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- Data demonstrate that many preanalytical variables (how blood samples are collected
BD Logo and all other trademarks are property of Becton, Dickinson and Company. © 2006 BD References and handled) result in measurable changes in subsequent proteomics analyses. « Variations in residual cellular contamination appear to alter detectable protein content,

All other brands are trademarks of their respective owners. 0 . - q
with the least amount of degradation apparently associated with lowest cell counts.

(1) Rai, A.J. etal. Proteomics (2005) 5:3262-3277. « Reproducibility of data relies on reducing preanalytical variables, and many details of
2) Villanueva, J. etal. J. Clin. Invest. (2006) 116:271-284. blood sample collection are important, often more so than researchers recognize. - Inclusion of protease inhibitors in the plasma sample provide increased stability, with

demonstrable improvement both at “time zero” and over at least 2 hours of room
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(3) Yi,d.etal. J. Proteome Res. (2007), in press.
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temperature incubation.
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