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BACKGROUND METHODOLOGY

Inflammation and wound healing are complex, linked processes that are dysregulated in nonhealing diabetic foot ulcers (DFU). Our research has shown that while initial pro-inflammatory
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activation of immune cells is critical for the initiation of wound healing processes, prolonged activation directly impairs it. After recognizing that transition from the early inflammatory to the late o
. . . . . . . . . . . . imulated storage/shipping
resolution phase is required for successful healing, we developed a composite biomarker using the ratio of 4 early-stage pro-inflammatory gene markers to 3 late-stage inflammation-resolution conditions
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biomarkers, referred to as the Inflammation Index!. The Inflammation Index is an indirect measurement of the wound’s healing stage. Our previous studies measured the Inflammation Index K ANA quantity Relative expression of pro-healing genes (M2 genes/GADPH)
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treatment versus those that may benefit from a more aggressive approach. To evaluate the expression of biomarkers that comprise the Inflammation Index, quality RNA is essential. The Human primary : c RNA extraction @) .. & RNAquality N qRTPCR Inflammation = — e PDGFB + TIMP3
chronic wound environment is particularly damaging for RNA because of its high levels of enzymes and cellular debris containing RNases. Therefore, our goal in this project was to optimize P e ‘ oy 8 ) Qualty control metrice: 260/260nm raic

biomarker detection and determine the minimum sample quality and quantity in which the Inflammation Index can be reliably detected using RT-gPCR.
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all 7 genes for the 9 samples received from the DFC that passed QC metrics .
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samples was appropriately optimized. We show that the Inflammation Index can be reliably detected even in highly degraded samples and in those contaminated with nucleic acid
RNAlater RNAlater and/or proteins. From a translational perspective, we determined the minimum QC metrics that are satisfied for the biomarkers can be reliably measured in real-world samples
collected from the Diabetic Foot Consortium (DFC). Acknowledgments: This work was funded by NIH R61 DK131917
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