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Tandem MS analysis of PRT C- 4,7,10-trioxa-1,13-tridecanediamine covalent adduct 

 

To determine the reaction pathway between PRT C and NH2-(PEG)2-NH2 spacer, the product 

formed after incubation and recorded at m/z 1226.54 was subjected to MSMS analysis.  The 

MS/MS fragmentation spectra of this ion gave rise to two daughter ions at m/z of 1146.33 and 

870.35, corresponding to the loss of SO3 on the entire molecule and a fragment without PEG 

spacer, respectively. This fragmentation is in accordance with an adduct produced by the 

nucleophilic attack of the spacer terminal amino group onto the β-sulfated Asn carbonyl 

residue of PRT C, followed by urea loss.  

 

 

Fig. S1: Ion fragments obtained during tandem MS experiments on the parent ion at 1226.5 
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Mascot report for Endoplasmin and peak lists 
 

Endoplasmin (Glucose Related Protein 94, GRP94) fitting mass values of three independent 

experiments are reported here. In addition, all the peak lists, which were sent to Mascot, are 

available in the pride database under the PRIDE experiment accession number 16675-16680 

and the project title name “PRT C Based Chemical Proteomics Experiment”[1]. 

 

 

 

Figure S2. Mascot report of all matched peptides of GRP94 in three independent experiment  
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MSMS spectra of GRP94 

 

 

 

Figure S3. Tandem mass spectrum of the Endoplasmin peptide (ELISNASDALDK) 
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Figure S4. Tandem mass spectrum of the Endoplasmin peptide (EEASDYLELDTIK) 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Electronic Supplementary Material (ESI) for Molecular BioSystems
This journal is © The Royal Society of Chemistry 2012



Comparison between canine and murine isoform of GRP94  

 

All the SPR experiments were performed using a canine isoform of GRP94 that was 

commercially available. To make sure that the homology between the murine and canine 

isoform was very high, we aligned all sequences using a web software named Clustal W 

(http://www.ebi.ac.uk/Tools/msa/clustalw2/). As reported in Figure S5, the sequence 

alignment revels that the two proteins have almost the same aminoacid sequence. Thus, we 

have enough confidence that the canine protein is a good model to perform SPR experiments. 

 

 

 

Fig. S5. Sequence alignment of murine and canine GRP 94 
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