
ELECTRONIC SUPPLEMENTARY MATERIAL

Effect of Cu(II) on in vitro glycation of human serum albumin by methylglyoxal: LC-MS - based proteomic approach

 
Alejandra Sarahi Ramirez Segovia, Kazimierz Wrobel, Francisco Javier Acevedo Aguilar, Alma Rosa Corrales Escobosa, Katarzyna Wrobel* 

 
Department of Chemistry, University of Guanajuato, L de Retana N°5, 36000 Guanajuato, Mexico

Electronic Supplementary Material (ESI) for Metallomics.
This journal is © The Royal Society of Chemistry 2016



Figure 1S.  Typical capHPLC-ESI-QTOFMS chromatograms obtained for: (a) non-modified HSA; (b) HSA incubated with methylglyoxal, HSA_MGo; 
(c) incubated with methylglyoxal in the presence of Cu(II) 5mgCu L-1, HSA_MGo_Cu5.



Figure 2S. Total number of peptides detected  in HSA after  incubation with methylglyoxal  in  the absence  (HSA_MGo) or  in  the presence of  three 
different Cu(II) concentrations (HSA_MGo_Cu01, HSA_MGo_Cu1, HSA_MGo_Cu5), assessed using ProteinScape platform. 
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Sample Sequence 
coverage, %

 (609 AA)

Sequence 
coverage, %

(585 AA)

HSA 94 98

HSA_MGo 92 96

HSA_MGo_Cu01 89 93

HSA_MGo_Cu1 93 97

HSA_MGo_Cu5 89 93

(a)                                                                                                                              (b)                                                                                                                              

Figure 3S. Protein identification/confirmation. (a) Mascot search outcome obtained for human serum albumin incubated without methylglyoxal and 
in the absence of Cu(II); the highest score (based on 609 AA sequence encoded by ALB gene) correspond to HSA (P02768, Uniprot KB/ 
Swiss-prot). (b) Sequence coverage of P02768 obtained for albumin incubated under different conditions.  



Figure 4S.  De novo sequencing of K.VHTECCHGDLLECADDRADLAKYICENQDSISSK.L peptide (265-298, based on 609 AA 
sequence) found to be modified by MG-H on 280R. (MaxQuant platform)

 non-modified                                                                                280R(MG-H)
charge state +5                                                                              charge state +5



Figure 5S.  De novo sequencing of R.RHPYFYAPELLFFAK.R peptide (169-183, based on 609 AA sequence)  found to be modified by 
ArgPyr on 169R. (MaxQuant platform)

 non-modified                                                                                169R(ArgPyr)
charge state +2                                                                             charge state +3



Figure 6S.  De novo sequencing of K.KVPQVSTPTLVEVSR.N peptide (438-452, based on 609 AA sequence) found to be modified by CEL 438K.
                   (MaxQuant platform)

 non-modified                                                                                438K(CEL)
charge state +3                                                                            charge state +3



Figure 7S.  De novo sequencing of K.VHTECCHGDLLECADDRADLAKYICENQDSISSK.L peptide (265-298, based on 609 AA 
sequence) found to be modified by CECys on 277C and by MG-H1 on 280R. (MaxQuant platform)

 non-modified                                                                280R(MG-H1)                                                           277C(CECys)
charge state +5                                                              charge state +5                                                         charge state +4


