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Impact of prolonged exposure to extreme temperatures on the plasma proteome

While plasma protein biomarkers show promise for cancer early detection, diagnosis, prognosis, and Blood was collected from three healthy donors into EDTA and Protein Plus BCT. Plasma was isolated using Impact of prolonged exposure of whole blood to low temperatures on the plasma proteome Impact of prolonged exposure of whole blood to elevated temperatures on the plasma proteome
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Impact of plasma isolation spin protocol on the plasma proteome
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