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• Nanotraps are 
introduced directly into 
complex biological 
fluids such as serum, 
plasma or urine.

• Low molecular weight 
proteins are trapped by 
the affinity capture bait 
while high molecular 
weight proteins are 
excluded.

• Unbound and excluded 
proteins are washed 
away. Trapped proteins 
are eluted from the 
Nanotraps resulting in 
up to 1000-fold 
enrichment.

• Eluted fractions can be 
directly analyzed by a 
variety of detection 
methods including MALDI-
TOF MS, LC-MS, SDS-
PAGE, western blots and 
ELISAs

The Nanotrap Workflow
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Figure 3: A variety of baits can be incorporated into the Nanotraps to trap different classes of proteins. The above 
spectra illustrate the ability for different baits to capture different proteins. A serum sample was processed in parallel 
using both blue Nanotraps and white Nanotraps (acrylic acid bait). A comparison of the MALDI-TOF spectra illustrate the 
ability to enrich for different proteins based on the bait chemistries (red arrows). Because bait chemistries exploit general
binding properties, there will be overlap.

For more information on Nanotrap technology please visit: www.biomarkerdiscovery.com

Results and Discussion: Nanotraps provide an effective and user-friendly means to rapidly sequester, capture, 
enrich and protect low abundant, low molecular weight proteins (<40,000 Da) directly from complex biological fluids 
such as serum, plasma and urine. The experiments illustrate that while peptides and proteins in the low molecular 
weight region are enriched, high abundant, high molecular weight proteins such as albumin are excluded from the 
Nanotraps and washed away. Additionally, coverage of the proteome can be extended by utilizing different baits in the 
discovery workflow. 
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