Conventional anticoagulants allow preanalytical variation that confounds the accuracy of plasma proteomics C
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In proteomics, the accuracy of downstream biological conclusions depends on sample integrity. This is especially Protein Plus BCT minimizes proteome alterations during whole blood storage. Protein Plus BCT maintains draw time abundances of blood cell Proteins associated with biological pathways of interest are
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Figure 1. (A-B) Average number of proteins (A) and peptides (B) identified at 1% FDR in plasma isolated from At the time of abstract submission, the authors of were full-time employees at Streck, LLC or Seer, Inc. As such, the

samples collected into EDTA, ACD-A or Protein Plus BCT at draw time (2 hrs) or after 24, 72 or 120 hrs of whole research described here was funded by Streck, LLC and Seer, Inc.
blood storage at ambient temperature. The percent increase of identifications relative to draw time is displayed

above each additional plasma isolation timepoint. (C-E) Protein identification overlap between draw time (2 hrs) and

24 (C), 72 (D) and 120 (E) hrs for EDTA, ACD-A and Protein Plus BCT. (F-G) Protein identification overlap between

plasma isolated from samples in EDTA (F) and ACD-A (G) at draw time (2hrs) and after 24, 72 and 120 hrs of storage

and plasma isolated from samples in Protein Plus BCT after 120 hrs of storage. (H) Protein overlap identification

overlap between plasma isolated from samples in EDTA and ACD-A at draw time (2 hrs) and after 24, 72 or 120 hrs

of storage. For the purpose of identification overlap, a protein was considered identified if it was present in 60% of

samples for any one condition.



