
Supplementary Table S1. LC-MS/MS analysis of nitrated BSA. BSA treated with 
TNM for 1 h was trypsin digested and analyzed by LC-MS/MS with the QSTAR Elite. 24 
nitrated peptides were detected using the Mascot search algorithm.  
 
 

Peptide    Observed     Mr(calc)      Mass error    Expect.     Peptide     Missed     Peptide Sequence
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971.4712

1016.4563

1127.5723

1172.5574

1483.7895

1487.6198

1522.5010

1538.4960

2177.7936 

2064.8187

1523.7732

2072.0803

1546.5915

1858.8077

1598.6308

1839.8098

1611.7205

1656.7056

1784.8073

1791.6828

2531.0879

1924.8989

2089.0057

2133.9908

40

52

19

13

72

85

62

71

56

53

136

13

88

74

56

63

64

39

56

92

51

64

16

41  

486.7434

509.2375

376.8764

391.8644

495.6155

744.8258

762.2674

770.2659

726.9575

689.2893

762.9055

519.2316

774.3158

620.6228

533.8935

614.2873

806.8784

829.3727

595.9574

896.8625

844.7180

642.6492

523.3000

712.3465

K.YLYEIAR.R + Nitro (Y)

K.YLYEIAR.R + 2 Nitro (Y)

K.YLYEIARR.H + Nitro (Y)

K.YLYEIARR.H + 2 Nitro (Y)

R.RHPEYAVSVLLR.L + Nitro (Y)

K.YICDNQDTISSK.L + Nitro (Y)

R.ETYGDMADCCEK.Q + Nitro (Y)

R.ETYGDMADCCEK.Q + Nitro (Y) + Oxid (M)

R.ETYGDMADCCEKQEPER.N + Nitro (Y) + Oxid (M)

K.VASLRETYGDMADCCEK.Q + Nitro (Y) + Oxid (M)

K.LGEYGFQNALIVR.Y + Nitro (Y)

K.LGEYGFQNALIVRYTRK.V + Nitro (Y)

K.EYEATLEECCAK.D + Nitro (Y)

R.LAKEYEATLEECCAK.D + Nitro (Y)

K.DDPHACYSTVFDK.L + Nitro (Y)

K.DDPHACYSTVFDKLK.H + Nitro (Y)

K.DAFLGSFLYEYSR.R + Nitro (Y)

K.DAFLGSFLYEYSR.R + 2 Nitro (Y)

R.MPCTEDYLSLILNR.L + Nitro (Y) + Oxid (M)

K.YNGVFQECCQAEDK.G + Nitro (Y)

K.YNGVFQECCQAEDKGACLLPK.I + Nitro (Y)

R.RPCFSALTPDETYVPK.A + Nitro (Y)

R.RHPYFYAPELLYYANK.Y + Nitro (Y)

R.RHPYFYAPELLYYANK.Y + 2 Nitro (Y)
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