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Abstract Results Results (continued)
Neurofibromatosis type 1 (NF1) is a genetic disorder resulting from mutations in the =~ Summary of coexpression and differential gene expression Differentially expressed genes shared by comparison groups
NF1 gene. NF1 affects 1 in 3000 people and presents with benign tumors of the £d K33 5d NE4 -
peripheral nervous system, as well as dysregulation of sleep and metabolic rate. The o PANFTvs SAK33 — 20NF vs 20di33  20dK33 vs SAKS3 — 20dNFT vs SaNF

fruit fly, Drosophila melanogaster, is an excellent genetic model to study NF1; flies with 500

mutations in the NF1 gene display decreased sleep and increased metabolic rate.
Sleep loss has been associated with changes in gut homeostasis in both flies and
mammals, and we previously found that selective knockdown of NF17 in neurons of the
brain increases gut permeability and reactive oxygen species (ROS) in the gut. This
raises the possibility that loss of sleep contributes to gut dysregulation in this NF1
model. To explore the mechanisms that may underlie this link, we conducted an RNA-
sequencing analysis of dissected gut tissue from control and NF1 flies. We examined
the gene expression of aged (20 days) NF1 flies, young (5 days) NF1 flies, and their
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Figure 10. Functional classifications of significant DEGs of 5d NF1 flies relative to age-matched
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