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Introduction

* Wildfires are rapidly increasing in frequency and
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Discussion/Implications

WLFF encounter many occupationally relevant health
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Additionally, PPl network analysis revealed a central
hub that confirms pathways analysis findings related
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Methods

* Three parent studies were identified through a search
of published literature and data repositories
examining male mouse PFC for WLFF-relevant
exposures: wildfire smoke (WFS), high fat diet (HFD),
and psychological stress (PS)

 We performed an integrated analysis of the combined
8,367 differentially expressed genes (DEGs) as
reported in each parent study to determine conserved
directionality across study populations

* Subsequently, functional enrichment analysis was
performed by assembling a Protein-Protein
Interaction (PPI) network map of the 117 overlapping
DEGs and conducting pathways analysis of the same
transcripts using the PANTHER Overrepresentation
Test of the Reactome database

 Secondary pathways analysis occurred via the Gene
Ontology (GO) database examining for DEGs shared
between two WLFF-relevant exposures; only results
for WFS and HFD are graphically represented due to
lack of enriched pathways in other analyses
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Figure 1 (top left). Venn diagram
depicting overlapping DEGs across all
three WLFF-relevant exposures.

Figure 2 (top right). Heatmaps
constructed to visualize conserved
directionality across 117 overlapping
DEGs where 6 transcripts were
concordantly decreased and 13
transcripts were concordantly increased.
Figure 3 (Middle left). PPl network map
assembled using the STRING database
highlighting central nodes with a high
degree of interrelated connection.
Figure 4 (middle right). Bubble plot
demonstrating the 10 significantly
enriched Reactome pathways by FDR.
Figure 5 (bottom left). Tree map
reporting GO Biologic Process (BP) terms
significantly enriched across shared
DEGs between WFS and HFD datasets.
Positive correlation between size of box
and strength of association; boxes of
same color correspond with familial GO
BP term classification
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