
prob spectrum expect ions peptide protein calc_mass

0.9986 Set1_K_2.02703.02703.2 0 11/24 R.VADGQTVQGEVWK.T IPI00328082 +2 1415.7123

0.9985 Set1_K_2.03786.03786.2 0 10/32 K.NSSTYWEGNPEMETLQR.I IPI00328082 +2 2040.8925

0.9983 Set1_K_1.03856.03856.2 0 18/22 R.MIAILSENYGGK.W IPI00328082 +2 1294.6669

0.9901 Set2_A1_2.03782.03782.2 0 12/28 R.AVSSTELSALENIC160.03K.A IPI00328082 +1 1620.8107

0.9775 Set2_K_2.05982.05982.2 0.0002 10/24 R.GAFIYNTLTDFIR.E IPI00328082 +2 1529.7957

0.9789 Set3_K_1.01752.01752.2 0.0001 07/20 K.KGDTSNIITVR.V IPI00328082 +2 1202.6697

0.9798 Set1_A2_2.02298.02298.2 0 09/22 K.M147.04NPGDGAFYGPK.I IPI00328082 +2 1268.5574

0.9834 Set2_K_2.01050.01050.2 0.0001 09/18 K.VNTATTTVYR.C IPI00328082 +2 1124.5904

0.9919 Set1_K_2.05070.05070.2 0 11/26 K.QLQNSLMDFGEPWK.M IPI00328082 +2 1691.8056

0.9668 Set3_A2_1.03067.03067.2 0.0003 09/22 R.NELSGTLSGLTR.V IPI00328082 +2 1246.6595

0.9879 Set1_A1_1.03515.03515.2 0 13/18 R.IYGISFPDNK.M IPI00328082 +2 1152.5893

0.9815 Set3_K_1.06120.06120.2 0.0001 15/42 K.TTPYQVAAEISQELAESTVIAK.V IPI00328082 +2 2348.2189

0.9627 Set1_A1_1.03295.03295.2 0.0004 16/26 R.DFTEVLSPNM147.04YNSK.L IPI00328082 +2 1659.7529

0.9785 Set3_K_1.03255.03255.2 0.0001 08/16 R.FADFGVLHR.N IPI00328082 +2 1060.5533

0.9597 Set3_K_1.03278.03278.2 0.0005 10/24 R.QVMVIPVGPTC160.03EK.Y IPI00328082 +2 1456.7496

0.6797 Set3_K_1.00265.00265.2 0.0001 08/20 K.MKESEADSEVK.H IPI00328082 +2 1251.5731

Figure S1. MS/MS spectra, scores and p-values for specific TARSL2
peptides.
Among many spectra matched to TARSL2 peptides, one representative spectrum per each
unique peptide is presented. (A) PeptideProphet probability, spectrum number, expect value
in MASCOT search result, matched ions, peptide sequence, accession number in IPI
database and calculated mass for 16 unique peptides are listed. Note that there were three
protein entries in IPI database corresponding to TARSL2. Note that the peptides shared with
TARS are not shown. (B) MS/MS spectra representing TARSL2.

A



B
















