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Introduction Results

Fibromyalgia (FM) Is a chronic disorder Among the 46 differentially expressed proteins, three were associated with redox homeostasis
marked by widespread pain, fatigue, and
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key role In its pathophysiology, linked to FDR
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beyond the antioxidant system's capacity. This — )
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| analysis A pivotal involvement of oxidative stress pathways. Notably, we identified myeloperoxidase, glutathione peroxidase 3, and
oo 5 ° peroxiredoxin-2 as key proteins differentially expressed in patients with fibromyalgia, underscoring their critical role In
sample maintaining redox homeostasis and their potential contribution to the disease’'s pathophysiology
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Figure 1. Study design and methodology support the implementation of therapeutic strategies specifically designed to modulate oxidative stress




