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Supporting Figure 1. pI distribution of in silico generated tryptic peptides from H. sapiens, E.coli, and S. 
cerevisiae with up to two missed cleavages. Significant portions (52-58%) of these tryptic peptidomes are 
acidic. 

Supporting Figure 2.  Reaction scheme for carbamylation of a peptide bearing a lysine residue 

Supporting Figure 3. Positive mode extracted ion chromatograms of carbamylated and unmodified 
LVNELTEFAK2+, thus showing the extent of carbamylation of  H. salinarum tryptic peptides. 

Supporting Figure 4. Positive mode ESI spectrum of  RPKPQQFFGLM (M
r
 1347.72 Da) after 

carbamylation.  The major species observed is doubly carbamylated (N-terminus and K), corresponding 
to a doubly carbamylated species (M

r
 1433.72 Da).  

 
Supporting Figure 5. pI distribution of in silico generated tryptic peptides from H. salinarum with up to 
two missed cleavages. 

Supporting Figure 6. Distribution of ion types resulting from UVPD of carbamylated and unmodified 
tryptic peptide anions from H. salinarum 

Supporting Figure 7. Mass distribution of peptides identified uniquely in the carbamylated peptide data 
set (light bars) and peptides identified uniquely in the unmodified peptide data set (dark bars) for UVPD 
of a tryptic digest of H. salinarum. 

Supporting Figure 8. Number of peptides identified uniquely in the unmodified data set sorted by 
elution time for a tryptic digest of H. salinarum. 

Supporting Table 1. List of  carbamylated BSA peptides and the chromatographic peak areas of the 
carbamylated peptide and its corresponding unmodified peptide. For the case of multiple (double and 
triple) carbamylations, each sequential modification is shown. CARB indicates the peptide modification 
at the N-terminus, and CARB(K) indicates the modification at the lysine side-chain.   
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Supporting Figure 1. pI distribution of in silico generated tryptic peptides from H. sapiens, E.coli, and S. 
cerevisiae with up to two missed cleavages. Significant portions (52-58%) of these tryptic peptidomes are 
acidic. 
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Supporting Figure 2.  Reaction scheme for carbamylation of a peptide bearing a lysine residue 
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Supporting Figure 3. Positive mode extracted ion chromatograms of carbamylated and unmodified 
LVNELTEFAK2+, thus showing the extent of carbamylation of  H. salinarum tryptic peptides. 
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Supporting Figure 4. Positive mode ESI spectrum of  RPKPQQFFGLM (M
r
 1347.72 Da) after 

carbamylation.  The major species observed is doubly modified (N-terminus and K), corresponding to a 
doubly carbamylated species (M

r
 1433.72 Da).  
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Supporting Figure 5. pI distribution of in silico generated tryptic peptides from H. salinarum with up to 
two missed cleavages. 
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Supporting Figure 6. Distribution of ion types resulting from UVPD of unmodified and carbamylated 
tryptic peptide anions from H. salinarum 
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Supporting Figure 7. Mass distribution of peptides identified uniquely in the carbamylated peptide data 
set (light bars) and peptides identified uniquely in the unmodified peptide data set (dark bars) for UVPD 
of a tryptic digest of H. salinarum. 
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Supporting Figure 8. Number of peptides identified uniquely in the unmodified peptide data set sorted 
by elution time for a tryptic digest of H. salinarum. 
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Supporting Table 1. List of  carbamylated BSA peptides and the chromatographic peak areas of the 
carbamylated peptide and its corresponding unmodified peptide. For the case of multiple (double and 
triple) modifications, each sequential modification is shown. CARB indicates the peptide modification at 
the N-terminus, and CARB(K) indicates the modification at the lysine side-chain.  %Mod represents the 
estimated percentage of each peptide that is carbamylated (versus remains unreactive), calculated by 
dividing the peak area of the carbamylated peptide (from the extracted ion chromatogram) by the summed 
peak areas of the carbamylated and non-carbamylated peptides.   

 

 


