
Figure 1. Data processing workflow with Progenesis ®  QI for proteomics and Proteolabels. A) Peak co -

detection in Progenesis ®  QI for proteomics  to quantify peptides present in aligned LC -MS runs; B) An 

overview of the steps performed in each package; C) Peptide identification and quantification data being 

loaded in Proteolabels for downstream processing.  

Proteolabels is new software for quantitative proteomics ï supporting 
studies involving stable isotope labels, workflows include SILAC (two 
and three channels) and dimethyl (two and three channels).  
 
Proteolabels has been designed as an extension for Progenesis ®  QI for proteomics . It has 

been engineered with a focus on performance and usability, empowering scientists to ex-
plore their data and achieve high -quality results.  
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Figure 2. Peak co -detection feature in Progene-

sis
® 

QI for proteomics gives a 75% gain in the 

number of peptides quantified and a 39% gain in 

the number of proteins in that sample, via a Pro-

teolabels analysis of public data set PXD003284 

(http://www.proteomexchange.org ) .  

Benefits of Proteolabels  

Support for wide range of platforms Through 

the integration with Progenesis
®  QI for proteomics , 

Proteolabels supports data from a wide range of 

MS vendors and search engines, including from ap-

proaches employing data independent acquisition 

and ion mobility.  

Co- detection The workflow builds upon the Pro-

genesis
®

 QI for proteomics peak co -detection fea-

ture, in which features are aligned across LC -MS 

runs. This improves sensitivity  and reproducibility  

(Fig. 2 & 4).  

QC metrics Proteolabels contains many QC met-

rics and data plotting options, enabling users to 

interact with their data, and, where needed, make 

decisions as to how to achieve the best results.  

Peptide Scoring Proteolabels contains a novel 

ñPeptide Scoreò giving the quantitative reliability of 

pairs/triples, based on profiling chromatogram 

matches, drift time (where available) and m/z of 

matches (Fig. 3).  
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Figure 3. Peptide Scoring in Proteolabels measures the quality of matched pairs or triples, up -weighting the most 
reliable quantitative values at the protein - level. A) Example high scoring peptide; B) Example low scoring peptide; 
C) Proteolabels plot showing the distribution of Peptide Scores across an example data set.  

Blind Pairing  

ñBlind pairingò requires only one of the light or heavy 

peptides (in duplex mode) to have been identified. 

Proteolabels finds unidentified peptides in the correct 

region of the LC -MS map for pairing. False positive 

matches are eliminated or down -weighted by Peptide 

Scoring. In the example in Fig. 4, enabling Blind Pair-

ing gives a 30% gain in proteins quantified, with sim-

ilarly high levels of precision (Fig. 4.)  

Intelligent protein inference  

Weighted averaging of different peptide - level signals 

gives more accurate protein - level results. The 

weighted averaging takes into account reliability 

measured by the Peptide Score and the overall abun-

dance profiles of the peptides. This delivers the abil-

ity to detect differential expression confidently, down 

to low fold change values (Fig. 5).  

Figure 4. Analysis of public data set PXD003284 
processed in Proteolabels, exploring co -efficient of 
variation (CV) across replicates for protein ratios, 
with and without ñBlind Pairingò mode.  

Figure 5. A volcano plot (log2 fold change vs. log10 
FDR corrected p -value) of data from PXD003284 pro-
cessed with Proteolabels.  

Availability  

Proteolabels will shortly be released as an extension for Progenesis
®

 QI for proteomics. Please 

contact us for information on early access, via email to info@omicanalytics.com . 
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