














To emphasize the excellent
reproducibility of technical replicates,
we overlaid the total ion chromatograms
(TICs) generated for three replicates
from one of the samples (Figure 4).
Importantly, this excellent level of
reproducibility was achieved after going
through the complete plasma proteomic
sample preparation workflow involving
in-solution digestion and peptide
purification.

The abundance range of proteins within
the plasma proteome spanned almost
six orders of magnitude (Figure 5),

and consisted of 300 quantified
proteins per average run. Within these
300 proteins, a diverse range of classic
plasma protein functionalities were
represented. These included proteins
from the lipid homeostasis system such
as apolipoproteins A1 and B, proteins
involved in inflammatory responses such
as complement factor C5, and transport
proteins such as retinol-binding protein
or the insulin sensitivity parameter
adiponectin (ADIPOQ).
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Figure 4. Direct comparison of three TICs of different technical replicates of the individual sample.

The numbers above the peaks indicate the m/z.
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Figure 5. A) Distribution of proteins quantified in the 20-minute gradients of the 96 workflow replicates. B) Direct
comparison of the two plasma samples to visualize the magnitude of IGHG4, IGHM, SHBG, and PZP in the background of

the other quantified plasma proteins.
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