
Benefi ts of the Perfi nity Workstation

 Three-day workfl ow complete in under 1 hour
 Cuts sample prep time down to as little as 10 minutes
 High-quality, reproducible proteolysis data (CVs < 10%)
 Reduces operating costs by as much as 50%
 Flexible workfl ows 
 Standardized process across laboratories

The Perfinity Workstation utilizes affinity purification techniques to 
concentrate compounds of interest and remove interferences. 
Affinity purifications can be performed in as little as 60 seconds.

Perfinity Workstation
The Next Era of Sample Preparation

The Perfi nity Workstation is a fully-integrated online mass spec sample preparation workstation, 
combining the selectivity of immunoassay approaches with the resolution of high performance liquid 
chromatography. It utilizes multiple proteomic approaches to rapidly and reproducibly perform affi nity 
selection, buffer exchange, trypsin digestion, desalting of the sample and reverse phase LC analysis. 

Automated Mass Spec Sample Preparation

Due to the time and cost associated with 
developing an enzyme linked immunoassay (ELISA), 
mass spectrometry is playing an increasing role 
in protein analysis. Furthermore, MS methods 
enable detection of isoform variations and post-
translational modifications, features that are key to 
an understanding of protein function and activity. 
However, current protein sample preparation 
approaches are manual and complex, and often 
yield irreproducible results. The Perfinity Workstation 
addresses these limitations by providing a seamlessley 
integrated solution for affinity enrichment and 
protein digestion. Adding speed, quality and value 
to your mass spec sample prep.
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Pairing the selectivity of antibodies with 
the resolving power of LC/MS results in an 
uncompromising analytical strategy.
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“Pairing the Perfinity sample preparation approach with mass spectrometry based detection results 
in an uncompromising analytical strategy that is easily customizable, dramatically reduces analysis 
times, diminishes supply costs and shrinks the labor requirements currently associated with mass 
spectral analysis of proteins.” 

Professor Fred Regnier, J. H. Law Distinguished Professor—Analytical Chemistry, 
Purdue University

Protein Drug Development

Monitor the protein therapeutic during production.
     • Peptide mapping in 30 minutes or less (same day results)
     • Save money by stopping bad batches
     • Obtain reproducible and reliable results

Targeted Proteomic Assays

     • Create, transfer and optimize targeted SRM assays quickly
     • Obtain reproducible and quantitative results in minutes
     • Probe protein isoforms with affi nity capture

Protein QC

     • QC protein products with confi dence (CV’s < 10%)
     • Use Perfi nity optimized buffers and columns for standardized 
        protocol

Disulfi de Mapping

     • Use No Reduction / Alkylation (NoRA) columns to preserve linkages
     • Couple to LC-MS/MS to identify di-sulfi de bonds
     • Elucidate 3D structural information

Request more info and watch a video at:
www.Perfi nityWorkstation.com
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Perfinity immobilized enzyme reactor (IMER) and optimized digestion buffer provide peptide products 
instantly with CVs < 10%.

THE PAST – Digestion of Insulin 
Under Standard Conditions (50:1) 
Protein:Trypsin Ratio, 37°C, 24 hours

THE FUTURE – The Same Digest in 4 
Minutes!!! with the Perfinity Workstation

Perfinity automates sample preparation to deliver quality, speed and 
value with each of its products. In order to eliminate the digestion 
bottleneck Perfinity chose to use immobilized trypsin because it 
removes the fundamental limitation of trypsin autolysis and allows for 
the use of a 10,000-fold excess of enzyme, accelerating reaction rates 
by several orders of magnitude.

Applications

Exceptional Reproducibility – Through automation the Perfi nity Workstation is able to achieve reproducible 
tryptic digestions.  Digestion of hemoglobin resulted in a maximum %CV of 8.7%.  The optimized buffers and 
column technology creates a standardized protocol ensuring reproducibility time and time again.

One Minute Reproducible Trypsin Digestion

Peak
#

Ret. 
Time Run 1 Run 2 Run 3 Average St. Dev. %RSD

1 2.616 19403825 19944901 19403825 19584184 312390 1.6%
2 2.821 246755594 241411002 246755594 244974063 3085702 1.3%
3 3.212 214322726 199286819 214322726 209310757 8680985 4.1%
4 3.756 23552071 23727447 23552071 23610530 101253 0.4%
5 3.912 30774102 34108327 30774102 31885510 1925016 6.0%
6 3.98 97592630 98392812 97592630 97859357 461985 0.5%
7 4.265 124358852 122739393 124358852 123819032 934995 0.8%
8 4.651 64957250 72704836 64957250 67539779 4473071 6.6%
9 4.869 126746852 121967947 126746852 125153884 2759102 2.2%

10 5.616 100941401 102298866 100941401 101393889 783733 0.8%
11 5.798 156806075 181585824 156806075 165065991 14306595 8.7%
12 5.918 147186622 142333465 147186622 145568903 2801972 1.9%
13 6.082 114603408 100448099 114603408 109884972 8172571 7.4%
14 6.188 19999578 19298810 19999578 19765989 404589 2.0%
15 6.506 92166458 97364061 92166458 93898992 3000837 3.2%
16 6.734 14588286 15098329 14588286 14758300 294473 2.0%
17 7.31 35065501 33263600 35065501 34464867 1040328 3.0%
18 7.57 48966466 45138113 48966466 47690348 2210301 4.6%
19 7.822 42316420 38249051 42316420 40960630 2348297 5.7%
20 8.535 46259000 41871754 46259000 44796585 2532978 5.7%


