
Supplementary S3. MS/MS spectra of all modifications identified on glycolytic enzymes 

 

Fructose bisphosphate aldolase A (K147) 

Sequence: DGADFAKWR, K7-Carboxyethyl (72.02113 Da) 

Charge: +2,   Monoisotopic m/z: 569.26703 Da (-2.78 mmu/-4.88 ppm),   MH+: 1137.52679 Da,   RT: 73.5025 
min, 

Identified with: Sequest HT (v1.17); XCorr:3.04, Percolator q-Value:1.9e-3, Percolator PEP:2.4e-2,  
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Fructose bisphosphate aldolase A R42 (uniprot R43) 

Sequence: RLQSIGTENTEENRR, R1-Carboxyethyl (72.02113 Da) 

Charge: +3,   Monoisotopic m/z: 625.65026 Da (+1.58 mmu/+2.53 ppm),   MH+: 1874.93623 Da,   RT: 42.2328 
min, 

Identified with: Sequest HT (v1.17); XCorr:1.82, Percolator q-Value:3.8e-4, Percolator PEP:3.2e-3,  
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Fructose bisphosphate aldolase K229 (uniprot K230) 

Sequence: ALSDHHIYLEGTLLKPNMVTPGHACTQK, C25-Carbamidomethyl (57.02146 Da), K15-
Carboxyethyl (72.02113 Da) 

Charge: +5,   Monoisotopic m/z: 641.52969 Da (+4.35 mmu/+6.78 ppm),   MH+: 3203.61933 Da,   RT: 82.2256 
min, 

Identified with: Sequest HT (v1.17); XCorr:3.97, Percolator q-Value:9.6e-5, Percolator PEP:4.9e-4,  
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Fructose bisphosphate aldolase A K41 (uniprot K42) 

Sequence: GILAADESTGSIAKR, K14-Carboxyethyl (72.02113 Da) 

Charge: +2,   Monoisotopic m/z: 780.91548 Da (+0.46 mmu/+0.59 ppm),   MH+: 1560.82369 Da,   RT: 67.7994 
min, 

Identified with: Sequest HT (v1.17); XCorr:1.18, Percolator q-Value:4.9e-5, Percolator PEP:2.7e-4,  
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Alpha enolase (R253) 

Sequence: SEFFRSGKYDLDFKSPDDPSRYISP, R5-Carboxyethyl (72.02113 Da) 

Charge: +3,   Monoisotopic m/z: 1009.15263 Da (+7.31 mmu/+7.25 ppm),   MH+: 3025.44333 Da,   RT: 
96.1008 min, 

Identified with: Sequest HT (v1.17); XCorr:2.19, Percolator q-Value:1.6e-3, Percolator PEP:6.0e-3,  
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Alpha enolase (R56) 

Sequence: AAVPSGASTGIYEALELRDNDKTRYMGK, R24-MG-H1 (54.01057 Da) 

Charge: +5,   Monoisotopic m/z: 614.30875 Da (-0.14 mmu/-0.23 ppm),   MH+: 3067.51463 Da,   RT: 82.8454 
min, 

Identified with: Sequest HT (v1.17); XCorr:4.77, Percolator q-Value:2.6e-5, Percolator PEP:8.3e-5,  
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Alpha enolase (K71) 

Sequence: AVEHINKTIAPALVSK, K7-Carboxyethyl (72.02113 Da) 

Charge: +3,   Monoisotopic m/z: 588.34208 Da (+1.84 mmu/+3.13 ppm),   MH+: 1763.01167 Da,   RT: 72.0724 
min, 

Identified with: Sequest HT (v1.17); XCorr:3.57, Percolator q-Value:1.0e-4, Percolator PEP:6.5e-4,  
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Alpha enolase (K54) 

Sequence: AAVPSGASTGIYEALELRDNDKTR, K22-Carboxyethyl (72.02113 Da) 

Charge: +3,   Monoisotopic m/z: 869.43987 Da (-0.2 mmu/-0.23 ppm),   MH+: 2606.30505 Da,   RT: 90.7175 
min, 

Identified with: Sequest HT (v1.17); XCorr:2.53, Percolator q-Value:4.9e-5, Percolator PEP:2.8e-4,  
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Alpha enolase (K193) 

Sequence: IGAEVYHNLKNVIKEK, K10-Carboxyethyl (72.02113 Da) 

Charge: +3,   Monoisotopic m/z: 643.02736 Da (+0.93 mmu/+1.45 ppm),   MH+: 1927.06753 Da,   RT: 79.8869 
min, 

Identified with: Sequest HT (v1.17); XCorr:2.06, Percolator q-Value:4.6e-5, Percolator PEP:2.2e-4,  
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Alpha enolase (K5) 

Sequence: MSILKIHAR, K5-Carboxyethyl (72.02113 Da), M1-Met-loss+Acetyl (-89.02992 Da) 

Charge: +2,   Monoisotopic m/z: 526.31662 Da (+0.05 mmu/+0.1 ppm),   MH+: 1051.62596 Da,   RT: 74.5176 
min, 

Identified with: Sequest HT (v1.17); XCorr:2.76, Percolator q-Value:2.0e-4, Percolator PEP:1.5e-3,  
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Beta enolase (R50) 

Sequence: AAVPSGASTGIYEALELRDGDKGR, R18-Carboxyethyl (72.02113 Da) 

Charge: +4,   Monoisotopic m/z: 627.07520 Da (+5.26 mmu/+8.39 ppm),   MH+: 2505.27898 Da,   RT: 83.5223 
min, 

Identified with: Sequest HT (v1.17); XCorr:2.37, Percolator q-Value:4.3e-5, Percolator PEP:1.4e-4,  
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Glyceraldehyde-3-phosphate dehydrogenase (R234) 

Sequence: ELNGKLTGMAFRVP, R12-MG-H1 (54.01057 Da) 

Charge: +2,   Monoisotopic m/z: 793.92633 Da (+4.73 mmu/+5.95 ppm),   MH+: 1586.84537 Da,   RT: 93.3511 
min, 

Identified with: Sequest HT (v1.17); XCorr:1.71, Percolator q-Value:2.9e-3, Percolator PEP:1.2e-2,  
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Glyceraldehyde-3-phosphate dehydrogenase (R263) 

Sequence: VVKQASEGPLK, K3-Carboxyethyl (72.02113 Da) 

Charge: +2,   Monoisotopic m/z: 614.35129 Da (+0.49 mmu/+0.8 ppm),   MH+: 1227.69531 Da,   RT: 50.4006 
min, 

Identified with: Sequest HT (v1.17); XCorr:2.39, Percolator q-Value:2.6e-5, Percolator PEP:9.2e-5,  
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Glyceraldehyde-3-phosphate dehydrogenase (R215) 

Sequence: GALQNIIPASTGAAKAVGK, K15-Carboxyethyl (72.02113 Da) 

Charge: +3,   Monoisotopic m/z: 613.68436 Da (+1.7 mmu/+2.77 ppm),   MH+: 1839.03854 Da,   RT: 88.4723 
min, 

Identified with: Sequest HT (v1.17); XCorr:3.55, Percolator q-Value:7.3e-6, Percolator PEP:1.0e-6,  

 

 

  



Pyruvate Kinase (K305) 

Sequence: EKVFLAQKMMIGRCNRAGKP, C14-Carbamidomethyl (57.02146 Da), K2-Carboxyethyl 
(72.02113 Da) 

Charge: +4,   Monoisotopic m/z: 602.32367 Da (+4.05 mmu/+6.73 ppm),   MH+: 2406.27286 Da,   RT: 58.2619 
min, 

Identified with: Sequest HT (v1.17); XCorr:3.52, Percolator q-Value:5.9e-4, Percolator PEP:1.3e-3,  

 

 

  



Pyruvate Kinase (R376) 

Sequence: VRMQHLIAREA, M3-Oxidation (15.99492 Da), R2-MG-H1 (54.01057 Da) 

Charge: +3,   Monoisotopic m/z: 465.25083 Da (+0.35 mmu/+0.75 ppm),   MH+: 1393.73793 Da,   RT: 59.8874 
min, 

Identified with: Sequest HT (v1.17); XCorr:1.93, Percolator q-Value:2.0e-3, Percolator PEP:8.1e-3,  
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Pyruvate Kinase (R516) 

Sequence: KGDVVIVLTGWRPGSGFTNTMR, R12-Carboxyethyl (72.02113 Da) 

Charge: +3,   Monoisotopic m/z: 821.76897 Da (+3.69 mmu/+4.5 ppm),   MH+: 2463.29236 Da,   RT: 94.1338 
min, 

Identified with: Sequest HT (v1.17); XCorr:3.77, Percolator q-Value:2.1e-5, Percolator PEP:8.0e-5,  
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Triosephosphate isomerase (R5) 

Sequence: PSRKFFVGGNWKMNGRKQSLGELIGTLNAAKVP, M13-Oxidation (15.99492 Da), R3-
Carboxyethyl (72.02113 Da) 

Charge: +5,   Monoisotopic m/z: 738.60394 Da (+3.24 mmu/+4.38 ppm),   MH+: 3688.99059 Da,   RT: 93.3215 
min, 

Identified with: Sequest HT (v1.17); XCorr:4.54, Percolator q-Value:8.0e-5, Percolator PEP:1.6e-4,  
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Glucose-6-phosphate isomerase (R370) 

Sequence: SGTRVDHQTGPIVWGEPGTNGQHAFYQLIHQGTK, R4-Carboxyethyl (72.02113 Da) 

Charge: +5,   Monoisotopic m/z: 758.57929 Da (+2.92 mmu/+3.84 ppm),   MH+: 3788.86736 Da,   RT: 82.9100 
min, 

Identified with: Sequest HT (v1.17); XCorr:2.26, Percolator q-Value:2.5e-4, Percolator PEP:1.9e-3,  
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Glucose-6-phosphate isomerase (R6) 

Sequence: MAALTRDPQFQK, R6-Carboxyethyl (72.02113 Da), M1-Met-loss+Acetyl (-89.02992 Da) 

Charge: +2,   Monoisotopic m/z: 694.86454 Da (+2.48 mmu/+3.57 ppm),   MH+: 1388.72181 Da,   RT: 68.9469 
min, 

Identified with: Sequest HT (v1.17); XCorr:2.02, Percolator q-Value:6.1e-4, Percolator PEP:5.3e-3,  
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