eneratinn |
s still unknown. NIPSNAP1 is associated with the Branch Chain Challenges: - .
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« Lab variability cytoplasmic domain of APP (Tummala et al., 2010) and others have

shown that NIPSNAP1 interacts with pyruvate dehydrogenase
complex (PDH; Nautiyal, et al.,, 2010). Here, using a systems
genetics approach, we have found that NIPSNAP1 transcript is
correlated with a number of genes involved In oxidative
phosphorylation, pyruvate metabolism, and proteasome
/neurodegenerative pathways.

Nautiyal et al., 2010.) In addition, phenylketonuric (PKU) mice show

altered levels of NIPSNAP1 in the brain (Nautiyal et al., 2010) * Tissue variability
« Statistical false discovery rate (>50,000 probes)

In this study, we used a bioinformatics and systems genetics
approach to gain insights into the function of NIPSNAP1. Our

central hypothesis is that transcripts whose levels are tightly AnalySiS Strategy
correlated across different genotypes and in different brain

structures cooperate in similar cellular functions.
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