
Supplementary Data



SUPPLEMENTARY TABLES 

 

Supplementary Table 1: Targets and cleavage sites identified in a proteome-wide 

COFRADIC analysis with caspase-1. The complete list of internally located, tri-

deuteroacetylated peptides cleaved after residues other than Asp in P1 that were uniquely 

identified in the digested proteome of recombinant caspase-1 treated mouse Mf/f4 

lysates, is shown. Protein names are identified by using the SIB BLAST network service, 

and the accession numbers are according to the UniProtKB/Swiss-Prot database. The 

cleavage sites represent the amino acids preceding the identified peptide (i.e. P4 – P1) as 

well as the P1’. Start/end, sequence, modified sequence, number of identified spectra 

(spectra #), Mascot ion score of highest scoring spectra, m/z, z, error (Da), e-value, 

threshold and ∆ threshold of the identified spectra are given.  
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MS/MS-spectra of proteins in Table 1 
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MS/MS-spectra of proteins in Supplementary Table 1 
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