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In order to analyze the data obtained, the composition of peptides in each peptoset, obtained using either 
DSP (peptoset 2_2) or SuccBB (peptoset 3_2) crosslinker, or 10–7 M BSA solution is listed in Table S1. 
 
Table S1. Results of MALDI–MS analysis obtained for peptoset 3_2, peptoset 2_2, and 10–7 M protein 
solution: m/z values of the identified peptides. 

Peptoset 3_2 Peptoset 2_2 
10-7 М BSA 

Solution 
665.3287 689.3729 665.3287 
689.3729 927.49344 689.3729 
712.3736 1163.6306 927.4934 
818.4254 1479.7954 1163.6306 
922.488 1567.7427 1249.6211 

927.49344 1955.9379 1283.7106 
1050.4924  1439.8117 
1249.6211  1479.7954 
1305.7161  1567.7427 
1479.7954  1639.9377 
1511.8427  1955.9379 
1567.7427  2045.0279 
1639.9377    
1888.9268     

 

  



In order to additionally confirm the identification of the protein, MS/MS analysis of BSA peptides was 
performed. Figure S1 displays MS/MS spectra obtained upon analysis of 10-7 M BSA solution. Mass spectra 
of two BSA peptide precursor ions YLYEIAR (Figure S1a) and KVPQVSTPTLVEVSR (Figure S1b) are 
shown. The same peptides have been identified in the case of analysis of peptide eluates from SuccBB-
activated AFM chips (see Table S1 above). 
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Figure S1. MALDI-TOF/TOF MS/MS spectrum of BSA molecular ions with amino acid sequence YLYEIAR and m/z 
927.49344 (a) and with amino acid sequence KVPQVSTPTLVEVSR and m/z 1639.9377 (b). Coloured symbols indicate 
peaks, corresponding to Y-, a-, and b-ions, which result from the fragmentation of this structure (marked in blue, green, 
and red, respectively). 


