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Supporting information of S. Abdul et al:  On the localization of the cleavage site in human 

alpha-2-antiplasmin, involved in the generation of the non-plasminogen binding form. 

 

 

Table S1. Inclusion list of 26 m/z peptide masses favored for MS2 fragmentation by HCD and EThcD. 

 

Sequence Amino acids z MC m/z 

R.ELKEQQ.D 416-421 2 0 387.7032 

R.ELKEQQ.D* 416-421 2 0 388.1952 

R.ELKEQQ.D** 416-421 2 0 388.6872 

R.ELKEQQD.S 416-422 2 0 445.2167 

R.ELKEQQD.S* 416-422 2 0 445.7087 

R.ELKEQQD.S** 416-422 2 0 446.2007 

R.NPNPSAPRELKEQQ.D 408-421 2 1 804.4104 

R.NPNPSAPRELKEQQ.D* 408-421 2 1 804.9024 

R.NPNPSAPRELKEQQ.D** 408-421 2 1 805.3944 

R.NPNPSAPRELKEQQ.D*** 408-421 2 1 805.8864 

R.NPNPSAPRELKEQQ.D**** 408-421 2 1 806.3784 

R.NPNPSAPRELKEQQ.D 408-421 3 1 536.6094 

R.NPNPSAPRELKEQQ.D* 408-421 3 1 536.9374 

R.NPNPSAPRELKEQQ.D** 408-421 3 1 537.2654 

R.NPNPSAPRELKEQQ.D*** 408-421 3 1 537.5934 

R.NPNPSAPRELKEQQ.D**** 408-421 3 1 537.9214 

R.NPNPSAPRELKEQQD.S 408-422 2 1 861.9239 

R.NPNPSAPRELKEQQD.S* 408-422 2 1 862.4159 

R.NPNPSAPRELKEQQD.S** 408-422 2 1 862.9079 

R.NPNPSAPRELKEQQD.S*** 408-422 2 1 863.3999 

R.NPNPSAPRELKEQQD.S**** 408-422 2 1 863.8919 

R.NPNPSAPRELKEQQD.S 408-422 3 1 574.9517 
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R.NPNPSAPRELKEQQD.S* 408-422 3 1 575.2797 

R.NPNPSAPRELKEQQD.S** 408-422 3 1 575.6077 

R.NPNPSAPRELKEQQD.S*** 408-422 3 1 575.9357 

R.NPNPSAPRELKEQQD.S**** 408-422 3 1 576.2637 

 
z: charge state of peptide, MC: number of miscleavages, m/z: the observed mass/charge. The number 

of deamidations are indicated by the asterisks. 
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Supplementary figures 

 

 

Fig. S1. MS/MS fragmentation spectra of the Asn408-Leu417 peptide in an overnight Arg-C digest of 

NPB-α2AP as determined by Mascot analysis. Best spectrum data is shown. 

 

 

 



4 

 

 

Fig. S2. MS/MS fragmentation spectra of the Asn408-Glu419 peptide in an overnight Arg-C digest of 

NPB-α2AP as determined by Mascot analysis. Best spectrum data is shown. 
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Fig. S3. MS/MS fragmentation spectra of the Asn408-Gln420 peptides in an overnight Arg-C digest of 

NPB-α2AP as determined by Mascot analysis (A) and MaxQuant analysis (B and C). Best spectrum 

data is shown. 
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Fig. S4. MS/MS fragmentation spectra of the Asn408-Gln421 peptides in an overnight Arg-C digest of 

NPB-α2AP as determined by Mascot analysis (A and B) and MaxQuant analysis (C). Best spectrum 

data is shown. 
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Fig. S5. MS/MS fragmentation spectra of the deamidated Asn408-Gln421 peptides in an overnight 

Arg-C digest of NPB-α2AP as determined by Mascot analysis (A and B) and MaxQuant analysis (C 

and D). Best spectrum data is shown. 
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Fig. S6. MS/MS fragmentation spectra of the Asn408-Asp422 peptides in an overnight Arg-C digest of 

NPB-α2AP as determined by Mascot analysis (A and B) and MaxQuant analysis (C and D). Best 

spectrum data is shown. 

 
 


