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Label free, SILAC, SILAC Spike-in and 
TMT labelling

We can help with cell/sample
labelling and selecting the most
appropriate experiment and  

protocol to investigate the full proteome, cell
fraction proteomes, protein immune 

precipitations, peptide enrichment
and PTM experiments. 

Also we are open to new ideas!

Phosphopeptides TiO2 enrichment

Sample quality is critical to obtain outstanding 
mass spectrometry results. Using the right

protocol for your sample will maximise
the quality of your results.
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We have 
a broad range

of sample preparation
protocols including in gel,

in solution and FASP protein 
digestion. Protein digestion is

Peptide desalting and 
concentration (StageTip) or 

modified peptide enrichment

Trypsin digestion

Data dependent and independent analysis (DDA and DIA) 
with high resolution, sensitivity or speed 

Full mass spectrum 
(MS)
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Chromatography and mass spectrometry analysis are adapted to
your sample for optimal peptide identification and quantify-
cation. Our instruments are an Orbitrap Fusion and Triple
quadrupole Quantiva (Thermo Scientific) and G2-QToF
and Xevo (Waters Corp.) If you have a novel idea
about mass spectrometry ask us we are open
to collaborations!

Protein/peptide identification and 
quantification of label free, SILAC and TMT samples. 

Identification of post-translational modifications (PTMs), 
incorporation of unnatural aminoacids, and much more …

Raw files are analysed with MaxQuant or Mascot software. The 
search parameters will be optimised to maximise number of

proteins identified and quantified. Custom or multiple
protein databases searches, chromatogram alignment 

between runs or customised PTM identification are
some of our routine analysis. If you need a special 

analysis, we will help you! 

We do basic 
comparative 

quantitation analysis
and more detailed data 

analysis as Principal compo-
nent analysis (PCA), sample corre-
lation test, heat map hierarchical 
clustering, gene ontology category 

enrichment analysis, kinase motif analysis, …

Scaffold software for basic and
Perseus software for in depth analysis are our
favourite weapons!

MS/MS identification

Precursor intensity alignment
and quantification

Hierarchical clustering

Principal component analysis

Volcano plot

Welcome to the Proteomics Research Technology Platform at the University of Warwick.
We provide service and support to academic and commercial researchers seeking
to identify and quantify proteins and their modifications. The analysis of protein
mixtures from gel slices, co-immunoprecipitations or enrichments is routine and
we can identify several thousand proteins in complex samples. Our favorite challenges include the analysis of
protein phosphorylation and post-translational modification mapping. You will find support from the
proteomics team to help with scientific discussion, experimental design, sample preparation and analysis of
mass spectrometry data.
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Director: Alex Jones
Manager: Juan Ramon Hernandez-Fernaud
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Hypothesis

Experimental Design

adapted for optimal recovery and deep 
proteome analysis

StageTip

Phosphopeptides


