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Introduction
● Osteoarthritis (OA) is caused by the degeneration of
articular cartilage found within articulated joints. This
degradation leads to bone on bone interactions that
become very painful as the disease progresses. The
effects of this disease are non-reversible.
● Current methods for diagnosing OA include X-Rays and
MRI scans. These methods are unable to diagnose the
disease until it has significantly progressed and the
breakdown of the cartilage can be visualized.
● Symptoms of OA cannot be cured, but are manageable
through therapies such as topical creams and
medications.
● Metabolomics is an emerging field of study as the last
of the “omics” fields. This new field is the study of the
entire metabolite population found within samples,
and show exactly what is occurring within metabolic
pathways.
● The use of metabolomics has shown promise in the
ability to diagnose OA before symptoms progress far
enough to be visualized with the current tools for
diagnosis.
● This study focused on using global metabolomics in
order to distinguish differences in metabolic pathways
between OA and healthy synovial effusion samples.
Differences that were found could possibly be used in
the future as an alternative diagnostic method for
earlier diagnosis of OA.

Results

Conclusion

Table 1. Data table shows the average (age, height, and
weight) of OA patient for both males and females.
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