I Transcriptomic Perturbations in the Local Innate Immune Response Caused by

Staphylococcus Aureus Infected Burn Wounds
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. . . . « o O . . . L.
host biomarker signature for determining pathogenicity and > B o © o (p<0.0001), were significantly unregulated in positive
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Figure 1: TLR signaling cascade ©
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strain of MRSA or media alone (burn/negative control). A = : = O = 10 | | |
subset of the infected animals received antibiotic treatment _ > ® - > ® _ > ° Figure 4: Bacterial count, displayed as a fold change vs. Day 2,
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while one group did not (MRSA/positive control). Wound
biopsies were obtained da”y fOI’ 10 days. Half Of the @l Negative Control @ Positive Control @8 Tigecycline (14 mg/kg) @l Clindamycin (100 mg/kg) CONCL USION
biopsies were used to determine bacterial colonization, and — e . | |
the other half were processed for nucleic acid isolation. Figure 3: Confirmatory RT qPCR showing differential mRNA expression of NLRP3, TLR2, and IL6 based on treatment Significant insight into host response to injury and infection can

be obtained from molecular examination of injured tissue.
Further studies will investigate sham model up-regulation of
innate immunity functional genes.

Isolated RNA was used in an 84-gene antibacterial response
PCR Array to quantify gene expression. Real time RT-PCR
was then performed to examine differentially regulated
genes of interest.



