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Introduction

Fibromyalgia I1s a chronic pain disease
that has no molecular diagnostic method.
Among all the biomarkers proposed,
those related to oxidative stress and the
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In plasma and faeces in a large cohort of
FM patients

Methods

Results

20 microbial taxa showed statistically significant differences at baseline
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Figure 2. Metagenomics results. A) Volcano plot showing taxonomy with significant differences (p<0.05). B) FM and control group diversity

40 circulating proteins differed significantly initially
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Figure 3. Most significant canonical pathways by Ingenuity Pathway Analysis (IPA) software

Integration with clinical data obtained from the SF36 questionnaire uncovering intriguing correlations between the identified

bilomarkers and the patients’ health status
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Figure 1. Study design and methodology

that most of the 40 altered proteins are linked to inflammation. These findings, supported by robust statistics, offer a strong basis for
biomarker discovery, potentially improving FM diagnosis, disease monitoring and the development of targeted therapies




