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Abstract: In the domain of in vitro diagnostics, proteomics research plays a crucial role in the discovery, validation,
and confirmation of biomarkers. Increasing evidence suggests that various sample handling and manipulation
procedures significantly influence protein abundance and the reliability of assays. The majority of abnormalities and
errors in in vitro diagnostics are observed during the pre-analytical phase of sample processing, and these variables
can significantly influence the outcomes of the analyte assay. Nevertheless, the influence of pre-analytical variables
on the stability and integrity of proteins following sample collection and storage remains inadequately
comprehended. In this article, we systematically reviewed and analyzed the impact of pre-analytical variables on
proteomics research of body fluids, aiming to provide new insights for proteomics research.
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